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ENSG00000169429 IL8 interleukin 8 activation of signaling protein activity involved in unfolded protein response (GO:0006987), intracellular signal transduction (GO:0035556), regulation of cell adhesion (GO:0030155), neutrophil chemotaxis (GO:0030593), cellular component movement (GO:0006928), inflammatory response (GO:0006954), receptor internalization (GO:0031623), induction of positive chemotaxis (GO:0050930), cellular response to tumor necrosis factor (GO:0071356), response to molecule of bacterial origin (GO:0002237), negative regulation of G-protein coupled receptor protein signaling pathway (GO:0045744), response to endoplasmic reticulum stress (GO:0034976), cellular protein metabolic process (GO:0044267), embryonic digestive tract development (GO:0048566), calcium-mediated signaling (GO:0019722), regulation of retroviral genome replication (GO:0045091), positive regulation of neutrophil chemotaxis (GO:0090023), G-protein coupled receptor signaling pathway (GO:0007186), cellular response to lipopolysaccharide (GO:0071222), cellular resextracellular space (GO:0005615), extracellular region (GO:0005576)protein binding (GO:0005515), chemokine activity (GO:0008009), interleukin-8 receptor binding (GO:0005153)2.60E-43 9.45E-39 0.1084

ENSG00000145287 PLAC8 placenta-specific 8 response to cold (GO:0009409), negative regulation of apoptotic process (GO:0043066), positive regulation of transcription from RNA polymerase II promoter (GO:0045944), brown fat cell differentiation (GO:0050873), positive regulation of cell proliferation (GO:0008284), defense response to bacterium (GO:0042742), negative regulation of multicellular organism growth (GO:0040015)chromatin binding (GO:0003682) 1.59E-29 2.89E-25 0.2441

ENSG00000164188 RANBP3L RAN binding protein 3-like intracellular transport (GO:0046907) 1.23E-13 1.48E-09 9.2353

ENSG00000149428 HYOU1 hypoxia up-regulated 1 activation of signaling protein activity involved in unfolded protein response (GO:0006987), response to stress (GO:0006950), endoplasmic reticulum unfolded protein response (GO:0030968), cellular protein metabolic process (GO:0044267)endocytic vesicle lumen (GO:0071682), extracellular region (GO:0005576), endoplasmic reticulum (GO:0005783), endoplasmic reticulum lumen (GO:0005788)ATP binding (GO:0005524) 8.77E-11 7.95E-07 0.4513

ENSG00000113441 LNPEP leucyl/cystinyl aminopeptidase cell-cell signaling (GO:0007267), antigen processing and presentation of exogenous peptide antigen via MHC class I, TAP-independent (GO:0002480), proteolysis (GO:0006508), female pregnancy (GO:0007565), antigen processing and presentation of peptide antigen via MHC class I (GO:0002474), protein catabolic process (GO:0030163), antigen processing and presentation of exogenous peptide antigen via MHC class I (GO:0042590), protein polyubiquitination (GO:0000209)lysosomal membrane (GO:0005765), extracellular region (GO:0005576), early endosome lumen (GO:0031905), intracellular (GO:0005622), integral to plasma membrane (GO:0005887), perinuclear region of cytoplasm (GO:0048471), cytosol (GO:0005829), plasma membrane (GO:0005886), cytoplasmic vesicle membrane (GO:0030659)aminopeptidase activity (GO:0004177), metallopeptidase activity (GO:0008237), zinc ion binding (GO:0008270)2.05E-09 1.24E-05 0.4864

ENSG00000123989 CHPF chondroitin polymerizing factor chondroitin sulfate biosynthetic process (GO:0030206), small molecule metabolic process (GO:0044281), carbohydrate metabolic process (GO:0005975), glycosaminoglycan metabolic process (GO:0030203), chondroitin sulfate metabolic process (GO:0030204)Golgi cisterna membrane (GO:0032580), Golgi membrane (GO:0000139), integral to membrane (GO:0016021)metal ion binding (GO:0046872), glucuronosyl-N-acetylgalactosaminyl-proteoglycan 4-beta-N-acetylgalactosaminyltransferase activity (GO:0047238), N-acetylgalactosaminyl-proteoglycan 3-beta-glucuronosyltransferase activity (GO:0050510)1.78E-09 1.24E-05 2.4155

ENSG00000110092 CCND1 cyclin D1 mitotic cell cycle (GO:0000278), response to DNA damage stimulus (GO:0006974), response to iron ion (GO:0010039), negative regulation of Wnt receptor signaling pathway (GO:0030178), response to estrogen stimulus (GO:0043627), fat cell differentiation (GO:0045444), response to ethanol (GO:0045471), Leydig cell differentiation (GO:0033327), positive regulation of cyclin-dependent protein kinase activity (GO:0045737), response to UV-A (GO:0070141), positive regulation of protein phosphorylation (GO:0001934), response to X-ray (GO:0010165), response to calcium ion (GO:0051592), canonical Wnt receptor signaling pathway (GO:0060070), G1/S transition of mitotic cell cycle (GO:0000082), lactation (GO:0007595), mammary gland epithelial cell proliferation (GO:0033598), positive regulation of mammary gland epithelial cell proliferation (GO:0033601), liver development (GO:0001889), organ regeneration (GO:0031100), mitotic G1 DNA damage checkpoint (GO:0031571), response to vitamin E (GO:0033197), re-entry into mitotic celcyclin-dependent protein kinase holoenzyme complex (GO:0000307), tight junction (GO:0005923), membrane (GO:0016020), nucleoplasm (GO:0005654), intracellular (GO:0005622), cytosol (GO:0005829), nucleus (GO:0005634)protein binding (GO:0005515), cyclin-dependent protein serine/threonine kinase regulator activity (GO:0016538), protein complex binding (GO:0032403), protein kinase activity (GO:0004672), enzyme binding (GO:0019899), protein kinase binding (GO:0019901)3.33E-09 1.72E-05 0.4785

