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Supplemental Table 1. TagSNPs genotyped in Normal Volunteers.

SNP location as denoted by IIPGA (http://innateimmunity.net/lIPGA2/index_html) or Seattle SNPs
(http://pga.gs.washington.edu/). SNPs denoted in flanking sequence by square brackets.

SNP
Gene Location dbSNP Alleles Chr Strand Flanking Sequence
CD14 4775 rs2569192  G/C 5 forward TTTGTCATGTCTGTGTCCCAGGGCTTTCTA[G/CICAACCCTAGTACTCGGTAGACAAATGRT
CD14 5074 rs5744448  AIC 5 forward  TTTTACAGAAGGGAGGCCCAAGTCTCATAA[A/CICTCAGTCGTAAAGCTGGGATTCCAAGAC
CD14 6675 rs5744455  T/C 5 forward ~ AAAAAAGGAAGGGGGAATTTTTCTTTAGAC[C/TIAACTTCCTTTTCTTGAACCTAATTCTAC
CHUK 1866 rs12770784 A/G 10 reverse  GTGGTTCCGTTCAGCCCTCCCGGAAAATACIA/GITAGGGGACTTAAAGAGCGGACSGAGTAC
CHUK 11962 rs11595324 G/A 10  reverse  AAATAAAAATTAATAGCCCACCTGTATTCA[A/G]TTTTTACCATGTACCAAGCACTGTGTTA
CHUK 12184 rs17886121 TI/C 10 reverse  AGCCCAAGGTCCTCACCACTACCCTGTCTA[C/TIAGCCTCGTAAGGATATTGTTGTCTTTCC
CHUK 14883 rs11591741 G/C 10 reverse = GTGTACCCAGAAACAACTCTCATCAATAGT[G/CITTTACATTTGTATTGATTGTTTGTAGTA
CHUK 15958 rsl7112745 CIT 10 reverse  AGTTACTGAAATATTTCCCTTTTGAAAAAA[C/TIAGCTTAGCAAGTCTGATTGTATGCATAT
CHUK 27073 rs17880383 T/C 10 reverse  GAAAGCTAAATTGGAGTTTTTTCACAAAAG[C/TIATTCAGCTTGACTTGGAGAGATACAGCG
CHUK 28086 rs7923726  CIA 10 reverse  CTAAAAACATATACTTGTCCTGAGCAAACT[A/CITGTGTATCTCAGAGTAAACAATCAATAG
CHUK 30214 rs17885986 T/C 10 reverse  CCTGGGACTGTCCCAGTTTATACTTAATGT[C/TITTGCCATAATTATCAGTAGTAGTCCCTT
CHUK 36383 rs7358099  A/T 10  reverse  TGCATTTAGGCTTAATTATTGTCCAAAGAAJA/TJATACCAGCATGATGCATAAGCAACTTTC
CSF3 1158 rs2227319  A/G 17  forward  GTGTCCACTTCAAGGTGAATGACCAGGGAA[A/GITCACGTGTCCCAATCCCGCAGTTCCAAA
CSF3 2504 rs2227324  GIA 17  forward ~ ACTGCAGGGCCAACATCCTCTGGAAGGGACIA/G]TGGGAGAATATTAGGAGCAGTGGAGCTG
CSF3 4050 rs2827 T/IC 17  forward ~ CTGGGGTCCCACGAATTTGCTGGGGAATCT[C/TIGTTTTTCTTCTTAAGACTTTTGGGACAT
CSF3 4215 rs1042658  T/C 17  forward ~ GGCAGGTGCCTGGACATTTGCCTTGCTGGA[C/TIGGGGACTGGGGATGTGGGAGGGAGCAGA
FOS 1058 rs2239615  T/A 14  forward ~ CTCGTACTCCAACCGCATCTGCAGCGAGCA[A/TICTGAGAAGCCAAGACTGAGCCGGCGGCC
FOS 1651 rs4645854  T/C 14  forward  CACAAACTCGCTAACTAGAGCCTGGCTTCT[C/TICGGGGAGGTGGCAGAAAGCGGCAATCCC
FOS 2376 rs4645855  A/G 14  forward ~ ACTCTAGCGTACTCTTCCTGGGAATGTGGGIA/G]GCTGGGTGGGAAGCAGCCCCGGAGATGC
FOS 2765 rs4645856  CI/T 14  forward  TACTGAATGTCGGTCTTTTTTTGTGATTAT[C/TICTAGTTATCTCCAGAAGAAGAAGAGAAA
FOS 5382 rs4645869  A/G 14  forward = GCCCTATCCCTTATTAATAAATGCATTGTG[A/GITTTCTGGTTTCTCTAATACCATATGCCC
FOS 5506 rs4645870  T/C 14  forward ~ AAACAGCACAAATAATGGCTGATCGTTCTG[C/TJAAACAAAAAGTTACATAATAGCTCAAGA
IKBKB 2581 rs3747811  AIT 8  forward  AAAAAACCAGTTGTATTTTTCTTCTCTCCCIA/TITTCAAGAGCAGTGGTATCTCTTGYCTTC
