
SNP Gene EnsemblID dbSNP ID SNP500Cancer ID Polymorphism Chromosome

1 IL10 ENSG00000136634 rs3021094 IL10-13 A/C 1

2 FSHR ENSG00000170820 rs6166 FSHR-04 A/G 2

3 IL1A ENSG00000115008 rs1800587 IL1A-02 C/T 2

4 MLH1 ENSG00000076242 rs2286940 MLH1-05 C/T 3

5 IL15 ENSG00000164136 rs2254514 IL15-01 C/T 4

6 CDC25C ENSG00000158402 rs1042124 CDC25C-01 G/T 5

7 IL13 ENSG00000169194 rs1295686 IL13-06 C/T 5

8 DEK ENSG00000124795 rs172520 - C/T 6

9 IGF2R ENSG00000164703 rs998074 IGF2R-11 C/T 6

10 ROS1 ENSG00000047936 rs1998206 ROS1-15 A/C 6

11 SLC26A3 ENSG00000091138 rs2301635 - C/T 7

12 MYC ENSG00000136997 rs3824120 MYC-01 G/T 8

13 MXI1 ENSG00000119950 rs17658 - G/A 10

14 TLX1 ENSG00000107807 rs1111350 - G/A 10

15 ERCC6 ENSG00000032514 rs2228527 ERCC6-12 A/G 10

16 TLX1 ENSG00000107807 rs2235128 - G/A 10

17 RAG1 ENSG00000166349 rs2227973 RAG1-01 A/G 11

18 BRCA2 ENSG00000139618 rs144848 BRCA2-01 A/C 13

19 RB1 ENSG00000139687 rs4151539 - C/G 13

20 APEX1 ENSG00000100823 rs3136820 APEX1-03 G/T 14

21 PAK6 ENSG00000137843 rs11636097 PAK6-24 A/G 15

22 MC1R ENSG00000141037 rs3212363 - A/T 16

23 ELAC2 ENSG00000006744 rs2523 - T/C 17

24 ELAC2 ENSG00000006744 rs6949 - A/T 17

25 BRCA1 ENSG00000012048 rs16942 BRCA1-04 A/G 17

26 BRCA1 ENSG00000012048 rs799917 BRCA1-02 C/T 17

27 TP53 ENSG00000141510 rs1042522 TP53-01 C/G 17

28 CSF3 ENSG00000108342 rs1042658 CSF3-02 C/T 17

29 BRCA1 ENSG00000012048 rs1799950 BRCA1-18 A/G 17

30 DCC ENSG00000187323 rs2229080 - C/G 18

31 BCL2 ENSG00000171791 rs4987843 - A/G 18

32 SH3GL1 ENSG00000141985 rs107288 - C/T 19

33 IL10 ENSG00000136634 rs3024496 IL10-06 C/T 1

34 TP73 ENSG00000078900 rs3765713 - G/A 1

35 MSH6 ENSG00000116062 rs1042821 MSH6-02 A/G 2

36 BARD1 ENSG00000138376 rs2229571 BARD1-11 C/G 2

37 MSH6 ENSG00000116062 rs3136228 MSH6-01 G/T 2

38 TGFBR2 ENSG00000163513 rs11466512 - T/A 3

39 MCC ENSG00000171444 rs3185733 - G/T 5

40 PTPN12 ENSG00000127947 rs2302473 - T/C 7

41 GNRH1 ENSG00000147437 rs6185 GNRH1-01 C/G 8

42 RET ENSG00000165731 rs1800860 RET-02 A/G 10

43 ZNF145 ENSG00000109906 rs670984 - C/T 11

44 XRCC3 ENSG00000126215 rs861539 XRCC3-01 C/T 14

45 TCL1A ENSG00000100721 rs1122138 - C/A 14

46 XRCC1 ENSG00000073050 rs25487 XRCC1-01 A/G 19

47 INSR ENSG00000171105 rs1051690 INSR-06 A/G 19

48 BAX ENSG00000087088 rs3817074 BAX-13 A/G 19

49 ASIP ENSG00000101440 rs819136 ASIP-01 A/G 20

50 COMT ENSG00000093010 rs4680 COMT-01 A/G 22

51 TP73 ENSG00000078900 rs875233 - T/C 1

52 TP73 ENSG00000078900 rs3765702 - C/T 1

53 SCLY ENSG00000132330 rs3210400 - G/A 2

54 IL13 ENSG00000169194 rs20541 IL13-01 A/G 5

55 OPRM1 ENSG00000112038 rs1799971 OPRM1-01 A/G 6

56 IGF2R ENSG00000164703 rs2282140 IGF2R-07 C/T 6

57 TUSC3 ENSG00000104723 rs1035972 - A/G 8

58 NUP214 ENSG00000126883 rs103612 - T/C 9

59 PTCH ENSG00000189024 rs2236405 - A/T 9

60 NOTCH1 ENSG00000148400 rs11574885 - A/G 9

61 COPEB ENSG00000067082 rs17731 - A/G 10

62 RET ENSG00000165731 rs1799939 RET-03 A/G 10

63 SUFU ENSG00000107882 rs1884929 - C/T 10

64 ERCC6 ENSG00000032514 rs4253211 ERCC6-03 C/G 10

65 NUMA1 ENSG00000137497 rs1057992 - C/A 11

66 LIG3 ENSG00000005156 rs1052536 LIG3-08 C/T 17

67 LIG1 ENSG00000105486 rs20579 LIG1-03 C/T 19

68 BAX ENSG00000087088 rs1805419 BAX-02 A/G 19

69 PARP1 ENSG00000143799 rs8679 PARP1-16 C/T 1

70 ARNT ENSG00000143437 rs10847 ARNT-04 A/G 1

71 NRAS ENSG00000168638 rs14804 - C/T 1

72 NRAS ENSG00000168638 rs2273267 - T/A 1

73 NPM1 ENSG00000181163 rs3830035 - G/A 5

74 SMO ENSG00000128602 rs2735842 G/A 7

75 CDKN2A ENSG00000147889 rs11515 CDKN2A-02 C/G 9

Supplementary Table 1- Data for the 75 SNPs.



SNP Gene dbSNP ID dNTPs X-length Thread Extension Primer Phosphorylated Primer

1 IL10 rs3021094 tcg 5 108 gagctgctgcaccatattcctgaacGACCATCACTTAAATCAGGTCCTCC AGAGTCAAGTTATTTAAAAAATCTGGCCgctctgaaggcggtgtatgacatgg

2 FSHR rs6166 gta 6 104 gagctgctgcaccatattcctgaacCTCTTCAGCTCCCAGAGTCACCA CCACTTACATACTTGTCCCTCTAAGgctctgaaggcggtgtatgacatgg

3 IL1A rs1800587 gta 6 111 gagctgctgcaccatattcctgaacTGGATTTTTACATATGAGCCTTCAATG CCTGGTTACTATTATTAAAGAATTTCTCgctctgaaggcggtgtatgacatgg

4 MLH1 rs2286940 gta 6 106 gagctgctgcaccatattcctgaacGGCCAACAAGATCAGTCTGTTCTCT CTGCTTATCTGACAACCCTCAGATCgctctgaaggcggtgtatgacatgg

5 IL15 rs2254514 tgc 5 104 gagctgctgcaccatattcctgaacACCCTAGATTGTATTGTAGGAGGCAT ATGGATGGCTGCTGGAAACCCCTgctctgaaggcggtgtatgacatgg

6 CDC25C rs1042124 gta 5 104 gagctgctgcaccatattcctgaacCTTTCATTCTGCTCAAGTCTTCGCC CCGATCCCTATCTACTTTCTCTCCgctctgaaggcggtgtatgacatgg

7 IL13 rs1295686 tcg 7 104 gagctgctgcaccatattcctgaacCCGGCCTCTGGCGTTCTACTCA ACCTCTTTGTCCTGCAGCAGTTTTCgctctgaaggcggtgtatgacatgg

8 DEK rs172520 tgc 6 110 gagctgctgcaccatattcctgaacTTGCACAAGGTAAGTTTATTCTAGCTT ATTTTGTGGTGAAAGTGCCTAAATTTGgctctgaaggcggtgtatgacatgg