ENSG00000079385 CEACAM1 carcinoembryonic antigen-related cell adhesion molecule 1 (biliary glycoprotein)cell migration (GO:0016477), homophilic cell adhesion (GO:0007156), integrin-mediated signaling pathway (GO:0007229), angiogenesis (GO:0001525)plasma membrane (GO:0005886), integral to plasma membrane (GO:0005887), extracellular region (GO:0005576), membrane (GO:0016020)protein binding (GO:0005515), molecular_function (GO:0003674)1.52E-08 6.29E-05 3.5252

ENSG00000170500 LONRF2 LON peptidase N-terminal domain and ring finger 2proteolysis (GO:0006508) ATP-dependent peptidase activity (GO:0004176), zinc ion binding (GO:0008270)1.56E-08 6.29E-05 0.5102

ENSG00000144959 NCEH1 neutral cholesterol ester hydrolase 1lipid catabolic process (GO:0016042)integral to membrane (GO:0016021), endoplasmic reticulum (GO:0005783)carboxylesterase activity (GO:0004091)3.17E-08 0.00011487 0.5081

ENSG00000176153 GPX2 glutathione peroxidase 2 (gastrointestinal)temperature homeostasis (GO:0001659), response to oxidative stress (GO:0006979), interaction with symbiont (GO:0051702), negative regulation of inflammatory response to antigenic stimulus (GO:0002862), response to symbiotic bacterium (GO:0009609)nucleolus (GO:0005730), cytoplasm (GO:0005737), nucleus (GO:0005634)electron carrier activity (GO:0009055), glutathione peroxidase activity (GO:0004602)5.85E-08 0.00019312 3.4806

ENSG00000033867 SLC4A7 solute carrier family 4, sodium bicarbonate cotransporter, member 7transmembrane transport (GO:0055085), bicarbonate transport (GO:0015701), cochlear nucleus development (GO:0021747), retinal cell programmed cell death (GO:0046666), retina vasculature morphogenesis in camera-type eye (GO:0061299), ion transport (GO:0006811), auditory receptor cell development (GO:0060117)stereocilium (GO:0032420), apical plasma membrane (GO:0016324), plasma membrane (GO:0005886), integral to membrane (GO:0016021), basolateral plasma membrane (GO:0016323)inorganic anion exchanger activity (GO:0005452), sodium:bicarbonate symporter activity (GO:0008510)1.04E-07 0.00030247 0.5445

ENSG00000167552 TUBA1A tubulin, alpha 1a protein folding (GO:0006457), microtubule-based process (GO:0007017), cell division (GO:0051301), 'de novo' posttranslational protein folding (GO:0051084), G2/M transition of mitotic cell cycle (GO:0000086), cytoskeleton-dependent intracellular transport (GO:0030705), protein polymerization (GO:0051258), mitotic cell cycle (GO:0000278), cellular protein metabolic process (GO:0044267)cytosol (GO:0005829), cytoplasmic microtubule (GO:0005881), microtubule cytoskeleton (GO:0015630), microtubule (GO:0005874)protein binding (GO:0005515), GTP binding (GO:0005525), structural constituent of cytoskeleton (GO:0005200), GTPase activity (GO:0003924), protein domain specific binding (GO:0019904), structural molecule activity (GO:0005198)1.08E-07 0.00030247 2.1690

ENSG00000133321 RARRES3 retinoic acid receptor responder (tazarotene induced) 3negative regulation of cell proliferation (GO:0008285), phospholipid metabolic process (GO:0006644), lipid catabolic process (GO:0016042)integral to membrane (GO:0016021)phospholipase A2 activity (GO:0004623)1.17E-07 0.00030436 2.2777

ENSG00000116962 NID1 nidogen 1 positive regulation of cell-substrate adhesion (GO:0010811), cell-matrix adhesion (GO:0007160), glomerular basement membrane development (GO:0032836)cell periphery (GO:0071944), basal lamina (GO:0005605), extracellular matrix (GO:0031012)collagen binding (GO:0005518), calcium ion binding (GO:0005509), laminin-1 binding (GO:0043237)1.42E-07 0.00034371 2.0240

ENSG00000186081 KRT5 keratin 5 cell junction assembly (GO:0034329), epidermis development (GO:0008544), hemidesmosome assembly (GO:0031581)cytosol (GO:0005829), mitochondrion (GO:0005739), cytoplasm (GO:0005737), keratin filament (GO:0045095), plasma membrane (GO:0005886), intermediate filament (GO:0005882)scaffold protein binding (GO:0097110), protein binding (GO:0005515), structural constituent of cytoskeleton (GO:0005200)1.81E-07 0.00041145 3.1269

ENSG00000110422 HIPK3 homeodomain interacting protein kinase 3mRNA transcription (GO:0009299), negative regulation of apoptotic process (GO:0043066), peptidyl-threonine phosphorylation (GO:0018107), protein phosphorylation (GO:0006468), peptidyl-serine phosphorylation (GO:0018105), apoptotic process (GO:0006915), regulation of transcription, DNA-dependent (GO:0006355), negative regulation of JUN kinase activity (GO:0043508)cytoplasm (GO:0005737), nucleus (GO:0005634), PML body (GO:0016605)protein kinase activity (GO:0004672), ATP binding (GO:0005524), protein serine/threonine kinase activity (GO:0004674)2.18E-07 0.00043933 1.9669

ENSG00000266037 RN7SL3 RN7SL3 2.15E-07 0.00043933 2.0371

ENSG00000100234 TIMP3 TIMP metallopeptidase inhibitor 3 cellular response to organic substance (GO:0071310), negative regulation of membrane protein ectodomain proteolysis (GO:0051045), visual perception (GO:0007601)extracellular matrix (GO:0031012), basement membrane (GO:0005604)metal ion binding (GO:0046872), protein binding (GO:0005515), metalloendopeptidase inhibitor activity (GO:0008191)2.73E-07 0.00052057 1.9544

ENSG00000138829 FBN2 fibrillin 2 positive regulation of osteoblast differentiation (GO:0045669), extracellular matrix organization (GO:0030198), bone trabecula formation (GO:0060346), anatomical structure morphogenesis (GO:0009653), embryonic limb morphogenesis (GO:0030326), positive regulation of bone mineralization (GO:0030501), sequestering of TGFbeta in extracellular matrix (GO:0035583)microfibril (GO:0001527), extracellular region (GO:0005576), proteinaceous extracellular matrix (GO:0005578)extracellular matrix structural constituent (GO:0005201), calcium ion binding (GO:0005509)2.99E-07 0.00054332 0.1239

