Supplementary Table I:
	HGVS DNA nomenclature
	HGVS protein nomenclature
	Amino acid change
	Exon
	Structure
	SIFT (0-1)
	Align-GVGD
	Max cross species difference (0-215)
	Grantham (0-215)
	UMD-predictor (0-100)
	(RSA (zone d'accessibilité relative au solvant) (%) Schreiber 2009  RSA (%) Schreiber 2009 )Stabilizing/;destabilizing;Hot spot;Accuracy (%)
	delta delta G (K.cal mol-1)
	stabilizing
	Reliability Index RI (entre 0 et 10)
	BRCAShare Classification
	BIC
	kConfab
	ClinVar
	Bibliography

	c.4949T>C
	p.Met1650Thr
	M1650T
	16
	BRCT1/AD2
	0,02
	C45
	15
	81
	45
	26,0
	0,08
	decrease
	2
	3
	-
	-
	UV
	-

	c.4955T>C
	p.Met1652Thr
	M1652T
	16
	
	0,02
	C25
	28
	81
	66
	
	
	
	
	3
	UV
	-
	Benign
	

	c.4956G>A
	p.Met1652Ileb
	M1652I
	16
	
	0,31
	C0
	28
	10
	54
	0,0
	-1,34
	decrease
	5
	1
	UV
	LCS
	Benign
	(1–9)

	c.4956G>T
	p.Met1652Ilea 
	M1652I
	16
	
	0,41
	C0
	28
	10
	18
	0
	-2,63
	decrease
	6
	3
	-
	-
	-
	-

	c.4963T>G
	p.Ser1655Ala
	S1655A
	16
	
	0
	C0
	0
	99
	66
	11,1
	-2,32
	decrease
	7
	3
	-
	-
	-
	(9–12)

	c.4991T>C
	p.Leu1664Pro
	L1664P
	17
	
	0,04
	C0
	92
	98
	36
	35,5
	-0,49
	decrease
	7
	3
	UV
	UV
	Likely benign
	(4,13–15)

	c.4993G>A
	p.Val1665Met
	V1665M
	17
	
	0
	C15
	0
	21
	24
	0,0
	-2,51
	decrease
	8
	3
	UV
	-
	UV
	(4,14–18)

	c.4993G>C
	p.Val1665Leu
	V1665L
	17
	
	0
	C25
	0
	32
	18
	0,0
	-1,34
	decrease
	5
	3
	-
	-
	-
	-

	c.4994T>A
	p.Val1665Glu
	V1665E
	17
	
	0
	C65
	0
	121
	69
	0,0
	-3,06
	decrease
	8
	5
	-
	-
	-
	-

	c.4999A>G
	p.Lys1667Glu
	K1667E
	17
	
	0,02
	C0
	26
	56
	78
	63,7
	-0,12
	decrease
	3
	3
	-
	-
	-
	(19)

	c.5005G>T
	p.Ala1669Ser
	A1669S
	17
	
	0,26
	C0
	99
	99
	54
	5,4
	-1,4
	decrease
	9
	3
	UV
	-
	Uncertain significance
	(4,14–16,18,20) 