IKBKB 8758 rsl7875741 AIG 8 forward  TAGTAGAAGTCAGCTTGACAGAGAAGGKGGIA/GJAGGAGAGTTCCAGGCCAAGGGAGAGGCT
IKBKB 13627 rs5029748  TI/G 8  forward TCTATGCCCAGTTATTTCAAGACTTGTTCA[G/TITGTTCACATTGCTGAGTTCAGTCTTTTT
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IKBKB 18383 rsl7875672 GI/A 8 forward  TAAATGGCACAGTTGGAATTTGAACCAGCCIA/G]GTGTTTCATCTGCTATATTATGCCATAT
IKBKB 36666 rs10105951 CIG 8 forward CAAGTCTGGGTTTAGCTGTCTTGAGGGCTG[G/CITGCCTGTTCTGTTCATTCAGCTTCCCTC
IKBKB 46756 rsl7875746 TIG 8 forward CTGTGTGTATACTGGGAGACGCACACTGTA[G/TICCCAACATTGGCTGGAAGTGTCTCCTCA
IKBKB 59283 rs10958715 A/G 8  forward  TTATAGAAAAGAGAGAGATCAGATTAGATG[A/GJAACCAAATCCCAGAACTTGATTTTCAAC
IKBKB 60792 rs6474389  GI/A 8 forward GTGAGTGCTGTGAGCCACAGTGGTACTGACIA/G]TCGACTTTCTAATTCCCACAGTCACAGA
SNP
Gene Location dbSNP Alleles Chr Strand Flanking Sequence
IL10 213 rs1800894  A/G 1  reverse  CAGTAGGGTGAGGAAACCAAATTCTCAGTTIA/G]JGCACTGGTGTACCCTTGTACAGGTGATG
IL10 1927 rs3021094  C/A 1  reverse  CCAGATTTTTTAAATAACTTGACTCTGAGGIA/C]GGAGGACCTGATTTAAGTGATGGTCCCA
IL10 2911 rs3024493  T/G 1  reverse  TAACTACTCCCCTCTCTCTTCATAAAAGGA[G/TICCCAGAGCTTCAGTCAGGCCTCCACTGC
IL10 5351 rs3024498  G/A 1  reverse  TGTCTCTGGGCTTGGGGCTTCCTAACTGCT[A/G]CAAATACTCTTAGGAAGAGAAACCAGGG
IL1B 3298 rs3917356  A/G 2 reverse  CAGCCTAGCTAGGTCAGTTGTGCAGGTTGGIA/GJAGGCAGCCACTTTTCTCTGGCTTTATTT
IL1B 4392 rs3136558  C/T 2 reverse  AGCCACCACGCCTGGCCCAGAGAGGGATGA[C/TICTTTAGAAGCTCGGGATTCTTTCAAGCC
IL1B 5277 rs1143634 T/C 2 reverse  TGTGCTCCACATTTCAGAACCTATCTTCTT[C/TIGACACATGGGATAACGAGGCTTATGTGC
IL1B 7114 rs1143642  T/C 2 reverse  AAATAGATGACTTAAAGGGTCCCATTATCA[C/T|IGTCCACTCCACTCCCAAAATYACCACCA
IL1B 12885 rs3917368  A/G 2 reverse  TGCAATGCGTAGTCTGTAGGGACAGGCTGT[A/G]GCTTATCCTATAGGCTTGGGCTGGAGTC
ILIRN 1018 rs4251961  CIT 2  forward  AGCCCTAAGTCTAAGATAGGGCAGATAGCA[C/TICAGGTCCATTTTGCAGCTGTCAAAATGA
ILIRN 2765 rs315919 TIG 2 forward ~ ACAATAAAGCAAGCAGATAAAATATTTAAA[G/TITATAAGCTGCCAGTTTGCAACCTCCGGT
ILIRN 5848 rs3213448  AIG 2  forward  TGATCCCCTTCATCATCCAGGAGAGCAGAGIA/GITGGTCACCCTGATAGCAGCAAGCCTGGG
ILIRN 10257 rs315934 CIT 2 forward  AGCCATCRTTTTTGAAACACGTTTGAGAAA[C/TIAGTGTCTTCCTTTGAGGGCCAAGGAGAC
ILIRN 13888 rs2232354  GIT 2  forward  GCAGCATGGCCTGCCTGCACAAACCCTAGG[G/T|GCMATGTCCTAATMCTTGTTGGGTCTTT
ILIRN 15132 rs432014 CIT 2 forward  AAATACCCRGGGTCTCTTCATTATTGCTGCIC/TITCCTCTTCTATTAACCTGACCCTCCCCT
ILIRN 15453 rs380092 TIA 2  forward  CACTTTGGAAGCTGCATTCAGCAGAGTGCCIA/T|GGCTTGCGCTGGGCATCCAAGGTGGTCC
ILIRN 17163 rs4252041  TIC 2  forward  TCACAASAACCTGGTCACAGGACTCTGCCT[C/T|ICTCTTCAACTGACCAGCCTCCATGCTGC
IL6 95 rs2069824  CIT 7 forward ~ ATGCAGGAAAGAGAACTTGGTTCAGGAGTG[C/TICTACGTTGCTTAAGACAGGAGAGCACTA
IL6 321 rs2069827  T/G 7  forward  TAAATGCCCAACAGAGGTCACTGTTTTATC[G/TJATCTTGAAGAGATCTCTTCTTAGCAAAG