ENSG00000168679 SLC16A4 solute carrier family 16, member 4 monocarboxylic acid transport (GO:0015718)membrane (GO:0016020), integral to plasma membrane (GO:0005887)monocarboxylic acid transmembrane transporter activity (GO:0008028), symporter activity (GO:0015293)4.64E-07 0.00080178 2.0323

ENSG00000156453 PCDH1 protocadherin 1 nervous system development (GO:0007399), homophilic cell adhesion (GO:0007156), cell-cell signaling (GO:0007267)plasma membrane (GO:0005886), cell-cell junction (GO:0005911), integral to plasma membrane (GO:0005887)calcium ion binding (GO:0005509)5.30E-07 0.00087332 1.8992

ENSG00000185900 POMK protein-O-mannose kinase 9.21E-07 0.0014522 0.5307

ENSG00000055732 MCOLN3 mucolipin 3 ion transport (GO:0006811), auditory receptor cell differentiation (GO:0042491), locomotory behavior (GO:0007626)plasma membrane (GO:0005886), integral to membrane (GO:0016021), cytoplasm (GO:0005737)1.31E-06 0.0019834 2.4836

ENSG00000168214 RBPJ recombination signal binding protein for immunoglobulin kappa J regionendocardium morphogenesis (GO:0003160), regulation of transcription from RNA polymerase II promoter involved in myocardial precursor cell differentiation (GO:0003256), auditory receptor cell fate commitment (GO:0009912), positive regulation of ERBB signaling pathway (GO:1901186), epithelial to mesenchymal transition (GO:0001837), outflow tract morphogenesis (GO:0003151), gene expression (GO:0010467), sebaceous gland development (GO:0048733), arterial endothelial cell fate commitment (GO:0060844), interleukin-4 secretion (GO:0072602), blood vessel endothelial cell fate specification (GO:0097101), positive regulation of ephrin receptor signaling pathway (GO:1901189), negative regulation of transcription from RNA polymerase II promoter (GO:0000122), angiogenesis (GO:0001525), ventricular trabecula myocardium morphogenesis (GO:0003222), humoral immune response (GO:0006959), epithelial to mesenchymal transition involved in endocardial cushion formation (GO:0003198), DNA recombination (GO:0006310), negative regulatnucleoplasm (GO:0005654), nucleus (GO:0005634), nucleolus (GO:0005730), transcription factor complex (GO:0005667), cytoplasm (GO:0005737), MAML1-RBP-Jkappa- ICN1 complex (GO:0002193)protein N-terminus binding (GO:0047485), RNA polymerase II core promoter sequence-specific DNA binding (GO:0000979), RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity (GO:0000982), sequence-specific DNA binding transcription factor activity (GO:0003700), recombinase activity (GO:0000150), RNA polymerase II transcription regulatory region sequence-specific DNA binding transcription factor activity involved in positive regulation of transcription (GO:0001228), protein binding (GO:0005515), chromatin binding (GO:0003682), RNA polymerase II core promoter proximal region sequence-specific DNA binding (GO:0000978), RNA polymerase II repressing transcription factor binding (GO:0001103), DNA binding (GO:0003677)1.51E-06 0.0021899 0.5670

ENSG00000166145 SPINT1 serine peptidase inhibitor, Kunitz type 1placenta blood vessel development (GO:0060674), branching involved in labyrinthine layer morphogenesis (GO:0060670), extracellular matrix organization (GO:0030198)extracellular region (GO:0005576), membrane (GO:0016020)serine-type endopeptidase inhibitor activity (GO:0004867)2.47E-06 0.0034515 4.8897

ENSG00000186767 SPIN4 spindlin family, member 4 gamete generation (GO:0007276) 3.03E-06 0.0040665 0.5467

ENSG00000183778 B3GALT5 UDP-Gal:betaGlcNAc beta 1,3-galactosyltransferase, polypeptide 5protein glycosylation (GO:0006486)Golgi apparatus (GO:0005794), Golgi membrane (GO:0000139), endoplasmic reticulum (GO:0005783), integral to membrane (GO:0016021)UDP-galactose:beta-N-acetylglucosamine beta-1,3-galactosyltransferase activity (GO:0008499)3.38E-06 0.0042293 0.5759

ENSG00000243927 MRPS6 mitochondrial ribosomal protein S6 translation (GO:0006412) mitochondrion (GO:0005739), small ribosomal subunit (GO:0015935)rRNA binding (GO:0019843), structural constituent of ribosome (GO:0003735)3.29E-06 0.0042293 1.9391

ENSG00000164120 HPGD hydroxyprostaglandin dehydrogenase 15-(NAD)lipoxygenase pathway (GO:0019372), ovulation (GO:0030728), negative regulation of cell cycle (GO:0045786), lipoxin metabolic process (GO:2001300), cyclooxygenase pathway (GO:0019371), small molecule metabolic process (GO:0044281), arachidonic acid metabolic process (GO:0019369), transforming growth factor beta receptor signaling pathway (GO:0007179), thrombin receptor signaling pathway (GO:0070493), prostaglandin metabolic process (GO:0006693), female pregnancy (GO:0007565), ductus arteriosus closure (GO:0097070), parturition (GO:0007567)nucleus (GO:0005634), cytosol (GO:0005829), cytoplasm (GO:0005737), nucleolus (GO:0005730)15-hydroxyprostaglandin dehydrogenase (NAD+) activity (GO:0016404), prostaglandin E receptor activity (GO:0004957), protein homodimerization activity (GO:0042803), catalytic activity (GO:0003824), NAD binding (GO:0051287), NAD+ binding (GO:0070403)3.69E-06 0.0044582 1.8426