9 IGF2R rs998074 tcg 5 104 gagctgctgcaccatattcctgaacCCTGAATATCAGGTAGGAATGTTTGT ATCGCGCTCCCTGAGGATACTCAgctctgaaggcggtgtatgacatgg

10 ROS1 rs1998206 gta 7 106 gagctgctgcaccatattcctgaacACAAAGGCAGCCTTTCATACCTTAG CCAGCTTCCCAGAAGTTGTGCATAgctctgaaggcggtgtatgacatgg

11 SLC26A3 rs2301635 tgc 5 109 gagctgctgcaccatattcctgaacCAAACCTTACAGCATCGATAAGTTTC AAAGAAACCAATGTTTGCAAAGTAGATAgctctgaaggcggtgtatgacatgg

12 MYC rs3824120 tcg 7 104 gagctgctgcaccatattcctgaacGCGGTGGGCGCGCAGTGCGTTCTC AGGGCAGCTGTTCCGCCTGCGATgctctgaaggcggtgtatgacatgg

13 MXI1 rs17658 gta 6 104 gagctgctgcaccatattcctgaacCCAGGGTAAGGGAGAGGGCCACA CCTTGGAGTTTGAAAGACAAAGGGAgctctgaaggcggtgtatgacatgg

14 TLX1 rs1111350 gta 5 104 gagctgctgcaccatattcctgaacATATGTTCCCTTCCTGAATTTGTCTAA CTGAGTTGGGGGGTGGTTGCTGgctctgaaggcggtgtatgacatgg

15 ERCC6 rs2228527 gta 5 106 gagctgctgcaccatattcctgaacAAAAGCCTAAGAACTCTAAGCATTGC CGCCAAGTTTGAAGGAACTCGAATTgctctgaaggcggtgtatgacatgg

16 TLX1 rs2235128 gta 6 104 gagctgctgcaccatattcctgaacGAACACTGCCCTCGCACGGCCCC CCCCCACATTTGTGCCGACACTGTTgctctgaaggcggtgtatgacatgg

17 RAG1 rs2227973 gta 5 104 gagctgctgcaccatattcctgaacCAGCTAGAGATAGGGGAAGTGTATA CCCAATGCTTCCAAAGAGGAAAGGgctctgaaggcggtgtatgacatgg

18 BRCA2 rs144848 tgc 5 108 gagctgctgcaccatattcctgaacCTTCCACTCTCAAAGGGCTTCTGAT ACATTTGAATCTAATGGATCAGTATCATgctctgaaggcggtgtatgacatgg

19 RB1 rs4151539 tgc 6 113 gagctgctgcaccatattcctgaacTGGATTCTGAATGTGCTTAATTTAAAAG ATTTTTACAAAGTGATCGAAAGTTTTATCgctctgaaggcggtgtatgacatgg

20 APEX1 rs3136820 gta 7 107 gagctgctgcaccatattcctgaacCTAATTCTGTTTCATTTCTATAGGCGA CATGATCAGGAAGGCCGGGTGATgctctgaaggcggtgtatgacatgg

21 PAK6 rs11636097 gta 5 104 gagctgctgcaccatattcctgaacCTTCCCTCTCCTCAGCGCCTAAGAG CCCAGTGCGGGTGAGGAGTCGCGAgctctgaaggcggtgtatgacatgg

22 MC1R rs3212363 gta 5 104 gagctgctgcaccatattcctgaacGTGAGAATCCCTGAGCCCAGGCGGT CCAGGAGGTGTCTGGACTGGCTGGgctctgaaggcggtgtatgacatgg

23 ELAC2 rs2523 gta 6 104 gagctgctgcaccatattcctgaacGGCACCTTTCCTCTAATCCAGCAAA CCCTGCACACCAGAGACAAGCAGgctctgaaggcggtgtatgacatgg

24 ELAC2 rs6949 gta 7 106 gagctgctgcaccatattcctgaacCATTTCAAGGCAGTTTTTAAAGAAGTC CAGACGGCGGCACCTTTCCTCTgctctgaaggcggtgtatgacatgg

25 BRCA1 rs16942 tcg 6 106 gagctgctgcaccatattcctgaacCTAGGACTCCTGCTAAGCTCTCCT ACGCTTTTGCTAAAAACAGCAGAACTgctctgaaggcggtgtatgacatgg

26 BRCA1 rs799917 tgc 7 108 gagctgctgcaccatattcctgaacGTTTCAAAGCGCCAGTCATTTGCTC AAATCCAGGAAATGCAGAAGAGGAATgctctgaaggcggtgtatgacatgg

27 TP53 rs1042522 tcg 5 104 gagctgctgcaccatattcctgaacGGAGCTGCTGGTGCAGGGGCCACG AGCAGCCTCTGGCATTCTGGGAGCTgctctgaaggcggtgtatgacatgg

28 CSF3 rs1042658 tgc 5 104 gagctgctgcaccatattcctgaacGTGCCTGGACATTTGCCTTGCTGGA ACTGGGGATGTGGGAGGGAGCAGAgctctgaaggcggtgtatgacatgg

29 BRCA1 rs1799950 gta 5 105 gagctgctgcaccatattcctgaacGTGTGAGAGAAAAGAATGGAATAAGC CTGCCATGCTCAGAGAATCCTAGAgctctgaaggcggtgtatgacatgg

30 DCC rs2229080 tcg 5 104 gagctgctgcaccatattcctgaacTTCCAATGTCCCCCGGTTGGAGTC ATCTGCAATGCTCCAGAGGGCAAGAgctctgaaggcggtgtatgacatgg

31 BCL2 rs4987843 tcg 6 104 gagctgctgcaccatattcctgaacGGTGGAGCCACACGAAGCGGTG AATTAGTGGTCGGATTTCCAAAGACAgctctgaaggcggtgtatgacatgg

32 SH3GL1 rs107288 gta 5 104 gagctgctgcaccatattcctgaacAGGCAGGGCAGGTCCAGGCCCTGC CTGAGTGCCGGGGACGTACAGTGGCgctctgaaggcggtgtatgacatgg

33 IL10 rs3024496 gta 10 112 gagctgctgcaccatattcctgaacGAGGTATCAGAGGTAATAAATATTCTAT CAATAAGGTTTCTCAAGGGGCTGGgctctgaaggcggtgtatgacatgg

34 TP73 rs3765713 tcg 9 104 gagctgctgcaccatattcctgaacCTCCCCCACCCCGCTTCACTCTG ACTGGAGCCCCACAGCCCCCACgctctgaaggcggtgtatgacatgg

35 MSH6 rs1042821 tgc 8 104 gagctgctgcaccatattcctgaacTCCCCGCCTGGGGAAGGAGAGGCC AGCGGCGGCACGGCCGCCTTCGgctctgaaggcggtgtatgacatgg

36 BARD1 rs2229571 tcg 8 111 gagctgctgcaccatattcctgaacGAATTCATCGGACATGTTACTGTTTTT ATGTACCACCAACTTTACGTTTGCATgctctgaaggcggtgtatgacatgg

37 MSH6 rs3136228 tgc 10 108 gagctgctgcaccatattcctgaacTAAAGTTTGGTCCCTTTCGCTCCG AAAATGCTCTAACGGCAGGAGGTCgctctgaaggcggtgtatgacatgg

38 TGFBR2 rs11466512 gta 9 110 gagctgctgcaccatattcctgaacGTCAGGATTGCTGGTGTTATATTCTG CAAAACAAGGAGAGAAGGAGTTGGAgctctgaaggcggtgtatgacatgg

39 MCC rs3185733 gta 9 110 gagctgctgcaccatattcctgaacGTTTGATTCACCTTTGAGCACTCTTA CAGAAGAGGCGTAACTGGTTACAAAgctctgaaggcggtgtatgacatgg

40 PTPN12 rs2302473 gta 8 114 gagctgctgcaccatattcctgaacATTCCTCTGGTATTTTCTAAAACAGAAA CATCAACTTTGTGTATCTATTCAGAAAAgctctgaaggcggtgtatgacatgg