IL6 3114 rs2066992  T/G 7  forward  YTTTCCTGGCTGTGGTTGAACAATGAAAAG[G/TICCCTCTAGTGGTGTTTGTTTTAGGGACA
IL6 3437 rs2069840  G/C 7 forward  AATGTTATGTAAATTTCATGAGGAGGCCAA[G/CITTCAAGCTTTTTTAAAGGCAGTTTATTC
IL6 5014 rs2069845  A/G 7  forward  AAGGTGTTTCCCAGTCCTCTTTACACCACCIA/G]JGATCAGTGGTCTTTCAACAGATCCTAAA
IL6 6021 rs2069849  T/C 7  forward  TCATCTCATTCTGCGCAGCTTTAAGGAGTT[C/TICTGCAGTCCAGCCTGAGGGCTCTTCGGC
IL8 2968 rs2227532  CIT 4  forward  ATTCTGCTCTTATGCCTCCACTGGAATTAA[C/TIGTCTTAGTACCACTTGTCTATTCTGCTA
IL8 3470 rs4073 AIT 4 forward  TAAAGTTATCTAGAAATAAAAAAGCATACAIA/TITTGATAATTCACCAAATTGTGGAGCTTC
IRAK1 6151 rs1059702  T/C X  forward CAGTGTCCCTCCTGCAGGGAGCCCRCCCCTI[C/TITCCGTTTTGCTGGCCCCTCWGTGAGATT
IRAK2 5352 rs11465853 C/G 3 forward GCCGCCRCTGCGCTCTGAGTCCAGAGAACG[G/CITGGGTACGGGGGCCCTCCTGTCAGCGCT
IRAK2 17525 rs11465861 G/T 3 forward  TTCTGGGGAAGTAACAGTGAACCAAACAGG[G/TIAGAGCTCCCTGCCTACACGGACCTTCCA
IRAK2 18096 rs1681663  A/G 3 forward TGAACTGTGAGTAACTCAGGGCCCTCCTTGIA/G]GTGGGGCCCATCACGCTCCTGAGCAGTT
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IRAK2 29090 rs155266  A/T 3 forward ATGAAAACACAGCCAAGGTCTCAGGCCTCA[A/T|GGAGCTTACAGTCCASTGGGAGATGAAT
IRAK2 40262 rs263409 GIA 3 forward  GTCTACYGCATTTTACAGATGGGGAGGCCGIA/G]GGCCAGAAAGGGAAAGACCCTCCCGCCC
IRAK2 40350 rs263410  A/C 3 forward  GAATTAGAACCCAGGTCTSTGACTTCCAGA[A/CICCAGTCTCTCAATGGCTACCCCACTTCA
IRAK2 45753 rs11465883 CIT 3  forward  GTACACAGAACCTGGGTGTTAGCACAAATA[C/TIAGATCATGTGTAGAAGAACTAGGGACTT
IRAK2 49325 rs1169674  T/A 3  forward GAGATAGTGCAGGGCCTAGAAGTCAAACAGIA/T|ITTTCCGTCTGAATTTCGGCTCTACCATC
SNP
Gene Location dbSNP Alleles Chr Strand Flanking Sequence
IRAK2 49704 rs464286 GIC 3  forward CCAGCCTCCTGAAGAAGATGCCCCTCATTC[G/CITTGAGAAGCGACCTCCCCACTTCGTCTG
IRAK2 53160 rs11465897 A/C 3  forward  TACAGTTTCCATTGGATAAGTTGATCCCCTIA/CJCATCCCTCCATCTCTGGTGTTCCAAGGT
IRAK2 57504 rs6780464  AIG 3 forward  YRTCATGGTTCTGGAGGTGTTAGCCAATGCIA/G]GTAGGACAAGAAAAAGAATTAAGAGGTA
IRAK2 62841 rs3844283  CIG 3 forward CTGCCAGAGGATTTCATCCGGGTGGGGMAGIG/CITGACAAAGCGAGTGGACATCTTCAGCTG
IRAK2 73835 rs776514  TI/C 3  forward  AAAAGACTATTGAATGTTCCGTGTCAGATRIC/TICACTCTCTGTGCTTTAGGTGCACTGTTT
IRAK3 3600 rs1732887  G/A 12 forward  YAGATACATTTTTATGAAGTATTTTCGCTGIA/G]JCAAAACCATTCAGGTAGGGGCATGAAAT
IRAK3 5719 rs11465939 G/T 12 forward ~ ATTTTCTTAATTAAATCTTATTTACCCAAT[G/TITCGTTGAATGAAGGTTTATGCTAAAGRG
IRAK3 26988 rs2293657  TIA 12 forward ~ GCTGATCTCTTTTGAGAGGAGGTAAAAATCIA/TICAATGCTGCTGTCCGAAGAAACCCTTTG
IRAK3 27210 rs1152888  A/G 12 forward ~ TTATCTTCCCCCTACTTTCCTTCCTAAGGA[A/GITACTGCTTAAATCTTCCATCAGCTTTCA
IRAK3 55668 rs11176095 CIT 12 forward ~ GKTTTTTTCTGTCTCTCCATTGTCTTAAAA[C/TIGTCTGGAAAATACGTTTGCCCAGAACTT