ENSG00000100033 PRODH proline dehydrogenase (oxidase) 1 glutamate biosynthetic process (GO:0006537), 4-hydroxyproline catabolic process (GO:0019470), cellular nitrogen compound metabolic process (GO:0034641), small molecule metabolic process (GO:0044281), proline catabolic process to glutamate (GO:0010133), proline catabolic process (GO:0006562), intrinsic apoptotic signaling pathway in response to oxidative stress (GO:0008631), proline metabolic process (GO:0006560)mitochondrial inner membrane (GO:0005743), mitochondrial matrix (GO:0005759)FAD binding (GO:0071949), proline dehydrogenase activity (GO:0004657)3.97E-06 0.0046504 2.0201

ENSG00000254198 non-coding RNARP11-598P20.3 4.99E-06 0.005654 0.5415

ENSG00000104327 CALB1 calbindin 1, 28kDa metanephric distal convoluted tubule development (GO:0072221), locomotory behavior (GO:0007626), regulation of synaptic plasticity (GO:0048167), learning or memory (GO:0007611), retina layer formation (GO:0010842), cellular response to organic substance (GO:0071310), metanephric collecting duct development (GO:0072205), metanephric part of ureteric bud development (GO:0035502), metanephric connecting tubule development (GO:0072286)nucleus (GO:0005634), axon (GO:0030424), dendrite (GO:0030425), cytosol (GO:0005829), neuronal cell body (GO:0043025)calcium ion binding (GO:0005509), vitamin D binding (GO:0005499), protein binding (GO:0005515)5.32E-06 0.0056729 3.4565

ENSG00000119231 SENP5 SUMO1/sentrin specific peptidase 5 proteolysis (GO:0006508), cell division (GO:0051301), protein sumoylation (GO:0016925), cell cycle (GO:0007049)nucleolus (GO:0005730), nucleoplasm (GO:0005654)cysteine-type peptidase activity (GO:0008234), protein binding (GO:0005515)5.23E-06 0.0056729 0.5702

ENSG00000060982 BCAT1 branched chain amino-acid transaminase 1, cytosolicG1/S transition of mitotic cell cycle (GO:0000082), branched-chain amino acid catabolic process (GO:0009083), branched-chain amino acid biosynthetic process (GO:0009082), cellular nitrogen compound metabolic process (GO:0034641), cell proliferation (GO:0008283), small molecule metabolic process (GO:0044281)mitochondrion (GO:0005739), cytosol (GO:0005829)L-valine transaminase activity (GO:0052655), L-leucine transaminase activity (GO:0052654), identical protein binding (GO:0042802), L-isoleucine transaminase activity (GO:0052656), branched-chain-amino-acid transaminase activity (GO:0004084)6.11E-06 0.0061939 0.5709

ENSG00000106069 CHN2 chimerin 2 small GTPase mediated signal transduction (GO:0007264), regulation of small GTPase mediated signal transduction (GO:0051056), positive regulation of GTPase activity (GO:0043547)cytosol (GO:0005829), membrane (GO:0016020)SH3/SH2 adaptor activity (GO:0005070), GTPase activator activity (GO:0005096), protein binding (GO:0005515), metal ion binding (GO:0046872)6.49E-06 0.0061939 2.0514

ENSG00000189159 HN1 hematological and neurological expressed 1 nucleus (GO:0005634) 6.36E-06 0.0061939 0.5906

ENSG00000213853 EMP2 epithelial membrane protein 2 cell proliferation (GO:0008283), positive regulation of integrin-mediated signaling pathway (GO:2001046)integral to membrane (GO:0016021), apical plasma membrane (GO:0016324)integrin binding (GO:0005178) 6.29E-06 0.0061939 1.9720



ENSG00000133067 LGR6 leucine-rich repeat containing G protein-coupled receptor 6positive regulation of canonical Wnt receptor signaling pathway (GO:0090263), Wnt receptor signaling pathway (GO:0016055)trans-Golgi network membrane (GO:0032588), integral to plasma membrane (GO:0005887)transmembrane signaling receptor activity (GO:0004888), protein binding (GO:0005515), G-protein coupled receptor activity (GO:0004930)8.49E-06 0.0078983 2.9452

ENSG00000166546 BEAN1 brain expressed, associated with NEDD4, 1cell death (GO:0008219) integral to membrane (GO:0016021)protein binding (GO:0005515) 1.03E-05 0.0093375 2.9412

ENSG00000146250 PRSS35 protease, serine, 35 metabolic process (GO:0008152)extracellular region (GO:0005576), mitochondrion (GO:0005739)catalytic activity (GO:0003824) 1.13E-05 0.0099951 2.6038

ENSG00000111666 CHPT1 choline phosphotransferase 1 lipid metabolic process (GO:0006629), phosphatidylcholine biosynthetic process (GO:0006656), phospholipid metabolic process (GO:0006644), platelet activating factor biosynthetic process (GO:0006663), CDP-choline pathway (GO:0006657), glycerophospholipid biosynthetic process (GO:0046474), regulation of cell growth (GO:0001558), small molecule metabolic process (GO:0044281)membrane (GO:0016020), integral to membrane (GO:0016021), Golgi membrane (GO:0000139), intracellular membrane-bounded organelle (GO:0043231)diacylglycerol cholinephosphotransferase activity (GO:0004142), diacylglycerol binding (GO:0019992), metal ion binding (GO:0046872)1.16E-05 0.010034 0.5382

ENSG00000133519 ZDHHC8P1 zinc finger, DHHC-type containing 8 pseudogene 1 1.25E-05 0.010441 2.1802

ENSG00000204070 SYS1 SYS1 Golgi-localized integral membrane protein homolog (S. cerevisiae)protein transport (GO:0015031)Golgi membrane (GO:0000139), integral to membrane (GO:0016021)1.27E-05 0.010441 1.8070

ENSG00000090905 TNRC6A trinucleotide repeat containing 6A cellular response to starvation (GO:0009267), innate immune response (GO:0045087), epidermal growth factor receptor signaling pathway (GO:0007173), gene expression (GO:0010467), negative regulation of translation involved in gene silencing by miRNA (GO:0035278), Fc-epsilon receptor signaling pathway (GO:0038095), Notch signaling pathway (GO:0007219), fibroblast growth factor receptor signaling pathway (GO:0008543), phosphatidylinositol-mediated signaling (GO:0048015), neurotrophin TRK receptor signaling pathway (GO:0048011)micro-ribonucleoprotein complex (GO:0035068), cytoplasmic mRNA processing body (GO:0000932), cytosol (GO:0005829)nucleotide binding (GO:0000166), protein binding (GO:0005515), RNA binding (GO:0003723)1.44E-05 0.011625 1.7990