	c.5008A>G
	p.Arg1670Gly
	R1670G
	17
	
	0,05
	C0
	54
	125
	78
	24,5
	-1,16
	decrease
	8
	3
	-
	-
	-
	-

	c.5053A>G
	p.Thr1685Ala
	T1685A
	17
	
	0
	C55
	0
	58
	75
	25,2
	-1,42
	decrease
	7
	3
	UV
	-
	Pathogenic
	(4,8,14,16,21–24)

	c.5057A>G
	p.His1686Arg
	H1686R
	17
	
	0
	C25
	0
	29
	66
	3,8
	-2,04
	decrease
	2
	3
	-
	-
	Pathogenic
	(25)

	c.5060T>A
	p.Val1687Asp
	V1687D
	17
	
	0
	C65
	0
	152
	81
	0
	-3,75
	decrease
	6
	3
	-
	-
	-
	-

	c.5062G>T
	p.Val1688Phe
	V1688F
	17
	
	0,01
	C0
	29
	50
	33
	0,0
	-2,60
	decrease
	4
	3
	-
	-
	-
	-

	c.5068A>G
	p.Lys1690Gln
	K1690Q
	17
	
	0,03
	C0
	53
	53
	72
	40,8
	-1,47
	decrease
	4
	3
	-
	-
	-
	-

	c.5071A>G
	p.Thr1691Ala
	T1691A
	17
	
	0
	C55
	0
	58
	81
	7,9
	-0,46
	decrease
	8
	3
	-
	-
	-
	-

	c.5072C>A
	p.Thr1691Lys
	T1691K
	17
	
	0
	C65
	0
	78
	78
	7,9
	-0,02
	decrease
	6
	3
	UV
	-
	Uncertain significance
	

	c.5072C>G
	p.Thr1691Arg
	T1691R
	17
	
	0
	C65
	0
	71
	78
	7,9
	-0,12
	decrease
	5
	3
	UV
	-
	-
	(14,20)

	c.5072C>T
	p.Thr1691Ile
	T1691I
	17
	
	0
	C65
	0
	89
	84
	7,9
	0,38
	decrease
	5
	3
	-
	-
	Uncertain significance
	(14,16,20)

	c.5085T>A
	p.Phe1695Leu
	F1695L
	18
	
	1
	C0
	22
	22
	63
	34,9
	-0,60
	decrease
	3
	3
	UV
	-
	Uncertain significance
	(2,4,8,9,14,16,21,26)

	c.5089T>C
	p.Cys1697Arg
	C1697R
	18
	
	0
	C65
	0
	180
	96
	5,0
	-2,16
	decrease
	7
	3
	UV
	-
	Uncertain significance
	(2,4,8,9,11,14,18,27)

	c.5095C>T
	p.Arg1699Trp
	R1699W
	18
	
	0
	C65
	0
	101
	93
	25,8
	-2,34
	decrease
	9
	5
	Yes
	P
	Pathogenic
	(2,4,5,8,11,16,18,21,22,27–32)

	c.5096G>A
	p.Arg1699Gln
	R1699Q
	18
	
	0
	C35
	0
	43
	84
	25,8
	-2,03
	decrease
	9
	3
	UV
	UV
	Likely pathogenic
	(4,8,9,11,18,28,31,33–36)

	c.5099C>T
	p.Thr1700Ile
	T1700I
	18
	
	0
	C65
	0
	89
	87
	28,8
	-1,01
	decrease
	7
	3
	-
	-
	-
	-

	c.5116G>A
	p.Gly1706Arg
	G1706R
	18
	
	0
	C65
	0
	125
	100
	0,0
	-0,95
	decrease
	3
	5
	-
	-
	-
	-

	c.5117G>A
	p.Gly1706Glu
	G1706E
	18
	
	0
	C65
	0
	98
	93
	0,0
	0,16
	decrease
	2
	4
	UV
	-
	Pathogenic
	(4,5,13,22)

	c.5117G>C
	p.Gly1706Ala
	G1706A
	18
	
	0
	C55
	0
	60
	75
	0,0
	-0,51
	decrease
	3
	3
	UV
	LCS
	Likely benign
	(4,8,14,15,35,37–39)

	c.5123C>A
	p.Ala1708Glu
	A1708E
	18
	
	0
	C65
	0
	107
	100
	1,8
	-0,95
	decrease
	7
	5
	Yes
	P
	Pathogenic
	(22,35,40,41)

	c.5123C>T
	p.Ala1708Val
	A1708V
	18
	
	0
	C65
	0
	64
	99
	1,8
	0,38
	decrease
	1
	3
	-
	UV
	Uncertain significance
	(14,33,35)

	c.5129G>A
	p.Gly1710Glu
	G1710E
	18
	
	0,37
	C0
	125
	98
	87
	43,2
	-0,23
	decrease
	1
	3
	-
	-
	Uncertain significance
	-

	c.5138T>C
	p.Val1713Ala
	V1713A
	18
	
	0,01
	C25
	29
	64
	69
	0,0
	-2,32
	decrease
	9
	3
	UV
	-
	Uncertain significance
	(13,14,42)