41 GNRH1 rs6185 tgc 9 106 gagctgctgcaccatattcctgaacCTAGCTGGCCTTATTCTACTGACTT AAGGCTGCTCCAGCCAGCACTGgctctgaaggcggtgtatgacatgg

42 RET rs1800860 tcg 8 107 gagctgctgcaccatattcctgaacGTACTGGACGTTGATGCCACTGAA AGTTTTCCACACAGACTTTCCCGATgctctgaaggcggtgtatgacatgg

43 ZNF145 rs670984 gta 8 104 gagctgctgcaccatattcctgaacAGAAAGTGAGGACAGACAGAAGGC CACCATGTCACCCTCAGGCGTGgctctgaaggcggtgtatgacatgg

44 XRCC3 rs861539 tgc 9 104 gagctgctgcaccatattcctgaacCATCTGCAGTCCCTGGGGGCCA AGCTGAGCAGTGCCTTCCAGAGCgctctgaaggcggtgtatgacatgg

45 TCL1A rs1122138 tcg 9 104 gagctgctgcaccatattcctgaacGGATGGCGAGGCAGCAGGGGCA AGCTTGGGATGCCCTAGGAAGGGgctctgaaggcggtgtatgacatgg

46 XRCC1 rs25487 gta 10 104 gagctgctgcaccatattcctgaacTGCGTCGGCGGCTGCCCTCCC CCTCACACGCCAACCCTGCTCCTgctctgaaggcggtgtatgacatgg

47 INSR rs1051690 gta 8 109 gagctgctgcaccatattcctgaacGATTCTCACGACTCTACCATGTCCA CAGAGATCGTTCCTATACATTTCTGTgctctgaaggcggtgtatgacatgg

48 BAX rs3817074 tgc 9 104 gagctgctgcaccatattcctgaacGGAGGGCTGGGAGTCCGGAATG AGTTGTGGGGCCCAGACTCCTAGgctctgaaggcggtgtatgacatgg

49 ASIP rs819136 gta 10 107 gagctgctgcaccatattcctgaacCCAGTCCTGTCATGTCAGGGTTG CTCAGGGGAAAATATGAGGGGCACgctctgaaggcggtgtatgacatgg

50 COMT rs4680 gta 8 104 gagctgctgcaccatattcctgaacAGCGGATGGTGGATTTCGCTGGC CAAGGTGTGCATGCCTGACCCGTgctctgaaggcggtgtatgacatgg

51 TP73 rs875233 tgc 4 104 gagctgctgcaccatattcctgaacTTCCTGGCTCCATTTTCTCCACCAG AATACATGAGCCAGACCCGCAGCTTgctctgaaggcggtgtatgacatgg

52 TP73 rs3765702 tgc 12 104 gagctgctgcaccatattcctgaacCCTGCCCAGGCTGAGTGCGGA AGAGCTCCACCGAGGGGTGGGgctctgaaggcggtgtatgacatgg

53 SCLY rs3210400 tcg 11 106 gagctgctgcaccatattcctgaacGCGAGGATGTCGTCCACCTCTG ACCTTGGACACCGGGACAAAGGTgctctgaaggcggtgtatgacatgg

54 IL13 rs20541 tgc 11 115 gagctgctgcaccatattcctgaacTGATGCTTTCGAAGTTTCAGTTGAAC AAAAAGTTTCTTTAAATGTAAGAGCAGGgctctgaaggcggtgtatgacatgg

55 OPRM1 rs1799971 tcg 4 104 gagctgctgcaccatattcctgaacTCGGACCGCATGGGTCGGACAGGT ATCTAAGTGGGACAAGTTGACCCAGGgctctgaaggcggtgtatgacatgg

56 IGF2R rs2282140 tgc 4 104 gagctgctgcaccatattcctgaacGCAAGCGGTGAGTTTTCAGATGGGCA AGAAGTGCATGTCCAGTGCCTGGCgctctgaaggcggtgtatgacatgg

57 TUSC3 rs1035972 gta 12 115 gagctgctgcaccatattcctgaacTTGATATTCTTCATTAGCTTGCCTGAT CCATAGTAGAAACACATCAGTACTGAgctctgaaggcggtgtatgacatgg

58 NUP214 rs103612 tgc 11 111 gagctgctgcaccatattcctgaacTGTCTGCTCCAAATATAGCAATGAAG ACCCTCAACCTCTGCTGTCAAAGTgctctgaaggcggtgtatgacatgg

59 PTCH rs2236405 gta 4 104 gagctgctgcaccatattcctgaacCTGGGGGGTGGCTCAGGGGAGGGTG CAGGCGGTTCAAGCCGTTGGCTGGAgctctgaaggcggtgtatgacatgg

60 NOTCH1 rs11574885 tcg 4 104 gagctgctgcaccatattcctgaacGTTCTGGCAGGCATTTGGCATCAGC ACTCGTCCACATCCTCGGTACAGTAgctctgaaggcggtgtatgacatgg

61 COPEB rs17731 tcg 4 104 gagctgctgcaccatattcctgaacGAGGGCTAAAAAGGTCCTGTAAGAAG ATAGCACCCGTGGTGCATGGTATGgctctgaaggcggtgtatgacatgg

62 RET rs1799939 gta 4 104 gagctgctgcaccatattcctgaacCCTTCCCGGTCAGCTACTCCTCTTCC CCCGCCGGCCCTCGCTGGACTCCAgctctgaaggcggtgtatgacatgg

63 SUFU rs1884929 tgc 4 105 gagctgctgcaccatattcctgaacGTCGTTTCCAAGAGAGATCCTTTCTT ATACACATCTGTACTGGGAGCTTGGgctctgaaggcggtgtatgacatgg

64 ERCC6 rs4253211 tcg 12 112 gagctgctgcaccatattcctgaacTGTTTTCACTGTCTTGCTTCTGGTAA ACCAGGTGTGGAATTCGAGTTCCTgctctgaaggcggtgtatgacatgg

65 NUMA1 rs1057992 tcg 12 111 gagctgctgcaccatattcctgaacGCACAGAAAGACCTGTGTGCTGC ACTCACATTCAGTACATTTGGGTTCCgctctgaaggcggtgtatgacatgg

66 LIG3 rs1052536 tgc 4 104 gagctgctgcaccatattcctgaacCAGGCCATACTCTCCTTTACCATACTA ACTGGACTCAGGCTGGAGGCAGAgctctgaaggcggtgtatgacatgg

67 LIG1 rs20579 tgc 4 104 gagctgctgcaccatattcctgaacGCTGGACAGGAAGGGAGAATTCTGA AACATGCAGCGAAGTATCATGTGAGgctctgaaggcggtgtatgacatgg

68 BAX rs1805419 gta 4 104 gagctgctgcaccatattcctgaacGGAGCTGCAGAGGTGTGGGCCCCTG CCCAGAAGTCCAGCCACTGGGCTCCgctctgaaggcggtgtatgacatgg

69 PARP1 rs8679 gta 3 104 gagctgctgcaccatattcctgaacATATTTCAAGAGCTCCCATGTTCAGT CCTGGAGAAGGAAAGCTCTTTTTGTgctctgaaggcggtgtatgacatgg

70 ARNT rs10847 gta 3 111 gagctgctgcaccatattcctgaacTTTTAATAATCGACTTTTTAAATGTGATCA CTATAATATTGTACAGTTATTATAGGGCgctctgaaggcggtgtatgacatgg

71 NRAS rs14804 gta 3 109 gagctgctgcaccatattcctgaacTAGGTAAAAATTATTAAGTGAAATTATTCAT CTTTCAGTTTCATCTTTCTCCTGGGgctctgaaggcggtgtatgacatgg

72 NRAS rs2273267 gta 3 104 gagctgctgcaccatattcctgaacGGCGGGTCTGGGTGCGGCCTGCCGCA CTCGTGGTTCGGAGGCCCACGTGGCgctctgaaggcggtgtatgacatgg

73 NPM1 rs3830035 gta 3 108 gagctgctgcaccatattcctgaacTTTTAGTTTGGTGATAGAACAGCTCTT CATGAGTACGTATCTTTTCTTTTAAAAGgctctgaaggcggtgtatgacatgg

74 SMO rs2735842 gta 3 104 gagctgctgcaccatattcctgaacGGCCAGGACCAGTTGGGCAACAAAAT CTGGGCACTTGCTGCCAGTACTGGGgctctgaaggcggtgtatgacatgg

75 CDKN2A rs11515 tgc 3 104 gagctgctgcaccatattcctgaacACCAGAGAGGCTCTGAGAAACCTC AAACTTAGATCATCAGTCACCGAAGGTgctctgaaggcggtgtatgacatgg

Supplementary Table 2 - Primers for the Tri-nucleotide Threading reaction. 