ENSG00000168386 FILIP1L filamin A interacting protein 1-like biological_process (GO:0008150)myosin complex (GO:0016459), nucleus (GO:0005634), cytoplasm (GO:0005737), membrane (GO:0016020)molecular_function (GO:0003674)1.55E-05 0.012263 2.4410

ENSG00000164284 GRPEL2 GrpE-like 2, mitochondrial (E. coli) cellular protein metabolic process (GO:0044267), protein folding (GO:0006457), protein targeting to mitochondrion (GO:0006626)mitochondrion (GO:0005739), mitochondrial inner membrane (GO:0005743), cytoplasm (GO:0005737), mitochondrial matrix (GO:0005759)adenyl-nucleotide exchange factor activity (GO:0000774), chaperone binding (GO:0051087), protein homodimerization activity (GO:0042803), unfolded protein binding (GO:0051082)1.61E-05 0.012442 0.5781

ENSG00000111907 TPD52L1 tumor protein D52-like 1 positive regulation of MAP kinase activity (GO:0043406), positive regulation of JNK cascade (GO:0046330), G2/M transition of mitotic cell cycle (GO:0000086), apoptotic DNA fragmentation (GO:0006309), activation of cysteine-type endopeptidase activity involved in apoptotic process (GO:0006919), execution phase of apoptosis (GO:0097194)cytoplasm (GO:0005737), perinuclear region of cytoplasm (GO:0048471)protein binding (GO:0005515), cysteine-type endopeptidase activator activity involved in apoptotic process (GO:0008656), protein heterodimerization activity (GO:0046982), identical protein binding (GO:0042802), protein homodimerization activity (GO:0042803)1.71E-05 0.012941 2.0116

ENSG00000152104 PTPN14 protein tyrosine phosphatase, non-receptor type 14transcription, DNA-dependent (GO:0006351), regulation of transcription, DNA-dependent (GO:0006355), lymphangiogenesis (GO:0001946), protein dephosphorylation (GO:0006470), negative regulation of cell proliferation (GO:0008285), peptidyl-tyrosine dephosphorylation (GO:0035335), regulation of protein export from nucleus (GO:0046825)cytoplasm (GO:0005737), cytoskeleton (GO:0005856), nucleus (GO:0005634)protein tyrosine phosphatase activity (GO:0004725), receptor tyrosine kinase binding (GO:0030971), transcription cofactor activity (GO:0003712), protein binding (GO:0005515)2.14E-05 0.015853 0.6093

ENSG00000214049 UCA1 urothelial cancer associated 1 (non-protein coding) 2.23E-05 0.016172 2.0152

ENSG00000143324 XPR1 xenotropic and polytropic retrovirus receptor 1G-protein coupled receptor signaling pathway (GO:0007186)integral to plasma membrane (GO:0005887), plasma membrane (GO:0005886)transmembrane signaling receptor activity (GO:0004888), G-protein coupled receptor activity (GO:0004930), viral receptor activity (GO:0001618), receptor activity (GO:0004872)2.46E-05 0.0175 1.7339

ENSG00000152291 TGOLN2 trans-golgi network protein 2 nucleus (GO:0005634), trans-Golgi network (GO:0005802), transport vesicle (GO:0030133), integral to membrane (GO:0016021), Golgi apparatus (GO:0005794), nucleolus (GO:0005730), plasma membrane (GO:0005886)protein binding (GO:0005515) 2.68E-05 0.018708 0.6132

ENSG00000118503 TNFAIP3 tumor necrosis factor, alpha-induced protein 3response to molecule of bacterial origin (GO:0002237), negative regulation of chronic inflammatory response (GO:0002677), negative regulation of interleukin-1 beta production (GO:0032691), negative regulation of toll-like receptor 2 signaling pathway (GO:0034136), protein K63-linked deubiquitination (GO:0070536), apoptotic process (GO:0006915), proteolysis (GO:0006508), negative regulation of apoptotic process (GO:0043066), negative regulation of inflammatory response (GO:0050728), protein oligomerization (GO:0051259), protein K48-linked ubiquitination (GO:0070936), negative regulation of extrinsic apoptotic signaling pathway via death domain receptors (GO:1902042), negative regulation of NF-kappaB transcription factor activity (GO:0032088), negative regulation of toll-like receptor 5 signaling pathway (GO:0034148), innate immune response (GO:0045087), negative regulation of bone resorption (GO:0045779), protein K48-linked deubiquitination (GO:0071108), nucleotide-binding domain, leucine rich repeat containincytoplasm (GO:0005737), lysosome (GO:0005764), nucleus (GO:0005634), centrosome (GO:0005813), cytosol (GO:0005829)protein binding (GO:0005515), ubiquitin thiolesterase activity (GO:0004221), ubiquitin-protein ligase activity (GO:0004842), ubiquitin binding (GO:0043130), DNA binding (GO:0003677), ubiquitin-specific protease activity (GO:0004843), zinc ion binding (GO:0008270), protein self-association (GO:0043621), protease binding (GO:0002020), kinase binding (GO:0019900)2.78E-05 0.018999 0.5203