	c.5144G>A
	p.Ser1715Asn
	S1715N
	18
	
	0
	C45
	0
	46
	63
	0,0
	-1,27
	decrease
	4
	5
	UV
	-
	Uncertain significance
	(14,15,18,38,43)

	c.5150T>A
	p.Phe1717Tyr
	F1717Y
	18
	
	1
	C0
	155
	22
	5
	36,9
	0,40
	decrease
	7
	3
	-
	-
	-
	-

	c.5155G>T
	p.Val1719Leu
	V1719L
	19
	
	0,05
	C0
	29
	32
	54
	0,0
	-1,08
	decrease
	4
	3
	-
	-
	-
	-

	c.5158A>G
	p.Thr1720Ala
	T1720A
	19
	
	0,67
	C0
	89
	58
	72
	21,6
	-0,38
	decrease
	9
	1
	UV
	-
	Likely benign
	(2,4,8,9,16,22,39,44)

	c.5165C>A
	p.Ser1722Tyr
	S1722Y
	19
	
	0,01
	C15
	112
	144
	75
	0,0
	0,55
	increase
	0
	3
	-
	-
	-
	-

	c.5177G>T
	p.Arg1726Ile
	R1726I
	19
	
	0,07
	C0
	125
	97
	81
	30,6
	-0,06
	decrease
	3
	3
	-
	-
	Uncertain significance
	-

	c.5192A>G
	p.Glu1731Gly
	E1731G
	19
	
	0,03
	C0
	121
	98
	45
	16,6
	-2,10
	decrease
	7
	3
	-
	-
	-
	-

	c.5192A>T
	p.Glu1731Val
	E1731V
	19
	
	0,14
	C0
	121
	121
	69
	17,2
	-0,04
	decrease
	2
	3
	-
	-
	-
	-

	c.5203G>A
	p.Glu1735Lys
	E1735K
	20
	
	0
	C55
	0
	56
	72
	17,2
	-0,73
	decrease
	8
	3
	-
	-
	-
	(4,25,45)

	c.5213G>A
	p.Gly1738Glu
	G1738E
	20
	Linker
	0
	C65
	0
	98
	100
	0,0
	0,01
	decrease
	7
	3
	UV
	-
	-
	(2,8,9,11,13,18,46,47)

	c.5213G>T
	p.Gly1738Val
	G1738V
	20
	
	0
	C65
	0
	109
	99
	0,0
	0,30
	decrease
	6
	3
	-
	-
	-
	-

	c.5216A>G
	p.Asp1739Gly
	D1739G
	20
	
	0
	C65
	0
	94
	100
	11,8
	-3,50
	decrease
	9
	3
	-
	-
	Uncertain significance
	(4,14,16)

	c.5216A>T
	p.Asp1739Val
	D1739V
	20
	
	0
	C65
	0
	152
	100
	12,5
	-0,48
	decrease
	5
	3
	UV
	-
	-
	(14)

	c.5236C>A
	p.His1746Asn
	H1746N
	20
	
	0
	C65
	0
	68
	78
	20,3
	-0,98
	decrease
	6
	3
	UV
	-
	Uncertain significance
	(4,14,16,48)

	c.5252G>A
	p.Arg1751Gln
	R1751Q
	20
	
	0
	C0
	26
	43
	66
	17,5
	-1,72
	decrease
	9
	2
	UV
	-
	Uncertain significance
	(2,4,8,9,15,16,22–24,49)

	c.5254G>A
	p.Ala1752Thr
	A1752T
	20
	
	0,02
	C0
	99
	58
	75
	0,9
	-1,50
	decrease
	8
	3
	-
	-
	Uncertain significance
	(50)

	c.5254G>C
	p.Ala1752Pro
	A1752P
	20
	
	0,02
	C0
	99
	27
	63
	0,9
	-1,44
	decrease
	3
	3
	UV
	-
	Uncertain significance
	(2,4,8,9,14,16,39,48)

	c.5255C>A
	p.Ala1752Glu
	A1752E
	20
	
	0,02
	C0
	99
	107
	78
	0,9
	-1,27
	decrease
	8
	3
	-
	-
	-
	-

	c.5282T>C
	p.Phe1761Ser
	F1761S
	21
	BRCT2
	0,01
	C45
	28
	155
	90
	0,0
	-2,97
	decrease
	9
	3
	UV
	-
	Uncertain significance
	(4,14)