IRAK3 55891 rs1152912  A/G 12 forward ~ AATGGACATAGGATGGACAATGGCCAGCCT[A/GITATCCTTTAAAGCATACKTTGAGCCCTC
IRAK3 64458 rs11465990 C/G 12 forward ~ CCCTCTTGTTTTTTGGTTAATCCCTGACTA[G/C]JCCTGCTTGTCTGAAAATGAGCCAGGTTC
IRAK4 3536 rs4251429  CIG 12 forward  CCATGTCCTTGCTGTTGCCCAGTGGGCCCA[G/CITTCCAACCTTTGCATTTACATTTCGTTT
IRAK4 11902 rs4251460  C/A 12 forward  TCAGCATTAATCTGGGAAAGAACCTAAAAGIA/CICTTGGCTCCCTTGCAGGAAATATTTCCT
IRAK4 13823 rsl461567  A/G 12 forward ~ GAGCTTTGCCCTTATGAGTGGATTAATGTCIA/GITCATGGCAGGAGTGGGTTAGTTATCTAG
IRAK4 23338 rs4251513  CI/G 12 forward ~ GGAAGGATCCAGATTAAAAGGGAGAGGATA[G/CITATGGAAGAGAGAAATGAGATGATGTGT
IRAK4 24472 rs4251520  CIT 12 forward  CCTGGAGTGCCTTTCTTTCCCTCATATAAC[C/TIATTAACTTCTAATAATCCTTCAATACTA
JAK3 290 rs2110586  A/G 19 reverse  TGATTTTATTTCTATAAAGGGCAAAACTAGIA/GJCATCAATCTCTCTGTGGGAGAGATGGGG
JAK3 575 rs3212701  AIG 19 reverse  TGACACTTTAGGCCTGGATTGCGCTCAGCA[A/GJACCACCTCAATGAGGATGCTGGGGAGTC
JAK3 6427 rs3212741  T/C 19 reverse  TCTCTCTGTCTTCTTCTATCTCTGACTCCT[C/TJCCCATTCCCTCTCACCTTCCCCCACAGT
JAK3 8873 rs3212752  G/A 19 reverse = CAAGCACAAGAACTGCATGGAGGTGAGAGCIA/GJATGTGGACCAGACTTTTGGAGTCGGGGC
JAK3 10196 rs3212762  CIT 19 reverse  AGAGGGGTGTTCTAGGCAGAGGACACMGAA[C/TIATGCAAAGGGTTAGAAGTGAGATACAGA
JAK3 11552 rs2072496  T/C 19 reverse  CAAACAGACTCTTCATTCATCAAACCCTCCI[C/TIGGGCATTTTCCTGTGTCTGGCCCCCTTA
JAK3 11910 rs3213409  A/G 19 reverse  GGCGCCACGGTCTGGGAAGTGTTTAGTGGCIA/G]TCACCATGCCCATCAGTGCCCTGGATCC
JAK3 16765 rs3212780  T/C 19 reverse  GGCCGGGGTCTCGGGCAAGCCAGCTGGCGC[C/TITGAGTCTCTGTACTGAGAAGAAAGGSTA
JAK3 19853 rs3212798  A/G 19 reverse  ACRCTGAATGGGAGTTGTGTCCTTTGGACT[A/GJCTCAGGCACGACCCCATTATCTGTCCCC
JAK3 20182 rs3008 CIT 19 reverse  TGAGGGTCCTCTACTTCAGGAACACCCCCA[C/TIGACATTGCATTTGGSGGGGCTCCCGTGG
JUN 535 rs2760501  C/A 1  reverse  TTCCGTGATTTGCTTGCTTCACACTGTGGT[A/CIGCCTGGCCACGAAAGAACCAGGATTCCC
JUN 3641 rs11688 AIG 1  reverse  GCCCCTGTCCCCCATCGACATGGAGTCCCA[A/G]JGAGCGGATCAAGGCGGAGAGGAAGCGCA
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LBP 548 rsl780616  T/C 20 forward ~TGCTCAATAAATATCAGTTTCTTTCCAATT[C/TICTGCTGGGTGCTGCAAGGATCTCAGGAA
LBP 1605 rs5741812  TIA 20 forward  TACCCCCACAACCAGAGACAATGCCTCATG[A/T|CTCCTTGCTAAATATTTTCCAGATTGTT
LBP 1763 rsl780617  G/A 20 forward  ACCTTTAWTTCTGCAGCCTCACTTTAAGGGIA/GJCATGTCATAATTCATTTAACCAATGCCC
LBP 1900 rs2232573  CIT 20 forward  GATTTACTGGCACACTGACTCAATTATGTA[C/TITTAAGGGCAAGTCCCTGAAATTGAATTC
LBP 2321 rs2232578  G/A 20 forward TAGGAGTCAGGCTTCCTCATCCACTGATCTIA/G]JGGCAGTGAAAACTGGCTTCTAAGTATGA
SNP
Gene Location dbSNP Alleles Chr Strand Flanking Sequence
LBP 10548 rs5744204  AIG 20 forward  CCTCCAGCTGCAGCAGTGACNATCGCTGACIA/GITGGAGGTGGACATGTCGGGAGACTTGGG
LBP 17119 rs1780623  T/C 20 forward ~ ATATTTGTAAATCAGTGATCACTGAGCACA[C/T|GTGTGGAATAATGTGACTGCAGTGATCA