ENSG00000103811 CTSH cathepsin H positive regulation of peptidase activity (GO:0010952), positive regulation of cell migration (GO:0030335), antigen processing and presentation (GO:0019882), surfactant homeostasis (GO:0043129), cellular response to thyroid hormone stimulus (GO:0097067), positive regulation of gene expression (GO:0010628), bradykinin catabolic process (GO:0010815), protein destabilization (GO:0031648), proteolysis (GO:0006508), response to retinoic acid (GO:0032526), positive regulation of angiogenesis (GO:0045766), metanephros development (GO:0001656), adaptive immune response (GO:0002250), activation of cysteine-type endopeptidase activity involved in apoptotic process (GO:0006919), dichotomous subdivision of terminal units involved in lung branching (GO:0060448), negative regulation of apoptotic process (GO:0043066), positive regulation of epithelial cell migration (GO:0010634), neuropeptide catabolic process (GO:0010813), membrane protein proteolysis (GO:0033619), ERK1 and ERK2 cascade (GO:0070371), T cell mediated cytotoalveolar lamellar body (GO:0097208), lysosome (GO:0005764), extracellular space (GO:0005615), outer dense fiber (GO:0001520), cytosol (GO:0005829), acrosomal vesicle (GO:0001669)peptidase activity (GO:0008233), HLA-A specific activating MHC class I receptor activity (GO:0030108), cysteine-type endopeptidase activator activity involved in apoptotic process (GO:0008656), kininogen binding (GO:0030984), cysteine-type endopeptidase activity (GO:0004197), cysteine-type peptidase activity (GO:0008234), aminopeptidase activity (GO:0004177), protein complex binding (GO:0032403), serine-type endopeptidase activity (GO:0004252), endopeptidase activity (GO:0004175), protein self-association (GO:0043621), protein binding (GO:0005515), thyroid hormone binding (GO:0070324)2.93E-05 0.019683 1.7381

ENSG00000205413 SAMD9 sterile alpha motif domain containing 9 intracellular membrane-bounded organelle (GO:0043231), cytoplasm (GO:0005737)protein binding (GO:0005515) 3.00E-05 0.019792 1.9011

ENSG00000135535 CD164 CD164 molecule, sialomucin multicellular organismal development (GO:0007275), negative regulation of cell proliferation (GO:0008285), signal transduction (GO:0007165), immune response (GO:0006955), negative regulation of cell adhesion (GO:0007162), cell adhesion (GO:0007155), muscle organ development (GO:0007517), hemopoiesis (GO:0030097)extracellular region (GO:0005576), integral to plasma membrane (GO:0005887), endosome (GO:0005768), lysosomal membrane (GO:0005765), endosome membrane (GO:0010008), lysosome (GO:0005764), plasma membrane (GO:0005886)protein binding (GO:0005515) 3.63E-05 0.023299 0.6389

ENSG00000149403 GRIK4 glutamate receptor, ionotropic, kainate 4glutamate receptor signaling pathway (GO:0007215), transport (GO:0006810), synaptic transmission (GO:0007268)kainate selective glutamate receptor complex (GO:0032983), plasma membrane (GO:0005886), presynaptic membrane (GO:0042734), postsynaptic membrane (GO:0045211), integral to plasma membrane (GO:0005887), cell junction (GO:0030054)extracellular-glutamate-gated ion channel activity (GO:0005234), kainate selective glutamate receptor activity (GO:0015277)3.66E-05 0.023299 27.0285

ENSG00000171658 non-coding RNARP11-443P15.2 3.87E-05 0.023951 0.3875

ENSG00000198455 ZXDB zinc finger, X-linked, duplicated B regulation of transcription, DNA-dependent (GO:0006355), transcription, DNA-dependent (GO:0006351), biological_process (GO:0008150)nucleus (GO:0005634) metal ion binding (GO:0046872), nucleic acid binding (GO:0003676), molecular_function (GO:0003674)3.89E-05 0.023951 0.5961

ENSG00000250920 non-coding RNARP11-297P16.4 4.07E-05 0.02459 2.1688

ENSG00000128872 TMOD2 tropomodulin 2 (neuronal) neuron-neuron synaptic transmission (GO:0007270), nervous system development (GO:0007399), positive regulation of G-protein coupled receptor protein signaling pathway (GO:0045745), learning or memory (GO:0007611)cytoskeleton (GO:0005856), cytoplasm (GO:0005737), growth cone (GO:0030426)actin binding (GO:0003779), tropomyosin binding (GO:0005523)4.20E-05 0.024964 2.2189

ENSG00000116661 FBXO2 F-box protein 2 regulation of protein ubiquitination (GO:0031396), proteolysis (GO:0006508), glycoprotein catabolic process (GO:0006516), ER-associated protein catabolic process (GO:0030433), protein ubiquitination (GO:0016567), cellular protein modification process (GO:0006464), SCF-dependent proteasomal ubiquitin-dependent protein catabolic process (GO:0031146)organelle membrane (GO:0031090), cytosol (GO:0005829), endoplasmic reticulum (GO:0005783), dendritic spine (GO:0043197), SCF ubiquitin ligase complex (GO:0019005)ubiquitin-protein ligase activity (GO:0004842), glycoprotein binding (GO:0001948), beta-amyloid binding (GO:0001540), carbohydrate binding (GO:0030246)4.52E-05 0.026473 2.7429

ENSG00000122557 HERPUD2 HERPUD family member 2 response to unfolded protein (GO:0006986), spermatogenesis (GO:0007283)integral to membrane (GO:0016021)protein binding (GO:0005515) 4.69E-05 0.026586 1.7695

ENSG00000171045 TSNARE1 t-SNARE domain containing 1 synaptic vesicle exocytosis (GO:0016079), intracellular protein transport (GO:0006886)integral to membrane (GO:0016021), SNARE complex (GO:0031201)SNARE binding (GO:0000149), SNAP receptor activity (GO:0005484)4.67E-05 0.026586 2.6814

ENSG00000181104 F2R coagulation factor II (thrombin) receptortyrosine phosphorylation of STAT protein (GO:0007260), connective tissue replacement involved in inflammatory response wound healing (GO:0002248), G-protein coupled receptor signaling pathway (GO:0007186), negative regulation of cell proliferation (GO:0008285), positive regulation of blood coagulation (GO:0030194), positive regulation of Rho protein signal transduction (GO:0035025), positive regulation of I-kappaB kinase/NF-kappaB cascade (GO:0043123), positive regulation of release of sequestered calcium ion into cytosol (GO:0051281), elevation of cytosolic calcium ion concentration involved in phospholipase C-activating G-protein coupled signaling pathway (GO:0051482), platelet dense granule organization (GO:0060155), positive regulation of phosphatidylinositol 3-kinase cascade (GO:0014068), platelet activation (GO:0030168), positive regulation of collagen biosynthetic process (GO:0032967), negative regulation of neuron apoptotic process (GO:0043524), activation of MAPKK activity (GO:0000186), negative reguplatelet dense tubular network (GO:0031094), extracellular region (GO:0005576), integral to plasma membrane (GO:0005887), neuromuscular junction (GO:0031594), plasma membrane (GO:0005886), postsynaptic membrane (GO:0045211), Golgi apparatus (GO:0005794), caveola (GO:0005901)G-protein alpha-subunit binding (GO:0001965), thrombin receptor activity (GO:0015057), G-protein beta-subunit binding (GO:0031681), G-protein coupled receptor activity (GO:0004930), protein binding (GO:0005515), receptor binding (GO:0005102)5.23E-05 0.02921 1.7066