	c.5291T>C
	p.Leu1764Pro
	L1764P
	21
	
	0,01
	C25
	36
	98
	78
	13,1
	-1,55
	decrease
	8
	3
	UV
	-
	Pathogenic
	(4,13–16,22–25,51)

	c.5309G>T
	p.Gly1770Val
	G1770V
	21
	
	0,01
	C0
	98
	109
	78
	36,8
	0,66
	decrease
	5
	3
	-
	-
	-
	(25,52,53)

	c.5321A>G
	p.Asn1774Ser
	N1774S
	21
	
	0,23
	C0
	23
	46
	78
	105,2
	0,10
	increase
	5
	3
	-
	-
	Uncertain significance
	-

	c.5324T>G
	p.Met1775Arg
	M1775R
	21
	
	0
	C45
	0
	91
	93
	6,5
	-1,62
	decrease
	8
	5
	
	
	
	(4,8,11,13,23,27,29,39,54–58)

	c.5344T>C
	p.Trp1782Arg
	W1782R
	22
	
	0,66
	C0
	101
	101
	78
	21,2
	-2,48
	decrease
	7
	3
	-
	-
	-
	-

	c.5348T>C
	p.Met1783Thr
	M1783T
	22
	
	0,01
	C45
	10
	81
	87
	0,0
	-2,62
	decrease
	9
	2
	UV
	-
	Likely benign
	(2,4,8,9,14–16,59)

	c.5355G>T
	p.Gln1785His
	Q1785H
	22
	
	0,15
	C0
	68
	24
	33
	56,6
	-1,46
	decrease
	9
	3
	-
	-
	-
	(13,14)

	c.5359T>G
	p.Cys1787Gly
	C1787G
	22
	
	0
	C65
	0
	159
	96
	0,0
	-3,09
	decrease
	9
	3
	-
	-
	-
	-

	c.5365G>T
	p.Ala1789Ser
	A1789S
	22
	
	0
	C65
	0
	99
	78
	8,2
	-0,71
	decrease
	9
	3
	
	-
	Uncertain significance
	(14,16)

	c.5371G>C
	p.Val1791Leu
	V1791L
	22
	
	0,04
	C0
	0
	32
	54
	28,2
	-0,57
	decrease
	6
	3
	-
	-
	-
	-

	c.5411T>A
	p.Val1804Asp
	V1804D
	23
	
	0,52
	C0
	124
	152
	60
	21,5
	-2,29
	decrease
	4
	1
	UV
	-
	Likely benign
	(2,4,5,8,13,17,22,51)

	c.5419A>G
	p.Ile1807Val
	I1807V
	23
	
	1
	C0
	29
	29
	18
	4,9
	-1,31
	decrease
	3
	3
	-
	-
	Uncertain significance
	-

	c.5426T>G
	p.Val1809Gly
	V1809G
	23
	
	0
	C35
	29
	109
	84
	0,0
	-4,60
	decrease
	9
	3
	-
	-
	-
	-

	c.5429T>G
	p.Val1810Gly
	V1810G
	23
	
	0
	C65
	0
	109
	96
	4,6
	-3,91
	decrease
	10
	3
	UV
	-
	Uncertain significance
	(4,14,16)

	c.5432A>G
	p.Gln1811Arg
	Q1811R
	23
	
	0
	C0
	0
	43
	84
	12,3
	-0,93
	decrease
	4
	3
	UV
	-
	Uncertain significance
	(4,8,14,16)

	c.5458G>A
	p.Gly1820Ser
	G1820S
	24
	
	0,59
	C0
	94
	56
	33
	61
	-0,39
	decrease
	8
	3
	-
	-
	Uncertain significance
	-

	c.5461T>C
	p.Phe1821Leu
	F1821L
	24
	
	0,28
	C0
	205
	22
	51
	22,9
	-0,55
	decrease
	4
	3
	-
	-
	-
	-

	c.5474G>A
	p.Gly1825Glu
	G1825E
	24
	
	0,33
	C0
	125
	98
	45
	29,2
	0,58
	decrease
	5
	3
	-
	-
	-
	-

	c.5497G>A
	p.Val1833Met
	V1833M
	24
	
	0
	C0
	0
	21
	66
	0,0
	-1,25
	decrease
	9
	3
	UV
	UV
	Likely pathogenic
	(4,14–16,29,60,61)

	c.5498T>G
	p.Val1833Gly
	V1833G
	24
	
	0
	C35
	0
	109
	100
	0,0
	-4,13
	decrease
	10
	3
	-
	-
	-
	-

	c.5506G>A
	p.Glu1836Lys
	E1836K
	24
	
	0,07
	C0
	98
	56
	63
	37,2
	-1,54
	decrease
	8
	3
	UV
	-
	Uncertain significance
	(8,14,62)