SNP Gene dbSNP ID PrASE primer One PrASE primer Two

1 IL10 rs3021094 rs3021094_1_A_LT2 gcagatcaattaatacgatacctgcgATTTTTTAAATAACTTGACTCTGAGGA rs3021094_1_C_LT3 ggttctgttcttcgttgacatgaggATTTTTTAAATAACTTGACTCTGAGGC

2 FSHR rs6166 rs6166_2_T_LT4 ttagtctccgacggcaggcttcaatGGACAAGTATGTAAGTGGAACCAT rs6166_2_C_LT5 ctgtgacagagccaacacgcagtctGGACAAGTATGTAAGTGGAACCAC

3 IL1A rs1800587 rs1800587_3_C_LT6 cctggtggttgactgatcaccataaCTTTAATAATAGTAACCAGGCAACAC rs1800587_3_T_LT7 gcatgtatagaacataaggtgtctcCTTTAATAATAGTAACCAGGCAACAT

4 MLH1 rs2286940 rs2286940_4_C_LT8 gctagatgaagagcaagcgcatggaGGGTTGTCAGATAAGCAGTCTACC rs2286940_4_T_LT9 tacaaccgacagatgtatgtaaggcGGGTTGTCAGATAAGCAGTCTACT

5 IL15 rs2254514 rs2254514_5_G_LT10 ttcaatctggtctgacctccttgtgTTCCAGCAGCCATCCATCCACG rs2254514_5_A_LT11 acacgatgtgaatattatctgtggcTTCCAGCAGCCATCCATCCACA

6 CDC25C rs1042124 rs1042124_6_C_LT12 ttgaagttcgcagaatcgtatgtgtGAAAGTAGATAGGGATCGGACACC rs1042124_6_A_LT13 aacgtctgttgagcacatcctgtaaGAAAGTAGATAGGGATCGGACACA

7 IL13 rs1295686 rs1295686_7_A_LT14 ggcaactcatgcaattattgtgagcGCAGGACAAAGAGGTCAGCACA rs1295686_7_G_LT15 ccagaagtatattaatgagcagtgcagGCAGGACAAAGAGGTCAGCACG

8 DEK rs172520 rs172520_8_G_LT16 aagcagtctgtcagtcagtgcgtgaaGGCACTTTCACCACAAAATGAAAGG rs172520_8_A_LT17 aatgatgctctgcgtgatgatgttgGGCACTTTCACCACAAAATGAAAGA

9 IGF2R rs998074 rs998074_9_A_LT18 aatacacgaaggagttagctgatgcCCTCAGGGAGCGCGATGAGGA rs998074_9_G_LT19 gctgttaatcattaccgtgataacgccCCTCAGGGAGCGCGATGAGGG

10 ROS1 rs1998206 rs1998206_10_A_LT20 gcggaacggtcagagagattgatgtAACTTCTGGGAAGCTGGACTTATA rs1998206_10_C_LT21 gttatggtcagttcgagcataaggcAACTTCTGGGAAGCTGGACTTATC

11 SLC26A3 rs2301635 rs2301635_11_G_LT22 ttacctatgattgatcgtggtgatatccgTTGCAAACATTGGTTTCTTTAGGCG rs2301635_11_A_LT23 gctgtggcattgcagcagattaaggTTGCAAACATTGGTTTCTTTAGGCA

12 MYC rs3824120 rs3824120_12_A_LT24 tgacgtcattgtaggcggagagctaGGAACAGCTGCCCTCCACACA rs3824120_12_C_LT25 tcaataatcaacgtaaggcgttcctGGAACAGCTGCCCTCCACACC

13 MXI1 rs17658 rs17658_13_T_LT26 ttatcggctacatcggtactgactcGTCTTTCAAACTCCAAGGTTCCCT rs17658_13_C_LT27 ccattatcgcctggttcattcgtgaGTCTTTCAAACTCCAAGGTTCCCC

14 TLX1 rs1111350 rs1111350_14_T_LT28 ggcgtaccttcgcggcagatataatCCACCCCCCAACTCAGCCTTT rs1111350_14_C_LT29 aactgagccgtagccactgtctgtccCCACCCCCCAACTCAGCCTTC

15 ERCC6 rs2228527 rs2228527_15_T_LT30 gttgtgctgaattaagcgaataccgGTTCCTTCAAACTTGGCGTCTCT rs2228527_15_C_LT31 ttatatctgcacaacaggtaagagcGTTCCTTCAAACTTGGCGTCTCC

16 TLX1 rs2235128 rs2235128_16_T_LT32 aagaggcggcgcttactaccgattcGGCACAAATGTGGGGGCCCTTT rs2235128_16_C_LT33 cggtcacacgttagcagcatgattgGGCACAAATGTGGGGGCCCTTC

17 RAG1 rs2227973 rs2227973_17_T_LT34 aagaagagtcaatcgcagacaacatCCTCTTTGGAAGCATTGGGATTCT rs2227973_17_C_LT35 catatcgcgctgtgacgatgctaatCCTCTTTGGAAGCATTGGGATTCC

18 BRCA2 rs144848 rs144848_18_C_LT36 aaggtactgcaagtgctcgcaacatTGATCCATTAGATTCAAATGTAGCAC rs144848_18_A_LT37 ctgcattctgcggtaagcacgaactTGATCCATTAGATTCAAATGTAGCAA

19 RB1 rs4151539 rs4151539_19_C_LT38 aacctaacattgattcaggtacaggTTTCGATCACTTTGTAAAAATCAAAGC rs4151539_19_G_LT39 cagttgatcatcagcaggtaatctggTTTCGATCACTTTGTAAAAATCAAAGG

20 APEX1 rs3136820 rs3136820_20_C_LT40 atatgttatctgccacgccgattatGCCTTCCTGATCATGCTCCTCC rs3136820_20_A_LT41 aactggatacgattggattcgacaaGCCTTCCTGATCATGCTCCTCA

21 PAK6 rs11636097 rs11636097_21_T_LT42 catcgtcaacgacgttctcatggttCTCACCCGCACTGGGCCTCT rs11636097_21_C_LT43 ccattccagacatgctcgttgaagcCTCACCCGCACTGGGCCTCC

22 MC1R rs3212363 rs3212363_22_T_LT44 gccatcgctggactatcgaagagtgGTCCAGACACCTCCTGGCATCT rs3212363_22_A_LT45 atctcgttccgtatcgcgtcgaactGTCCAGACACCTCCTGGCATCA

23 ELAC2 rs2523 rs2523_23_C_LT46 gaacgcaatattcacaagcaatgcgGTCTCTGGTGTGCAGGGAATCAC rs2523_23_T_LT47 aagagaccgcgacttaccatgtatcGTCTCTGGTGTGCAGGGAATCAT

24 ELAC2 rs6949 rs6949_24_T_LT48 gcagaactgatgagcgatccgaataGGTGCCGCCGTCTGTTTCCAT rs6949_24_A_LT49 aaccttcaactacacggctcacctgGGTGCCGCCGTCTGTTTCCAA

25 BRCA1 rs16942 rs16942_25_A_LT50 gtgtggcgagacagcgacgaagtatCTGTTTTTAGCAAAAGCGTCCAGAA rs16942_25_G_LT51 cctgtatcaggacatggtacgagctaCTGTTTTTAGCAAAAGCGTCCAGAG