ENSG00000204789 ZNF204P zinc finger protein 204, pseudogene 5.31E-05 0.029212 2.2487

ENSG00000196754 S100A2 S100 calcium binding protein A2 endothelial cell migration (GO:0043542)cellular_component (GO:0005575)identical protein binding (GO:0042802), calcium ion binding (GO:0005509), protein binding (GO:0005515)5.64E-05 0.030516 2.2208

ENSG00000116095 PLEKHA3 pleckstrin homology domain containing, family A (phosphoinositide binding specific) member 3biological_process (GO:0008150)membrane (GO:0016020), Golgi apparatus (GO:0005794), cellular_component (GO:0005575)phospholipid binding (GO:0005543), 1-phosphatidylinositol binding (GO:0005545)5.75E-05 0.030699 0.6178

ENSG00000039560 RAI14 retinoic acid induced 14 vesicle-mediated transport (GO:0016192)mitochondrion (GO:0005739), cell cortex (GO:0005938), nucleus (GO:0005634), cytoskeleton (GO:0005856)protein binding (GO:0005515) 5.95E-05 0.031216 0.6196

ENSG00000047634 SCML1 sex comb on midleg-like 1 (Drosophila)anatomical structure morphogenesis (GO:0009653), transcription, DNA-dependent (GO:0006351)nucleus (GO:0005634) DNA binding (GO:0003677), sequence-specific DNA binding transcription factor activity (GO:0003700)6.02E-05 0.031216 0.5835

ENSG00000108342 CSF3 colony stimulating factor 3 (granulocyte)positive regulation of protein binding (GO:0032092), positive regulation of transcription factor import into nucleus (GO:0042993), cellular response to cytokine stimulus (GO:0071345), multicellular organismal development (GO:0007275), positive regulation of cell proliferation (GO:0008284), positive regulation of phosphatidylinositol 3-kinase cascade (GO:0014068), granulocyte differentiation (GO:0030851), positive regulation of peptidyl-serine phosphorylation (GO:0033138), positive regulation of transcription from RNA polymerase II promoter (GO:0045944), negative regulation of neuron death (GO:1901215), positive regulation of actin cytoskeleton reorganization (GO:2000251), immune response (GO:0006955), positive regulation of peptidyl-tyrosine phosphorylation (GO:0050731), positive regulation of actin filament polymerization (GO:0030838), cytokine-mediated signaling pathway (GO:0019221), positive regulation of protein kinase B signaling cascade (GO:0051897), cellular response to lipopolysaccharide (GO:0071222)extracellular space (GO:0005615)growth factor activity (GO:0008083), cytokine activity (GO:0005125), granulocyte colony-stimulating factor receptor binding (GO:0005130), enzyme binding (GO:0019899)6.46E-05 0.031694 0.0000

ENSG00000111696 NT5DC3 5'-nucleotidase domain containing 3 mitochondrion (GO:0005739), cytosol (GO:0005829)metal ion binding (GO:0046872), hydrolase activity (GO:0016787)6.46E-05 0.031694 0.5761

ENSG00000164164 OTUD4 OTU domain containing 4 proteolysis (GO:0006508), protein K48-linked deubiquitination (GO:0071108)cellular_component (GO:0005575)ubiquitin-specific protease activity (GO:0004843)6.42E-05 0.031694 0.6156

ENSG00000268205 lncRNA lncRNA 6.33E-05 0.031694 0.5840

ENSG00000051341 POLQ polymerase (DNA directed), theta DNA repair (GO:0006281), DNA replication (GO:0006260)nucleoplasm (GO:0005654) single-stranded DNA-dependent ATPase activity (GO:0043142), ATP-dependent helicase activity (GO:0008026), DNA-directed DNA polymerase activity (GO:0003887), ATP binding (GO:0005524), damaged DNA binding (GO:0003684)6.84E-05 0.03264 0.6184

ENSG00000158966 CACHD1 cache domain containing 1 calcium ion transport (GO:0006816)integral to membrane (GO:0016021) 6.75E-05 0.03264 1.7988

ENSG00000164023 SGMS2 sphingomyelin synthase 2 sphingolipid biosynthetic process (GO:0030148), sphingolipid metabolic process (GO:0006665), sphingomyelin biosynthetic process (GO:0006686), small molecule metabolic process (GO:0044281)plasma membrane (GO:0005886), integral to Golgi membrane (GO:0030173), integral to cell outer membrane (GO:0045203), integral to plasma membrane (GO:0005887)kinase activity (GO:0016301), sphingomyelin synthase activity (GO:0033188), ceramide cholinephosphotransferase activity (GO:0047493)7.68E-05 0.036196 0.6354

ENSG00000148411 NACC2 NACC family member 2, BEN and BTB (POZ) domain containingpositive regulation of cell proliferation (GO:0008284), protein homooligomerization (GO:0051260), posttranscriptional regulation of gene expression (GO:0010608), cellular protein complex localization (GO:0034629), negative regulation of transcription, DNA-dependent (GO:0045892), negative regulation of G1/S transition of mitotic cell cycle by negative regulation of transcription from RNA polymerase II promoter (GO:1900477), histone deacetylation (GO:0016575), transcription from RNA polymerase II promoter (GO:0006366), negative regulation of cell proliferation (GO:0008285)nuclear chromatin (GO:0000790), nucleus (GO:0005634), nuclear body (GO:0016604), NuRD complex (GO:0016581)histone deacetylase activity (GO:0004407), RNA polymerase II core promoter proximal region sequence-specific DNA binding (GO:0000978), protein homodimerization activity (GO:0042803), RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in negative regulation of transcription (GO:0001078), RNA polymerase II transcription factor binding transcription factor activity (GO:0001076), protein binding (GO:0005515), histone deacetylase binding (GO:0042826)7.81E-05 0.036333 0.6066