LBP 20377 rs2232599  CIG 20 forward ~ GTTAACTCANTCCAAGGGAATCCATGTAGT[G/CITCTTTCTTGAAGAAGCAATTCTTTGCCT
LBP 21126 rs2232606  G/A 20 forward = CTSCCCCACGATAGGCTTTGAAAAGNTCCA[A/GITTGGACCCTATTTCCCTCTCCAGGGTGA
LBP 23297 rs1739639  T/C 20 forward  GGAGAAGCGACAGTCTTGCACATCCCCCTGIC/T|ICTCCCCAATCTTCTTTAGACCTTCAGCT
LBP 27937 rs2232616  T/C 20 forward  GCATTGCTTAAACTTGCATAAAGCCCACACIC/TIYTTTNAATCTTCTCTGATTCATTACAGG
LTA 2619 rs2229094  CIT 6 forward CCACCTGAACGTCTCTTCCTCCCAAGGGTG[C/TIGTGGCACCACCCTACACCTCCTCCTTCT
LTA 2847 rs1041981  A/C 6 forward ~AGCMCCCCAAGATGCATCTTGCCCACAGCA[A/CICCTCAAACCTGCTGCTCACCTCATTGGT
LTA 4545 rsl799724  TIC 6 forward TGGAAGTCGAGTATGGGGACCCCCMCTTAA[C/TIGAAGACAGGGCCATGTAGAGGGCCCCAG
LTB 2222 rs3093553  C/A 6  reverse  GAGCAGACTGTCTCTCCTTCCCCGCTTCAGIA/CJCCCTCAGGGGCTCCCAGCTCCCTGCTGC
LY96 440 rs1812615  T/A 8  reverse  GAGACTTTATCTCTAAAAAAATGGAAAAAIA/TITCACACTTCTGTTGTAAAATATTTTTACC
LY96 874 rs11465996 GI/C 8 forward  ACTGTTTACTTCAGATCTATAGGTGCAGCT[C/GITCTGGGCCATGATAATTTGATTTGTTGT
LY96 40185 rs11466004 T/C 8 forward TTTTGCTTGGAGTTTGTCATCCTACACCAA[C/TICTAATTCAAATTAGAATAAATTGAGTAT
MD1 2422 rs977785  AIC 6 forward CTAAAATTTGAGAAGTGAAACTGAACATCCIA/CJACTGCCTTGGTGAGGGGAGAGGAAGAAA
MD1 2889 rs3765286  CIT 6 forward RCAAAGAGTACAAGAAAGAGAAATTGAATCI[C/TIAAATATAGCCATTTACTAACACCACAGA
MD1 63232 rs5743650  T/G 6 forward CCGACCAATATTTGTGGCATGAATGAATAA[G/TITGAATGAATGGTAGGTGTAGATCAGGAA
NFKB1 37516 rs230525 GIA 4  forward ~ AAGATTACGGGAAAAGTGATTCTTGTTTAC[A/G]GAGCCCTCTTTCACAGTTTCATGTTTTT
NFKB1 39746 rs4648004  G/A 4  forward  AAAACAAGGGAGAGAGAGGCTCACTGGTCAJA/GITGGGTACTCAGGTATTGGGGAAGCCAGG
NFKB1 40198 rs4648006  T/C 4  forward  CAGTCACAAAATAATTTACAAATGAAACAA[C/TITTAGTGGGCATTAGATGTTCTTGTAGAA
NFKB1 40458 rs4648009  T/G 4  forward  AAGCTGTCATTGTTCCCTTAGCTTGTCATT[G/TITTCACTGAAAATTGAAATGGTTCTGCTG
NFKB1 94202 rs4648057  T/C 4  forward TTRCTACGTCAGAGGGCATGACATCTAATG[C/TICATCTGTTTTCCCAAAGAGTTSTACCAS
NFKB1 98030 rs4648075  A/G 4  forward  AACATTCCAAACACCATGCCTTCCATTCTT[A/G]JCTATTACTGAGATTGTATTTGCAAAGCC
NFKB1 105701 rs4648090  A/G 4  forward ~ AGCATAGAATCATGGCACTTTTGTTAATTGIA/GITTTCTATTGAGTACTTTATTTAAATTTC
NFKB1 114547 rs4648127  TI/C 4  forward ~ CCTTCARCTTCAGACCGTCTCCATTCCTGGIC/TITCCTCCACAGCACACTCCCCTGGCTGGC
NFKB1 114680 rs4648130  T/C 4  forward ~ AAGCCCAATACTGGCTRCATCTGTCAGWAGIC/T|GCTGCCATCTTCCAGGAGATTAAGACAA
NFKB1 114903 rs230547  TI/C 4  forward  CTCCCTTCAGTCCATTCTCTGCCCAACAGA[C/T|GGTATGATTCTTCTAAAAAATCAGTGAC
NFKB1 115543 rs4648141  A/G 4  forward ~ AACAAATCAGTCAATACCAAAATGATAGTY[A/GITGCCACTGGCATTAAAGTCTTAATATTC
NFKBIA 1665 rs2233409  T/C 14  reverse  TCGATCGTGGGAAACCCCAGGGAAAGAAGG[C/TITCACTTGCAGAGGGACAGGATTACAGGG