	c.5509T>C
	p.Trp1837Arg
	W1837R
	24
	
	0
	C65
	0
	101
	81
	0,4
	-3,14
	decrease
	8
	3
	UV
	-
	Likely pathogenic
	(2,4,8,9,14,16,35,39,57,63)

	c.5509T>G
	p.Trp1837Gly
	W1837G
	24
	
	0
	C65
	0
	184
	93
	0,4
	-4,43
	decrease
	9
	3
	UV
	-
	Uncertain significance
	(2,4,8,9,14–16,54)

	c.5522G>A
	p.Ser1841Asn
	S1841N
	24
	
	0
	C45
	0
	46
	66
	0,0
	-1,40
	decrease
	8
	3
	UV
	-
	Uncertain significance
	(4,14–16,54,57,63,64)

	c.5531T>C
	p.Leu1844Pro
	L1844P
	24
	
	0,15
	C0
	198
	98
	63
	25,7
	-1,57
	decrease
	9
	3
	-
	-
	-
	(50)

	c.5566C>T
	p.Pro1856Ser
	P1856S
	24
	
	0,98
	C0
	108
	74
	39
	63,4
	-0,75
	decrease
	9
	3
	UV
	-
	Uncertain significance
	(14,16)


Supplementary table 2
	Variant
	Prior probability
	Segregation
	Tumor pathology
	Family History
	Odds for Causality
	Posterior Probability of Pathogenicity
	Class

	c.5089T>C (p.Cys1697Arg)
	0,81
	5.2368532
	3.73
	2.9745
	247,7
	0.996
	5


Supplementary table 3
	HGVS DNA nomenclature c.
	Amino Acid Change
	% fluorescence in the nucleus/total in the cell
	p
	HGVS DNA nomenclature c.
	Amino Acid Change
	% fluorescence in the nucleus/total in the cell
	p