26 BRCA1 rs799917 rs799917_26_G_LT52 aaggagattatgtaccgaggaagaaTCTGCATTTCCTGGATTTGAAAACG rs799917_26_A_LT53 aataccggaacatctcggtaactgcTCTGCATTTCCTGGATTTGAAAACA

27 TP53 rs1042522 rs1042522_27_C_LT54 ttgagaaggaagatatcctcgcatggAATGCCAGAGGCTGCTCCCCC rs1042522_27_G_LT55 ggaattacaccacgtggattggcatcAATGCCAGAGGCTGCTCCCCG

28 CSF3 rs1042658 rs1042658_28_G_LT56 ggatataccgctcaccgtattgcagCTCCCACATCCCCAGTCCCCG rs1042658_28_A_LT57 tcatggatacaggttgtgaacatccaaCTCCCACATCCCCAGTCCCCA

29 BRCA1 rs1799950 rs1799950_29_T_LT58 ttgcggagctattagagcttatacaGATTCTCTGAGCATGGCAGTTTCT rs1799950_29_C_LT59 ttgtggtaataggccagtcaaccagGATTCTCTGAGCATGGCAGTTTCC

30 DCC rs2229080 rs2229080_30_C_LT60 ggcctgcttaggtgacgtctctcgtCTCTGGAGCATTGCAGATCAGCC rs2229080_30_G_LT61 aaccaatcgtagtaaccattcaggaCTCTGGAGCATTGCAGATCAGCG

31 BCL2 rs4987843 rs4987843_31_A_LT62 aagatgaccatctacattactgagcGAAATCCGACCACTAATTGCCAAA rs4987843_31_G_LT63 cgcagatgagcttgtccatatgactgGAAATCCGACCACTAATTGCCAAG

32 SH3GL1 rs107288 rs107288_32_C_LT64 aacgtcagcgagctggttgatatggCGTCCCCGGCACTCAGCACAC rs107288_32_T_LT65 gagcctggctaaccgtgaccagaacCGTCCCCGGCACTCAGCACAT

33 IL10 rs3024496 rs3024496_33_C_LT66 aacatcgccgcacagatggttaacttTGAGAAACCTTATTGTACCTCTCTC rs3024496_33_T_LT67 agaattctggcgaatcctctgaccaTGAGAAACCTTATTGTACCTCTCTT

34 TP73 rs3765713 rs3765713_34_A_LT69 aatatgctgcttgaggcttattcggGTGGGGCTCCAGTCAGAACGAA rs3765713_34_G_LT70 aatactcaacttcggcagaggtaacGTGGGGCTCCAGTCAGAACGAG

35 MSH6 rs1042821 rs1042821_35_G_LT71 aatccagatggagttctgaggtcatGTGCCGCCGCTGCCCCCGG rs1042821_35_A_LT72 aatcgcaatgcttggaactgagaagGTGCCGCCGCTGCCCCCGA

36 BARD1 rs2229571 rs2229571_36_C_LT73 tctacgaatcgagagtgcgttgcttAAGTTGGTGGTACATCAGGGAGC rs2229571_36_G_LT74 atctaacaccgtgcgtgttgactatAAGTTGGTGGTACATCAGGGAGG

37 MSH6 rs3136228 rs3136228_37_C_LT76 cacttctaagtgacggctgcatactCGTTAGAGCATTTTCGCAAGGAGC rs3136228_37_A_LT77 tcttctgaaccagactcttgtcattCGTTAGAGCATTTTCGCAAGGAGA

38 TGFBR2 rs11466512 rs11466512_38_T_LT78 aatgattcgtcatctgcgaggctgtTCTCTCCTTGTTTTGTTTCCCCAT rs11466512_38_A_LT79 cctcatcagtggctctatctgaacgTCTCTCCTTGTTTTGTTTCCCCAA

39 MCC rs3185733 rs3185733_39_C_LT80 atggttcctgcatatgatgacaatgGTTACGCCTCTTCTGTAAACTCTC rs3185733_39_A_LT81 ggtatcatgtagccgcttatgctggaGTTACGCCTCTTCTGTAAACTCTA

40 PTPN12 rs2302473 rs2302473_40_C_LT82 gcatatatgaatgaacgatgcagagATAGATACACAAAGTTGATGTATTAAAC rs2302473_40_T_LT83 ttggtaggtgagagatctgaattgcATAGATACACAAAGTTGATGTATTAAAT

41 GNRH1 rs6185 rs6185_41_C_LT84 ttatgtcaacaccgccagagataatTGGAGCAGCCTTCCACGCACC rs6185_41_G_LT85 gtgcgtcctgctgatgtgctcagtatTGGAGCAGCCTTCCACGCACG

42 RET rs1800860 rs1800860_42_A_LT86 ttgtgcatccatctggattctcctgCTGTGTGGAAAACTGCCAGGCA rs1800860_42_G_LT87 aatggatccactcgttattctcggaCTGTGTGGAAAACTGCCAGGCG

43 ZNF145 rs670984 rs670984_43_C_LT88 ttaaccacatcaggctcggtggttctGGGTGACATGGTGCCCTCACC rs670984_43_T_LT89 aattgctataagcagagcatgttgcgGGGTGACATGGTGCCCTCACT

44 XRCC3 rs861539 rs861539_44_G_LT90 cactcaggcggccttgatagtcataCACTGCTCAGCTCACGCAGCG rs861539_44_A_LT91 acgcctcgagtgaagcgttattggtCACTGCTCAGCTCACGCAGCA

45 TCL1A rs1122138 rs1122138_45_A_LT92 caatggcatattgcatggtgtgctcGCATCCCAAGCTCCCAGGGGA rs1122138_45_C_LT93 gctctgagcctcaagacgatcctgaatGCATCCCAAGCTCCCAGGGGC

46 XRCC1 rs25487 rs25487_46_T_LT94 catgtcgtctgccagttctgcctctGGCGTGTGAGGCCTTACCTCT rs25487_46_C_LT95 tacctctgaatcaatatcaacctggGGCGTGTGAGGCCTTACCTCC

47 INSR rs1051690 rs1051690_47_T_LT96 ttcatcgttaaccggagtgatgtcgATAGGAACGATCTCTGAACTCCAT rs1051690_47_C_LT97 ggaacagagcggcaataagtcgtcaATAGGAACGATCTCTGAACTCCAC

48 BAX rs3817074 rs3817074_48_G_LT98 ggtacgctgcaggataatgtccggtGGCCCCACAACTCAGCGCAAG rs3817074_48_A_LT99 ctgttcgacagctctcacatcgatccGGCCCCACAACTCAGCGCAAA

49 ASIP rs819136 rs819136_49_T_LT100 acataatgcaggccttcacgcttcaTATTTTCCCCTGAGCCTTCATTCT rs819136_49_C_LT101 ttcgcggtgcttcttcagtacgctaTATTTTCCCCTGAGCCTTCATTCC

50 COMT rs4680 rs4680_50_T_LT102 ttactgataagttccagatcctcctGGCATGCACACCTTGTCCTTCAT rs4680_50_C_LT103 ttcgctcacttcgaacctctctgttGGCATGCACACCTTGTCCTTCAC

51 TP73 rs875233 rs875233_51_G_LT104 gtcttgttcgattaactgccgcagaaGGGTCTGGCTCATGTATTCGGG rs875233_51_A_LT105 ccgtaatagcgatgcgtaatgatgtGGGTCTGGCTCATGTATTCGGA

52 TP73 rs3765702 rs3765702_52_G_LT106 gccagcgtcagacatcatatgcagatacTGGAGCTCTGAGACCGAGCCG rs3765702_52_A_LT107 ttgagtacggtcatcatctgacactTGGAGCTCTGAGACCGAGCCA

53 SCLY rs3210400 rs3210400_53_A_LT108 tgtatgccgactctatatctataccTGTCCAAGGTGAGCGGGCAGA rs3210400_53_G_LT109 ccatatcatccagtggtcgtagcagTGTCCAAGGTGAGCGGGCAGG

