Table S1. The genotype frequency in the group, location and functionality of SNPs selected for the study.
	Gene


	SNP
	Chr
	Alleles
	Region
	Genotype distribution a
	Function b
	RegDB c
	EUR MAF d
	MAF

	MRE11A
	rs2155209
	11
	T>C
	3’UTR
	245/209/50
	miRNA binding site
	1f
	0.33
	0.31

	
	rs499952
	11
	G>T
	intron 
	196/232/72
	---
	1f
	0.38
	0.38

	RAD50
	rs2240032
	5
	C>T
	intron
	260/197/47
	---
	1b
	0.19
	0.29

	NBS1
	rs1805794
	8
	C>G; E185Q
	exon
	197/233/73
	NS, splicing (ESE/ESS)
	7
	0.31
	0.38

	
	rs2735383
	8
	C>G
	3’UTR
	192/231/76
	miRNA binding site
	7
	0.30
	0.38

	
	rs1805787
	8
	C>G
	intron
	281/193/28
	---
	1f
	0.30
	0.25

	RAD52
	rs1051669
	12
	C>T
	3’UTR
	289/191/24
	miRNA binding site
	1f
	0.26
	0.24

	RAD54L
	rs1048771
	1
	C>T; A730A
	exon
	380/118/7
	S
	1f
	0.14
	0.13

	RAD51
	rs1801321
	15
	G>T
	5’UTR
	203/225/77
	---
	1f
	0.42
	0.38

	
	rs12593359
	15
	T>G
	3’UTR
	128/248/129
	miRNA binding site
	7
	0.50
	0.50

	XRCC3
	rs861539
	14
	G>A; T241M
	exon
	200/235/68
	NS, splicing (ESE/ESS)
	1f
	0.39
	0.37

	XRCC2
	rs3218384
	7
	C>G
	5’UTR
	excluded e
	TFBS
	1a
	0.20
	---

	BRCA2
	rs144848
	13
	A>C; N372H
	exon
	280/196/28
	NS
	6
	0.30
	0.25

	BRCA1
	rs799917
	
	G>A; P871L
	exon 
	235/226/42
	NS
	1f
	0.36
	0.31

	CHEK1
	rs492510
	11
	A>G
	intron
	230/219/52
	---
	1f
	0.38
	0.32

	
	rs558351
	11
	C>T
	5’UTR
	130/256/114
	TFBS
	1b
	0.45
	0.48

	CHEK2
	rs2267130
	22
	T>C
	intron
	139/229/130
	---
	1b
	0.48
	0.49

	
	rs2236142
	22
	C>G
	5’UTR
	261/207/30
	TFBS
	1f
	0.32
	0.27

	ATM
	rs189037
	11
	A>G
	5’UTR
	163/233/109
	TFBS
	1a
	0.38
	0.45

	
	rs1801516
	11
	G>A; D1853N
	exon
	371/119/14
	NS, splicing (ESE/ESS; abolish domain), possibly damaging
	7
	0.16
	0.15

	ATR
	rs2227928
	3
	G>A; M211T
	exon
	180/256/67
	NS
	1f
	0.41
	0.39

	TP53
	rs1042522
	17
	G>C; R72P
	exon
	259/209/35
	NS
	1f
	0.29
	0.28

	XRCC6
	rs2267437
	22
	C>G
	5’UTR
	128/255/120
	TFBS
	1f
	0.42
	0.49

	
	rs132793
	22
	G>A
	3’UTR
	363/127/14
	---
	1f
	0.19
	0.15

	XRCC5
	rs1051677
	2
	T>C
	3’UTR
	412/89/4
	miRNA binding site
	1f
	0.11
	0.10

	
	rs828907
	2
	G>T
	promoter
	149/257/97
	TFBS
	1f
	0.44
	0.45

	DNA-PKcs
	rs7003908
	8
	A>C
	intron
	216/207/82
	---
	4
	0.36
	0.37

	
	rs10109984
	8
	T>C
	intron
	186/228/91
	---
	1f
	0.42
	0.41

	XRCC4
	rs2075685
	5
	G>T
	promoter
	153/258/93
	TFBS
	1f
	0.46
	0.44

	LIG4
	rs1805388
	13
	G>A; T9I
	exon
	322/163/19
	NS, splicing (ESE/ESS), possibly damaging
	7
	0.16
	0.20

	
	rs10131
	13
	C>T
	3’UTR
	416/83/5
	miRNA binding site
	7
	0.11
	0.09


SNP, single nucleotide polymorphism; Chr, chromosome number; MAF, minor allele frequency in the studied group; S, synonymous; NS, nonsynonymous; TFBS, transcription factor binding site; ESE/ESS; exonic splicing enhancer/exonic splicing silencer; a Shown in order of common homozygote/heterozygote/variant homozygote, for some SNPs number of genotypes may be lower than total number of patients due to the lack of genotyping data (amplification problems); b Function class according to https://snpinfo.niehs.nih.gov/snpinfo/snpfunc.html; c Rank according to RegulomeDB v.2.2, www.regulomedb.org; d MAF frequency in European population overall according to www.ensembl.org; e SNP excluded from the further analysis due to a call rate < 90%.