	WT
	
	50,88
	
	c.5192A>G
	p.Glu1731Gly
	33,40
	0,0932

	c.4949T>C
	p.Met1650Thr
	62,97
	0,2785
	c.5192A>T
	p.Glu1731Val
	58,40
	0,4575

	c.4955T>C
	p.Met1652Thr
	56,71
	0,5791
	c.5203G>A
	p.Glu1735Lys
	29,80
	0,0966

	c.4956G>A
	p.Met1652Ileb
	68,01
	0,0724
	c.5213G>A
	p.Gly1738Glu
	22,07
	0,0007

	c.4956G>T
	p.Met1652Ilea
	73,88
	0,0369
	c.5213G>T
	p.Gly1738Val
	34,62
	0,0669

	c.4963T>G
	p.Ser1655Ala
	48,69
	0,813
	c.5216A>G
	p.Asp1739Gly
	63,52
	0,3698

	c.4991T>C
	p.Leu1664Pro
	72,30
	0,0394
	c.5216A>T
	p.Asp1739Val
	38,19
	0,1056

	c.4993G>A
	p.Val1665Met
	69,15
	0,2473
	c.5236C>A
	p.His1746Asn
	70,66
	0,0633

	c.4993G>C
	p.Val1665Leu
	58,98
	0,63
	c.5252G>A
	p.Arg1751Gln
	69,46
	0,056

	c.4994T>A
	p.Val1665Glu
	19,77
	0,0038
	c.5254G>A
	p.Ala1752Thr
	21,11
	0,0074

	c.4999A>G
	p.Lys1667Glu
	52,12
	0,9209
	c.5254G>C
	p.Ala1752Pro
	30,54
	0,013

	c.5005G>T
	p.Ala1669Ser
	42,99
	0,4398
	c.5255C>A
	p.Ala1752Glu
	21,54
	0,0131

	c.5008A>G
	p.Arg1670Gly
	58,07
	0,4269
	c.5282T>C
	p.Phe1761Ser
	20,99
	0,0039

	c.5053A>G
	p.Thr1685Ala
	17,32
	0,001
	c.5291T>C
	p.Leu1764Pro
	21,89
	0,0138

	c.5057A>G
	p.His1686Arg
	26,24
	0,0241
	c.5309G>T
	p.Gly1770Val
	27,83
	0,027

	c.5060T>A
	p.Val1687Asp
	19,62
	0,0011
	c.5321A>G
	p.Asn1774Ser
	60,51
	0,4891

	c.5062G>T
	p.Val1688Phe
	22,23
	0,001
	c.5324T>G
	p.Met1775Arg
	27,99
	0,0366

	c.5068A>G
	p.Lys1690Gln
	54,10
	0,6776
	c.5344T>C
	p.Trp1782Arg
	79,02
	0,0136

	c.5071A>G
	p.Thr1691Ala
	54,35
	0,7617
	c.5348T>C
	p.Met1783Thr
	56,80
	0,6728

	c.5072C>A
	p.Thr1691Lys
	21,01
	0,0007
	c.5355G>T
	p.Gln1785His
	42,64
	0,4376

	c.5072C>G
	p.Thr1691Arg
	17,96
	0,0021
	c.5359T>G
	p.Cys1787Gly
	52,50
	0,9204

	c.5072C>T
	p.Thr1691Ile
	28,73
	0,0337
	c.5365G>T
	p.Ala1789Ser
	27,64
	0,0149

	c.5085T>A
	p.Phe1695Leu
	52,93
	0,861
	c.5371G>C
	p.Val1791Leu
	51,41
	0,9708

	c.5089T>C
	p.Cys1697Arg
	22,42
	0,0037
	c.5411T>A
	p.Val1804Asp
	60,72
	0,357

	c.5095C>T
	p.Arg1699Trp
	66,82
	0,103
	c.5419A>G
	p.Ile1807Val
	72,68
	0,0886

	c.5096G>A
	p.Arg1699Gln
	42,84
	0,5089
	c.5426T>G
	p.Val1809Gly
	18,92
	0,0028

	c.5099C>T
	p.Thr1700Ile
	37,88
	0,1023
	c.5429T>G
	p.Val1810Gly
	71,23
	0,0993

	c.5116G>A
	p.Gly1706Arg
	24,70
	0,0184
	c.5432A>G
	p.Gln1811Arg
	25,98
	0,0115

	c.5117G>A
	p.Gly1706Glu
	24,22
	0,0025
	c.5458G>A
	p.Gly1820Ser
	29,62
	0,0246

	c.5117G>C
	p.Gly1706Ala
	39,46
	0,4186
	c.5461T>C
	p.Phe1821Leu
	40,65
	0,2304

	c.5123C>A
	p.Ala1708Glu
	26,21
	0,065
	c.5474G>A
	p.Gly1825Glu
	44,61
	0,5781

	c.5123C>T
	p.Ala1708Val
	25,94
	0,058
	c.5497G>A
	p.Val1833Met
	32,73
	0,1301

	c.5129G>A
	p.Gly1710Glu
	39,43
	0,2397
	c.5498T>G
	p.Val1833Gly
	16,21
	0,0071

	c.5138T>C
	p.Val1713Ala
	27,49
	0,0106
	c.5506G>A
	p.Glu1836Lys
	53,97
	0,788

	c.5144G>A
	p.Ser1715Asn
	28,52
	0,033
	c.5509T>C
	p.Trp1837Arg
	21,92
	0,0087

	c.5150T>A
	p.Phe1717Tyr
	66,30
	0,3026
	c.5509T>G
	p.Trp1837Gly
	25,85
	0,0183

	c.5155G>T
	p.Val1719Leu
	73,39
	0,0179
	c.5522G>A
	p.Ser1841Asn
	71,93
	0,044

	c.5158A>G
	p.Thr1720Ala
	60,22
	0,4873
	c.5531T>C
	p.Leu1844Pro
	62,90
	0,2579

	c.5177G>T
	p.Arg1726Ile
	73,06
	0,0372
	c.5566C>T
	p.Pro1856Ser
	63,98
	0,2181
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