NFKBIA 4754 rs8904 T/IC 14  reverse  TGTTTGGAGGCCAGCGTCTGACGTTATGAGIC/T|GCAAAGGGGCTGAAASAACATGGACTTG
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NFKBIA 5519 rs3138055  G/A 14  reverse  GCTGTTTGGCCTGTGGTTGGAGACCTCTCCIA/G]TTGTCATTCTGTCATCCCGTTGATTTAA
NFKBIB 1198 rs17884442 TIA 19 forward CGGGGCAACTTATGTTCTTTGCAGCGAGGGIA/TICCTTAGCAACCAAGGTGCGAGAAACACG
NFKBIB 2243 rs2053071  G/C 19 forward ~ TTCCTCATTAATCTCTGATCCCTGAGGCTT[G/CICTAACCTCATACTCCTAAATCTGACTTC
NFKBIB 3130 rs12979755 TI/C 19 forward  TGTATGCCCAGTGATGCAAGCAGGGCCTGA[C/TICCAGGAGGCACTGAATATTGATCTCAAC
RAF1 46239 rs4684867  CIT 3 reverse  CAGGGCACTGACACCAGCCACTTAGTTCTG[C/T|GTAGTTTATTTTTTCAGTGCCAGTGACA
SNP
Gene Location dbSNP Alleles Chr Strand Flanking Sequence
RAF1 51933 rs5746195  CIT 3 reverse  GAAGGATATTTTCCCCCAATTAATATATCA[C/T|GGACTCCTCTCCATCCAGGTCATTATAA
RAF1 59734 rs2648367  G/A 3  reverse  ACTCTCCTTTTCATTGAATTCCCAATACATIA/GITATTATTTCCTGTTCCAAATTTTGTATG
RAF1 64217 rs2246390  T/C 3 reverse  AATAMATTCAATGAAGGAGATTATAAATGT[C/TIACTGTCATTTTTGGCACACTTGCATCAG
RAF1 64310 rs5746223  GI/A 3 reverse  CTCAAAAGACAAAAATTGGAAGTATGGTTAA/GITATGTTTATCTTTAAAAGATATGGAAAC
RAF1 79220 rs3729931  T/C 3 reverse  GTTAGGACTTGTTATTATCTGTTGTTCATT[C/TIACCCCCCATTAGCTCAGCTGTTTTCTTT
RAF1 79989 rs1051208  T/C 3 reverse  CCATGCTCAAGGCCCAGCCTTCTGTAGATG[C/T|GCAAGTGGATGTTGATGGTAGTACAAAA
RELA 8813 rs11227247 GIT 11  reverse  TCACCTCTAAATTAGCAAGATGTGTGTGCC[G/T|GTGCGAGGCTCAAAAACTGACAAGCTCT
RELA 10549 rs1049728  G/C 11  reverse  AGTTTTTACTGAACAATCAAAGCACTTGGA[G/CITCTTGCTCTTTCTACTCTGAACTAATAA
RELA 10906 rs10896027 CIG 11 reverse = CAGCTGAGAGTGGATGTCAAAGAGGGACTA[G/CJCCAGCGTCAGAGGTAAGAGAAACGATGT
STAT1 4377 rs10195683 A/G 2  forward  TCCATCTAGAAGGAAACTGAAGCTGTGGGTIA/GJAGGTCATCACAGCACAGCGTTTAGGAGA
STAT1 4798 rs36234022 CIT 2  forward  AGCACGTCCTTCTGATCGTTCTCTAAGATA[C/TIGTAAACAGAACGCCAGTTCCCAGCGTGG
STAT1 5450 GIA 2  forward  AAGAGGACTTGTGAAATATAATTTTCCTCT[A/G]JGAAGGCACTGCACCTTCCCATTTACCGT
STAT1 8902 rs36077929 A/G 2 forward  TGAAGAAAAATAAACCAGGGAAAAGAGAGAIA/GICATGTTTCCAGGGTGGGAGGTGGTTGCA
STAT1 9270 CIT 2  forward  CTCAAAATTCCTGGAGCAGGTTCACCAGCTI[C/TITATGATGACAGTTTTCCCATGGAAATCA
STAT1 28422 rs7562024  A/G 2 forward  GATGGATTTATAGCTTTCATCAGTTTCTCAJ|A/GJAGCAGTCCGTGATATAAATATCTGTGGA
STAT1 33177 rs2280232  GI/T 2  forward GCTCAGAGATTGACGTCCACTTGAGGGCAGIG/TITGGACCTGGAGTCACTGGGCCCAGCCTG
STAT1 33377 rs2280233  G/A 2  forward CAGACTGGTGTCCGCACCATGAGGCCACTGIA/G]GGAAACGTGCTTCTGCTCATGGACCCTG
STAT1 37953 rs3755312  CIG 2 forward  AAGTCAAGTATCAGTTACATTGAAGATCTA[G/C]JGGGTGATCTTGGGCACCTAGGTTGAACT
STAT1 40500 rs13010343 T/C 2 forward  CAGATCTTATACTTACCCCAAATGAGCCCC[C/TIGATAGGATTTAATAAACCACCACAAATG
STAT1 43236 rs17749316 CIG 2 forward  CCTTAAAGTTTTAGGAGGCTAAGCTGTCTA[G/CIJAAACACAGTAGAACTTTAATCCCCCCGA