54 IL13 rs20541 rs20541_54_G_LT110 caattcgaatattggttacgtctgcAAAGAAACTTTTTCGCGAGGGACG rs20541_54_A_LT111 ataactcaatgttggcctgtatagcAAAGAAACTTTTTCGCGAGGGACA

55 OPRM1 rs1799971 rs1799971_55_A_LT112 attatcactgttgattctcgctgtcCAACTTGTCCCACTTAGATGGCA rs1799971_55_G_LT113 ttcgtagcgatcaagccatgaatgtCAACTTGTCCCACTTAGATGGCG

56 IGF2R rs2282140 rs2282140_56_G_LT114 cctcgtctatgtatccattgagcattCACTGGACATGCACTTCTCCCG rs2282140_56_A_LT115 ttccttcattgatattccgagagcaCACTGGACATGCACTTCTCCCA

57 TUSC3 rs1035972 rs1035972_57_T_LT116 caagtactaataagccgatagatagccGTTTCTACTATGGCCCATTATTCTT rs1035972_57_C_LT117 ttaacacacgtgcgaactgtccatgaGTTTCTACTATGGCCCATTATTCTC

58 NUP214 rs103612 rs103612_58_G_LT118 gctggcagcattcttgagtccaataGGTTGAGGGTGGGAAGGAGGG rs103612_58_A_LT119 ttattgcttctcttgaccgtaggacGGTTGAGGGTGGGAAGGAGGA

59 PTCH rs2236405 rs2236405_59_T_LT120 aacggttcgaccttctaatcctatcCGGCTTGAACCGCCTGCCCT rs2236405_59_A_LT121 actgacctgtcgagcttaatattctCGGCTTGAACCGCCTGCCCA

60 NOTCH1 rs11574885 rs11574885_60_A_LT122 ttgtcaggttaccaactactaaggtCGAGGATGTGGACGAGTGCCA rs11574885_60_G_LT123 ggatgaatcgcttggtgtacctcatCGAGGATGTGGACGAGTGCCG

61 COPEB rs17731 rs17731_61_A_LT124 ttgctaggcactgatacataactctTGCACCACGGGTGCTATGCCA rs17731_61_G_LT125 aagtattcgttcacttccgataagcTGCACCACGGGTGCTATGCCG

62 RET rs1799939 rs1799939_62_T_LT126 ctatgtgccggagcggacattacaaGCGAGGGCCGGCGGGCACT rs1799939_62_C_LT127 tcgttgctggaagcctggaagaagtaGCGAGGGCCGGCGGGCACC

63 SUFU rs1884929 rs1884929_63_G_LT128 ggaatatcagaagtggaacggcacaTCCCAGTACAGATGTGTATGGCG rs1884929_63_A_LT129 ttataatctgctggccggaactaatTCCCAGTACAGATGTGTATGGCA

64 ERCC6 rs4253211 rs4253211_64_C_LT130 ggtgcacatgcgcatacagttggtaCCACACCTGGTGAAGAAAAGGCC rs4253211_64_G_LT131 ctcacagtctgagcggttcaacaggCCACACCTGGTGAAGAAAAGGCG

65 NUMA1 rs1057992 rs1057992_65_A_LT132 cagcggtcgtgctgtattgtctcagTGAATGTGAGTCCACACCAACCA rs1057992_65_C_LT133 ctaccaccatgactaacgcgcttgcTGAATGTGAGTCCACACCAACCC

66 LIG3 rs1052536 rs1052536_66_G_LT134 gtcacctgacgcactgaatacgctgCTCCAGCCTGAGTCCAGTCCAG rs1052536_66_A_LT135 gtactggccgcgattgcagatgttaCTCCAGCCTGAGTCCAGTCCAA

67 LIG1 rs20579 rs20579_67_G_LT136 aagatatagcttcagctgtcgcgcttTGATACTTCGCTGCATGTTGGCG rs20579_67_A_LT137 ggcgttacagcatggatgtggagtaTGATACTTCGCTGCATGTTGGCA

68 BAX rs1805419 rs1805419_68_T_LT138 cagtggcgtggagtgcaggtatacagGTGGCTGGACTTCTGGGTCCT rs1805419_68_C_LT139 ggtggtccggcagtacaatggattaGTGGCTGGACTTCTGGGTCCC

69 PARP1 rs8679 rs8679_69_C_LT140 cactatgagagcctgcgtggacgttAAAGAGCTTTCCTTCTCCAGGAAC rs8679_69_T_LT141 ggattaacgtgaagtaccgttatgaAAAGAGCTTTCCTTCTCCAGGAAT

70 ARNT rs10847 rs10847_70_T_LT142 ggaagtaagcgtactgtcagcggcaCTATAATAACTGTACAATATTATAGTCT rs10847_70_C_LT143 aaccagcacgcgttatcttggtacgCTATAATAACTGTACAATATTATAGTCC

71 NRAS rs14804 rs14804_71_C_LT144 aacgctctggtcgtcatacactgaaAGGAGAAAGATGAAACTGAAAGCAC rs14804_71_T_LT145 ggaataccaacatatccggtgtcacgAGGAGAAAGATGAAACTGAAAGCAT

72 NRAS rs2273267 rs2273267_72_T_LT146 gattgaaggtccggtggatggcttaGGGCCTCCGAACCACGAGTCT rs2273267_72_A_LT147 gaagcgaaggacaacctgaagtccaGGGCCTCCGAACCACGAGTCA

73 NPM1 rs3830035 rs3830035_73_T_LT148 ttctctcggtgccagtatggtgctcTAAAAGAAAAGATACGTACTCATGAAT rs3830035_73_C_LT149 gcgcagttacatgagactctgcctgaTAAAAGAAAAGATACGTACTCATGAAC

74 SMO rs2735842 rs2735842_74_T_LT151 atcgtgaggatgactggtggcgtaaACTGGCAGCAAGTGCCCAGTAT rs2735842_74_C_LT153 tgaataacgtcatgtcagagcagaaACTGGCAGCAAGTGCCCAGTAC

75 CDKN2A rs11515 rs11515_75_C_LT154 agattgcgtccatcagccagagtgtGGTGACTGATGATCTAAGTTTCCC rs11515_75_G_LT155 cgagtcactcagcgcactggttaagGGTGACTGATGATCTAAGTTTCCG

Supplementary Table 3 - PrASE primers.



Tag ID Tag Sequence on chip [5'-->3'] Tag ID Tag Sequence on chip [5'-->3']