ENSG00000081041 CXCL2 chemokine (C-X-C motif) ligand 2 chemotaxis (GO:0006935), immune response (GO:0006955), response to molecule of bacterial origin (GO:0002237), inflammatory response (GO:0006954)extracellular region (GO:0005576), extracellular space (GO:0005615)chemokine activity (GO:0008009), protein binding (GO:0005515)8.07E-05 0.037073 0.4227



ENSG00000005893 LAMP2 lysosomal-associated membrane protein 2platelet degranulation (GO:0002576), platelet activation (GO:0030168), blood coagulation (GO:0007596)integral to membrane (GO:0016021), platelet dense granule membrane (GO:0031088), phagocytic vesicle membrane (GO:0030670), plasma membrane (GO:0005886), lysosomal membrane (GO:0005765), late endosome membrane (GO:0031902)8.36E-05 0.037642 1.6526

ENSG00000137726 FXYD6 FXYD domain containing ion transport regulator 6biological_process (GO:0008150), ion transmembrane transport (GO:0034220), transmembrane transport (GO:0055085)integral to membrane (GO:0016021), plasma membrane (GO:0005886)molecular_function (GO:0003674), ion channel activity (GO:0005216)8.40E-05 0.037642 2.1477

ENSG00000070159 PTPN3 protein tyrosine phosphatase, non-receptor type 3peptidyl-tyrosine dephosphorylation (GO:0035335), negative regulation of mitotic cell cycle (GO:0045930), negative regulation of membrane protein ectodomain proteolysis (GO:0051045), protein dephosphorylation (GO:0006470)cytoplasm (GO:0005737), internal side of plasma membrane (GO:0009898), cytoskeleton (GO:0005856)phosphotyrosine binding (GO:0001784), protein binding (GO:0005515), ATPase binding (GO:0051117), cytoskeletal protein binding (GO:0008092), protein tyrosine phosphatase activity (GO:0004725)8.61E-05 0.03765 1.7065

ENSG00000111816 FRK fyn-related kinase protein phosphorylation (GO:0006468), negative regulation of cell proliferation (GO:0008285), cell differentiation (GO:0030154)intracellular (GO:0005622), plasma membrane (GO:0005886), nucleus (GO:0005634), cytoplasm (GO:0005737)non-membrane spanning protein tyrosine kinase activity (GO:0004715), protein binding (GO:0005515), ATP binding (GO:0005524)8.57E-05 0.03765 0.6444

ENSG00000071575 TRIB2 tribbles pseudokinase 2 negative regulation of protein kinase activity (GO:0006469), positive regulation of proteasomal ubiquitin-dependent protein catabolic process (GO:0032436), protein phosphorylation (GO:0006468), negative regulation of interleukin-10 biosynthetic process (GO:0045081), regulation of MAP kinase activity (GO:0043405), negative regulation of fat cell differentiation (GO:0045599)nucleus (GO:0005634), cytoplasm (GO:0005737), nucleolus (GO:0005730), cytoskeleton (GO:0005856)nucleotide binding (GO:0000166), ubiquitin protein ligase binding (GO:0031625), ubiquitin-protein ligase regulator activity (GO:0055106), protein kinase activity (GO:0004672), protein kinase inhibitor activity (GO:0004860), transcription factor binding (GO:0008134)9.92E-05 0.042828 1.8759

ENSG00000126524 SBDS Shwachman-Bodian-Diamond syndromecell proliferation (GO:0008283), bone marrow development (GO:0048539), inner cell mass cell proliferation (GO:0001833), bone mineralization (GO:0030282), mature ribosome assembly (GO:0042256), rRNA processing (GO:0006364), leukocyte chemotaxis (GO:0030595), ribosomal large subunit biogenesis (GO:0042273), mitotic spindle stabilization (GO:0043148)spindle pole (GO:0000922), nucleus (GO:0005634), cytoplasm (GO:0005737), nucleoplasm (GO:0005654), nucleolus (GO:0005730)rRNA binding (GO:0019843), protein binding (GO:0005515), ribosome binding (GO:0043022), microtubule binding (GO:0008017)0.00010439 0.04456 0.6279

ENSG00000250072 non-coding RNACTC-529P8.1 0.0001082 0.045648 2.3237

ENSG00000163898 LIPH lipase, member H lipid catabolic process (GO:0016042)plasma membrane (GO:0005886), extracellular space (GO:0005615)heparin binding (GO:0008201), phospholipase activity (GO:0004620)0.00011013 0.04593 1.6898

ENSG00000115107 STEAP3 STEAP family member 3, metalloreductasetransmembrane transport (GO:0055085), protein secretion (GO:0009306), transferrin transport (GO:0033572), cellular iron ion homeostasis (GO:0006879), cell cycle (GO:0007049), apoptotic process (GO:0006915)plasma membrane (GO:0005886), endosome membrane (GO:0010008), integral to membrane (GO:0016021)protein binding (GO:0005515), ferric-chelate reductase activity (GO:0000293), metal ion binding (GO:0046872)0.00011294 0.046568 1.7855

ENSG00000168411 RFWD3 ring finger and WD repeat domain 3 protein ubiquitination (GO:0016567), mitotic G1 DNA damage checkpoint (GO:0031571), DNA repair (GO:0006281), response to ionizing radiation (GO:0010212)PML body (GO:0016605), nucleus (GO:0005634), cytoplasm (GO:0005737)ubiquitin-protein ligase activity (GO:0004842), p53 binding (GO:0002039), zinc ion binding (GO:0008270), MDM2/MDM4 family protein binding (GO:0097371)0.00011946 0.048463 0.6259

ENSG00000176853 FAM91A1 family with sequence similarity 91, member A1 0.00012201 0.048463 0.6442

ENSG00000225648 SBDSP1 Shwachman-Bodian-Diamond syndrome pseudogene 1 0.00012288 0.048463 0.5985

ENSG00000236548 non-coding RNARP11-510H23.1 0.0001211 0.048463 2.4435