STAT1 48027 rs7575823  A/G 2 forward AGGCAGCTGGGCAGAAGGCACTGGTGGGGA[A/GIGGTGAAGGGGTTCTTAGTAATTCTGCTT
STAT2 11773 rs4759016  G/T 12 reverse  GGCACAAACAAGGAAGAGGGGGATTTGGGA[G/TIATGGACAAAGGGAGATGGCGAGATCTGA
STAT2 15182 rs2066807  C/G 12 reverse = CCAGGAGCGCCGGCTGCTGAAGAAGACCATI[G/CITCTGGCACCTTTCTACTGCGCTTCAGTG
STAT3 47616 rs8069645  CIT 17  reverse  GAAGATCATGTTCAAAGACAGAAACAGAAA[C/TIGTGTATTCTTGGGAGAAGTGTAGAAAGT
STAT3 50838 rs2306580  C/G 17  reverse  TTTGAATTTTTTGACATACTTGCCCATGAG[G/CITTTTTGAAGGCATAGACCATGTCTTAGC
STAT3 60990 rs2293152  C/G 17 reverse  AGCTCCCCTTCACAAAGGGCCTCTGGCTGC[G/C]GGAGAGGGCTAGGGAGAGCCTCACAGGA
STAT3 65854 rs17881940 C/G 17  reverse  ACCCGCCCAGAAAAGGGATCCGGCCCATAG[G/CIGCTGTTCATTTGGGCCATGTCTACTGAG
STAT3 67661 rs8064496  CIT 17  reverse  GCAAAACACATTTGSGTGACTTCTAAATCCI[C/TITCCAGCTGAAGGATTGGTTTGCTTTGTT
STAT3 74526 rs17882369 A/C 17  reverse  GTTAAGGTGGGAATGAGAAAGGACCCTTCCIA/CIGAGGCAGGGTCCTCCAGGGAGGAGGGTA
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STAT4 13429 rs3024847 AT 2 reverse  CTTTAGGAATAACATTTTAAAAAGAGAAGGIA/TIACTTTGACAATAATTCAGTTCATTCAAC
STAT4 14441 rs932169 GIC 2 reverse  TCACATGCAAGATATCAATCGTAAAAGACT[G/CIGAATAAATTTTGAAACCAGCAATATACT
STAT4 14897 rs3024851  A/T 2 reverse  TAATACAAGCTGGCATTCCCGATCTATGTA[A/TIGCACACATGCAATGAAATGTAGATACTA
STAT4 19113 rs3024861  A/T 2 reverse  GGTATAAAAAGGAAGGTGGAGAGGAAAAACIA/TITCTGGCCTGATTTTATGTGACTATGCCC
STAT4 38829 rs3024877  AIG 2 reverse  TGACTATGYGCTCCTTGAAGGCAGGACACCIA/GITGAATSAATCAGTGCATGAATGAACAAA
SNP
Gene Location dbSNP Alleles Chr Strand Flanking Sequence
STAT4 39162 rs3024879  T/C 2 reverse  ATAAAGTAGAAAACCACAGAACCAAGAGTA[C/TITAAATTGAGTTAGTTCTGTAACAATAGC
STAT4 46178 rs925847  A/G 2 reverse  ATCTAAGGGCATGTGGAGGTCAAAGCCTTA[A/G]JAAATGAAGTGGTATGTCAGCAGTTCCTG
STAT4 48516 rs3024904  T/A 2 reverse  TGCATTTCTAGAACCCGGAGCCTCATCAATIA/TIATATATGAATAACAGTCAATGGCATAAT
STAT4 50631 rs3024912  G/T 2 reverse  CCTGCCCCAAGGCCAGTTCCTTTACTCCTT[G/TIGTGAGCGCCTAAATGCTTTTAGGGTGGA
STAT4 52147 rs3024919  A/C 2 reverse  TTGCAGCAGCAGCCCCAATCCCATGGCTCCIA/CICTAGGCATTACCCCAGAGAGGACACTCT
TIRAP 3846 rs8177349  A/G 11  forward  GCGGCTCCCCTTTCGCTTGCCTCGCTGGAAA/GIAGCCTGGCGCTCAGTGCGTTGTGGATAT
TIRAP 4346 rs8177352  GIA 11  forward  CATTTCCTGATTCAGAGCAATCAATAAAACIA/GITGACTACATCCCTGGCTTCTAACGCCAT
TIRAP 7482 rs595022  T/C 11  forward ~ CCCCATCACAAGGTTCTTAATCACAGCTGC[C/TIGAATCCCCTTTTGCCACGGAAGGTAACA
TIRAP 9537 rs646005 CIT 11  forward ~ GTCTTCTCTGGTTCCTGTACCCATTCCAACIC/TICTTTGCTCTGCCTCCTTTGCTGCTATGG
TIRAP 13365 rs7932766  T/C 11  forward ~ CCCCCTGCTGTYGGGCCTCAGCAGAGCTGC[C/T]TACCCACCTGAGCTCCGATTCATGTACT
TIRAP 14194 rs611953  A/G 11  forward  AAATGTGACAAGAGGTATAGGGAGTGAGTY[A/GJCAGCGCTTTGCTCGTGACCCTGGGATCA