LT2 CGCAGGTATCGTATTAATTGATCTGC LT79 CGTTCAGATAGAGCCACTGATGAGG

LT3 CCTCATGTCAACGAAGAACAGAACC LT80 CATTGTCATCATATGCAGGAACCAT

LT4 ATTGAAGCCTGCCGTCGGAGACTAA LT81 TCCAGCATAAGCGGCTACATGATACC

LT5 AGACTGCGTGTTGGCTCTGTCACAG LT82 CTCTGCATCGTTCATTCATATATGC

LT6 TTATGGTGATCAGTCAACCACCAGG LT83 GCAATTCAGATCTCTCACCTACCAA

LT7 GAGACACCTTATGTTCTATACATGC LT84 ATTATCTCTGGCGGTGTTGACATAA

LT8 TCCATGCGCTTGCTCTTCATCTAGC LT85 ATACTGAGCACATCAGCAGGACGCAC

LT9 GCCTTACATACATCTGTCGGTTGTA LT86 CAGGAGAATCCAGATGGATGCACAA

LT10 CACAAGGAGGTCAGACCAGATTGAA LT87 TCCGAGAATAACGAGTGGATCCATT

LT11 GCCACAGATAATATTCACATCGTGT LT88 AGAACCACCGAGCCTGATGTGGTTAA

LT12 ACACATACGATTCTGCGAACTTCAA LT89 CGCAACATGCTCTGCTTATAGCAATT

LT13 TTACAGGATGTGCTCAACAGACGTT LT90 TATGACTATCAAGGCCGCCTGAGTG

LT14 GCTCACAATAATTGCATGAGTTGCC LT91 ACCAATAACGCTTCACTCGAGGCGT

LT15 CTGCACTGCTCATTAATATACTTCTGG LT92 GAGCACACCATGCAATATGCCATTG

LT16 TTCACGCACTGACTGACAGACTGCTT LT93 ATTCAGGATCGTCTTGAGGCTCAGAGC

LT17 CAACATCATCACGCAGAGCATCATT LT94 AGAGGCAGAACTGGCAGACGACATG

LT18 GCATCAGCTAACTCCTTCGTGTATT LT95 CCAGGTTGATATTGATTCAGAGGTA

LT19 GGCGTTATCACGGTAATGATTAACAGC LT96 CGACATCACTCCGGTTAACGATGAA

LT20 ACATCAATCTCTCTGACCGTTCCGC LT97 TGACGACTTATTGCCGCTCTGTTCC

LT21 GCCTTATGCTCGAACTGACCATAAC LT98 ACCGGACATTATCCTGCAGCGTACC

LT22 CGGATATCACCACGATCAATCATAGGTAA LT99 GGATCGATGTGAGAGCTGTCGAACAG

LT23 CCTTAATCTGCTGCAATGCCACAGC LT100 TGAAGCGTGAAGGCCTGCATTATGT

LT24 TAGCTCTCCGCCTACAATGACGTCA LT101 TAGCGTACTGAAGAAGCACCGCGAA

LT25 AGGAACGCCTTACGTTGATTATTGA LT102 AGGAGGATCTGGAACTTATCAGTAA

LT26 GAGTCAGTACCGATGTAGCCGATAA LT103 AACAGAGAGGTTCGAAGTGAGCGAA

LT27 ACTCGAATGAACCAGGCGATAATGG LT104 TTCTGCGGCAGTTAATCGAACAAGAC

LT28 ATTATATCTGCCGCGAAGGTACGCC LT105 ACATCATTACGCATCGCTATTACGG

LT29 GGACAGACAGTGGCTACGGCTCAGTT LT106 GTATCTGCATATGATGTCTGACGCTGGC

LT30 CGGTATTCGCTTAATTCAGCACAAC LT107 AGTGTCAGATGATGACCGTACTCAA

LT31 GCTCTTACCTGTTGTGCAGATATAA LT108 GGTATAGATATAGAGTCGGCATACA

LT32 GAATCGGTAGTAAGCGCCGCCTCTT LT109 CTGCTACGACCACTGGATGATATGG

LT33 CAATCATGCTGCTAACGTGTGACCG LT110 GCAGACGTAACCAATATTCGAATTG

LT34 ATGTTGTCTGCGATTGACTCTTCTT LT111 GCTATACAGGCCAACATTGAGTTAT

LT35 ATTAGCATCGTCACAGCGCGATATG LT112 GACAGCGAGAATCAACAGTGATAAT

LT36 ATGTTGCGAGCACTTGCAGTACCTT LT113 ACATTCATGGCTTGATCGCTACGAA

LT37 AGTTCGTGCTTACCGCAGAATGCAG LT114 AATGCTCAATGGATACATAGACGAGG

LT38 CCTGTACCTGAATCAATGTTAGGTT LT115 TGCTCTCGGAATATCAATGAAGGAA

LT39 CCAGATTACCTGCTGATGATCAACTG LT116 GGCTATCTATCGGCTTATTAGTACTTG

LT40 ATAATCGGCGTGGCAGATAACATAT LT117 TCATGGACAGTTCGCACGTGTGTTAA

LT41 TTGTCGAATCCAATCGTATCCAGTT LT118 TATTGGACTCAAGAATGCTGCCAGC

LT42 AACCATGAGAACGTCGTTGACGATG LT119 GTCCTACGGTCAAGAGAAGCAATAA

LT43 GCTTCAACGAGCATGTCTGGAATGG LT120 GATAGGATTAGAAGGTCGAACCGTT

LT44 CACTCTTCGATAGTCCAGCGATGGC LT121 AGAATATTAAGCTCGACAGGTCAGT

LT45 AGTTCGACGCGATACGGAACGAGAT LT122 ACCTTAGTAGTTGGTAACCTGACAA

LT46 CGCATTGCTTGTGAATATTGCGTTC LT123 ATGAGGTACACCAAGCGATTCATCC

LT47 GATACATGGTAAGTCGCGGTCTCTT LT124 AGAGTTATGTATCAGTGCCTAGCAA

LT48 TATTCGGATCGCTCATCAGTTCTGC LT125 GCTTATCGGAAGTGAACGAATACTT

LT49 CAGGTGAGCCGTGTAGTTGAAGGTT LT126 TTGTAATGTCCGCTCCGGCACATAG

LT50 ATACTTCGTCGCTGTCTCGCCACAC LT127 TACTTCTTCCAGGCTTCCAGCAACGA

LT51 TAGCTCGTACCATGTCCTGATACAGG LT128 TGTGCCGTTCCACTTCTGATATTCC

LT52 TTCTTCCTCGGTACATAATCTCCTT LT129 ATTAGTTCCGGCCAGCAGATTATAA

LT53 GCAGTTACCGAGATGTTCCGGTATT LT130 TACCAACTGTATGCGCATGTGCACC

LT54 CCATGCGAGGATATCTTCCTTCTCAA LT131 CCTGTTGAACCGCTCAGACTGTGAG

LT55 GATGCCAATCCACGTGGTGTAATTCC LT132 CTGAGACAATACAGCACGACCGCTG

LT56 CTGCAATACGGTGAGCGGTATATCC LT133 GCAAGCGCGTTAGTCATGGTGGTAG

LT57 TTGGATGTTCACAACCTGTATCCATGA LT134 CAGCGTATTCAGTGCGTCAGGTGAC

LT58 TGTATAAGCTCTAATAGCTCCGCAA LT135 TAACATCTGCAATCGCGGCCAGTAC

LT59 CTGGTTGACTGGCCTATTACCACAA LT136 AAGCGCGACAGCTGAAGCTATATCTT

LT60 ACGAGAGACGTCACCTAAGCAGGCC LT137 TACTCCACATCCATGCTGTAACGCC

LT61 TCCTGAATGGTTACTACGATTGGTT LT138 CTGTATACCTGCACTCCACGCCACTG

LT62 GCTCAGTAATGTAGATGGTCATCTT LT139 TAATCCATTGTACTGCCGGACCACC

LT63 CAGTCATATGGACAAGCTCATCTGCG LT140 AACGTCCACGCAGGCTCTCATAGTG

LT64 CCATATCAACCAGCTCGCTGACGTT LT141 TCATAACGGTACTTCACGTTAATCC

LT65 GTTCTGGTCACGGTTAGCCAGGCTC LT142 TGCCGCTGACAGTACGCTTACTTCC

LT66 AAGTTAACCATCTGTGCGGCGATGTT LT143 CGTACCAAGATAACGCGTGCTGGTT

LT67 TGGTCAGAGGATTCGCCAGAATTCT LT144 TTCAGTGTATGACGACCAGAGCGTT

LT69 CCGAATAAGCCTCAAGCAGCATATT LT145 CGTGACACCGGATATGTTGGTATTCC

LT70 GTTACCTCTGCCGAAGTTGAGTATT LT146 TAAGCCATCCACCGGACCTTCAATC

LT71 ATGACCTCAGAACTCCATCTGGATT LT147 TGGACTTCAGGTTGTCCTTCGCTTC

LT72 CTTCTCAGTTCCAAGCATTGCGATT LT148 GAGCACCATACTGGCACCGAGAGAA

LT73 AAGCAACGCACTCTCGATTCGTAGA LT149 TCAGGCAGAGTCTCATGTAACTGCGC

LT74 ATAGTCAACACGCACGGTGTTAGAT LT151 TTACGCCACCAGTCATCCTCACGAT

LT76 AGTATGCAGCCGTCACTTAGAAGTG LT153 TTCTGCTCTGACATGACGTTATTCA

LT77 AATGACAAGAGTCTGGTTCAGAAGA LT154 ACACTCTGGCTGATGGACGCAATCT

LT78 ACAGCCTCGCAGATGACGAATCATT LT155 CTTAACCAGTGCGCTGAGTGACTCG

Supplementary Table 4 - Chip tags. Each tag has a 15T-spacer and an amino
modifier C6 at the 5'-end.



Information Genotype calls | TnT Genotype calls  | dbSNP

SNP Gene dbSNP ID Allele 1 Allele 2 Allele 1 Allele 2 Heteroz. Allele 1 Allele 2 Heteroz.

1 IL10 rs3021094 G T 6,77% 93,23% 11,46% 10,0% 90,0% 18,0%

2 FSHR rs6166 G A 47,92% 52,08% 45,83% 38,0% 62,0% 47,0%

3 IL1A rs1800587 A G 30,46% 69,54% 51,04% 30,0% 70,0% 40,0%

4 MLH1 rs2286940 A G 8,70% 91,30% 14,58% 27,0% 73,0% 40,0%

5 IL15 rs2254514 T C 22,40% 77,60% 38,54% 17,0% 83,0% 28,0%

6 CDC25C rs1042124 T G 80,53% 19,47% 30,21% 91,0% 9,0% 15,0%

7 IL13 rs1295686 C T 85,42% 14,58% 25,00% 61,0% 39,0% 47,0%

8 DEK rs172520 T C 15,26% 84,74% 23,96% 30,0% 70,0% 42,0%

9 IGF2R rs998074 C T 42,71% 57,29% 50,00% 55,0% 45,0% 50,0%

10 ROS1 rs1998206 G T 12,63% 87,37% 25,00% 15,0% 85,0% 25,0%

11 SLC26A3 rs2301635 T C 0,00% 100,00% 0,00% 1,0% 99,0% 2,0%

12 MYC rs3824120 G T 88,02% 11,98% 21,88% 92,0% 8,0% 15,0%

13 MXI1 rs17658 G A 68,23% 31,77% 46,88% 78,0% 22,0% 35,0%

14 TLX1 rs1111350 G A 81,25% 18,75% 27,08% 85,0% 15,0% 26,0%

15 ERCC6 rs2228527 G A 23,44% 76,56% 36,46% 14,0% 86,0% 25,0%

17 RAG1 rs2227973 G A 7,29% 92,71% 14,58% 23,0% 77,0% 26,0%

18 BRCA2 rs144848 T G 66,49% 33,51% 40,63% 75,0% 25,0% 38,0%

19 RB1 rs4151539 C G 100,00% 0,00% 0,00% 99,0% 1,0% 2,0%

20 APEX1 rs3136820 T G 52,66% 47,34% 57,29% 56,0% 44,0% 50,0%

21 PAK6 rs11636097 G A 32,11% 67,89% 48,96% 31,0% 68,0% 43,0%

22 MC1R rs3212363 T A 22,11% 77,89% 27,08% 46,0% 53,0% 50,0%

23 ELAC2 rs2523 A G 61,05% 38,95% 47,92% 50,0% 50,0% 50,0%

24 ELAC2 rs6949 T A 4,69% 95,31% 9,38% 36,0% 74,0% 39,0%

25 BRCA1 rs16942 C T 46,02% 53,98% 61,46% 29,0% 71,0% 41,0%

26 BRCA1 rs799917 T C 39,36% 60,64% 47,92% 46,0% 54,0% 50,0%

27 TP53 rs1042522 C G 72,11% 27,89% 34,38% 55,0% 45,0% 50,0%

28 CSF3 rs1042658 T C 39,06% 60,94% 48,96% 41,0% 59,0% 48,0%

29 BRCA1 rs1799950 G A 4,17% 95,83% 6,25% 2,0% 98,0% 4,0%

30 DCC rs2229080 C G 35,42% 64,58% 41,67% 44,0% 56,0% 49,0%

31 BCL2 rs4987843 C T 89,58% 10,42% 20,83% 88,0% 12,0% 22,0%

32 SH3GL1 rs107288 A G 43,48% 56,52% 50,00% 26,0% 74,0% 39,0%

33 IL10 rs3024496 A G 48,81% 51,19% 43,75% 68,0% 32,0% 44,0%

35 MSH6 rs1042821 T C 18,09% 81,91% 33,33% 16,0% 84,0% 28,0%

36 BARD1 rs2229571 C G 33,85% 66,15% 51,04% 44,0% 56,0% 29,0%

37 MSH6 rs3136228 T G 62,11% 37,89% 54,17% 88,0% 12,0% 22,0%

38 TGFBR2 rs11466512 T A 24,48% 75,52% 36,46% 30,0% 70,0% 42,0%

39 MCC rs3185733 T G 54,69% 45,31% 38,54% 59,0% 41,0% 48,0%

41 GNRH1 rs6185 C G 25,52% 74,48% 34,38% 29,0% 71,0% 41,0%

42 RET rs1800860 C T 71,35% 28,65% 36,46% 77,0% 23,0% 36,0%

43 ZNF145 rs670984 A G 39,06% 60,94% 46,88% 35,0% 65,0% 21,5%

44 XRCC3 rs861539 T C 28,42% 71,58% 52,08% 23,0% 77,0% 35,0%

45 TCL1A rs1122138 G T 86,17% 13,83% 22,92% 89,0% 11,0% 20,0%

46 XRCC1 rs25487 G A 58,85% 41,15% 44,79% 72,0% 28,0% 40,0%

47 INSR rs1051690 G A 82,81% 17,19% 28,13% 82,0% 18,0% 30,0%

48 BAX rs3817074 A C 17,71% 82,29% 27,08% 14,0% 86,0% 24,0%

49 ASIP rs819136 G A 88,20% 11,80% 21,88% 78,0% 22,0% 34,0%

50 COMT rs4680 G A 44,27% 55,73% 57,29% 64,0% 36,0% 46,0%

51 TP73 rs875233 T C 83,33% 16,67% 25,00% 72,0% 28,0% 40,0%

53 SCLY rs3210400 C T 56,77% 43,23% 55,21% 78,0% 22,0% 35,0%

54 IL13 rs20541 T C 14,58% 85,42% 25,00% 22,0% 78,0% 34,0%

55 OPRM1 rs1799971 C T 12,50% 87,50% 22,92% 19,0% 81,0% 30,0%

56 IGF2R rs2282140 T C 11,98% 88,02% 23,96% 15,0% 85,0% 26,0%

57 TUSC3 rs1035972 G A 27,44% 72,56% 44,79% 34,0% 66,0% 45,0%

58 NUP214 rs103612 T C 69,41% 30,59% 37,50% 66,0% 34,0% 45,0%

59 PTCH rs2236405 T A 98,96% 1,04% 2,08% 96,0% 4,0% 7,0%

61 COPEB rs17731 C T 66,67% 33,33% 45,83% 48,0% 52,0% 50,0%

62 RET rs1799939 G T 76,56% 23,44% 36,46% 83,0% 17,0% 28,0%

63 SUFU rs1884929 T C 41,15% 58,85% 57,29% 35,0% 65,0% 45,0%

64 ERCC6 rs4253211 C G 90,63% 9,38% 18,75% 93,0% 7,0% 13,0%

65 NUMA1 rs1057992 G T 97,92% 2,08% 4,17% 89,0% 11,0% 20,0%

66 LIG3 rs1052536 T C 41,15% 58,85% 21,88% 34,0% 66,0% 45,0%

67 LIG1 rs20579 T C 12,50% 87,50% 22,92% 16,0% 84,0% 27,0%

68 BAX rs1805419 G A 69,57% 30,43% 35,42% 60,0% 40,0% 48,0%

69 PARP1 rs8679 A G 79,17% 20,83% 31,25% 78,0% 22,0% 30,0%

72 NRAS rs2273267 T A 100,00% 0,00% 0,00% 95,0% 5,0% 10,0%

73 NPM1 rs3830035 G T 56,79% 43,21% 50,00% 55,0% 45,0% 50,0%

74 SMO rs2735842 G A 78,65% 21,35% 32,29% 73,0% 27,0% 39,0%

75 CDKN2A rs11515 C G 86,98% 13,02% 23,96% 90,0% 10,0% 10,0%

Supplementary Table 5 - Genotype calls.