TIRAP 15935 rs4937116  T/C 11  forward  CTTTGTGCCCTGAATTGCAGTCTCCCCTTC[C/TICCCACCAGAAATAACCAGCATTTTGAAT
TIRAP 16971 rs8177382 A/C 11  forward  TCAATAATACCCTACTCATATCTCTCACTCI[A/CICCACAAGATCATTTGAAGCAAACCTCAG
TLR1 1260 rs5743551  G/A 4  forward TGGGGAAAAACAGGAATTCAGAGTGCTGAGIA/GJAGCTTCCCTTACTGCCCTGCCCACTTCC
TLR1 1725 rs5743553 AT 4  forward ~ AGGCAGTCAGCTGGAATCCCATAGCTTTATIA/TITGCCCATTTATTGTGTTGTTATTTTGTT
TLR1 3076 rs5743567  TI/C 4  forward ~ AGGCCACTAACACTGTTCTGGGGAGCTAGA[C/TIGTGAGGTAGAATTGCAGGTTTTGAAAAT
TLR1 6165 rs5743594  T/C 4  forward ~ AGGATTTCAACATAAGAATTTCACAGGGCA[C/TJAAACATTCAAGCTATAACATCCATTGAA
TLR1 6752 rs5743599  T/C 4  forward  CATCCCAACACAGCTCCCTCTGTTCTCATA[C/TIGCCACTGGAATGCTGACCACAAAATGGT
TLR1 11040 rs4624663  G/A 4  forward  TAACTTTGATTTAAACAGTTCTGACACATA[A/G]GGGATCCACTTGTTTCTTTGCTATAACT
TLR2 7884 rs2083287  G/A 4  forward  ATATAAAAACTTGTCAGATGCACCTAAACT[A/GITTGCTTAAAGGAAACTTACAACCTTAAG
TLR2 21502 AIC 4  forward  AATATAGTGTGTTGCTGGTATAGGGATAGA[A/CIAAATGAACATTGGATCAGAATAGCACTG
TLR2 24212 rs3804099  C/T 4  forward TGAGCCAAAAAGTTTGAAGTCAATTCAGAA[C/TIGTAAGTCATCTGATCCTTCATATGAAGC
TLR2 24965 rs3804100  C/T 4  forward  TTTGAACTTATCCAGCACACGAATACACAGIC/TIGTAACAGGCTGCATTCCCAAGACACTGG
TLR4 851 rs2770150  G/A 9 forward TTGACACATGGTCTGCCTTCTGGAAGAGCA[A/GJCATAGAACCTAGATGTCTTTGATTAAGG
TLR4 7260 rs7864330  G/T 9 forward AGCAGACATACGAATGAAGATCTGCATGTT[G/T|GAACTCTGACTTTGCGCATATTACTTCA
TLR4 7764 rs1927911  A/G 9 forward  ATCACTTTGCTCAAGGGTCAATGAGCCAAGIA/GJAAAAGAATGCAGTTKTCAAAATCTGGGC
TLR4 9263 rs11536878 A/C 9 forward GGTGATAAATTATGTTTAAACTAAAGGTAA[A/CITAATTGTATTTTTCAGAAGAGGGGCCTT
TLR4 10478 rs1927907  T/C 9 forward  TTTTTTTTTCAAACAAGAAGTAGTTTTTCA[C/TIYAAACAATGTCTCTTATGTAATTCATCT
TLR4 15745 rs7869402  T/C 9 forward CACAGATGGCTGGGATCCCTCCCCTGTACCIC/TITTCTCACTGCCAGGAGAACTACGTGTGA
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TLR4 15844 rs11536889 CIG 9 forward GGGCAATGCTCCTTGACCACATTTTGGGAA[G/CIAGTGGATGTTATCATTGAGAAAACAATG
TLR4 17723 rs11536897 A/G 9 forward TTCTGCATAAGTGTGTTTATTCAAGCAAATI[A/G]TACAAGGCTCTGAGAAGGAAGATCAACA
TLR4 17828 rs1927906  CI/T 9 forward GCCTCCTTCCTATCAGTTCCCTCTCCCAGA[C/TIGGAAATTCTAGAAATGGCAGGTGAGGTG
TLR4 17923 rs11536898 A/C 9 forward AGGAGAAGAAAGAGTAAAGTCAGGCCTCAGIA/CICAGCCTCTTTTTAGCTCTTTAAATCCTC
TLR5 3048 rs5744105  GIC 1  forward CAGCAGGGCCATGGAAATCCCAGAAAGTCA[G/CITGAGCTGCTCAACAAAAGGCCCTAAACA
SNP
Gene Location dbSNP Alleles Chr Strand Flanking Sequence
TLR5 3645 rs5744109  CIT 1  forward CCNATGTGGTTTCATCAATTTTCTCCTGCA[T/CITTACCCAGCCCCTCCGAATTCTGAGAAG
TLR5 34054 rs5744168  A/G 1  reverse  TTCCTGGAAAAATTACAGACCTTGGATCTC[C/TIGAGACAATGCTCTTACAACCATTCATTT
TLR5 34655 rs2072493  GI/A 1  forward TTTGTGAATGTGAACTTAGCACTTTTATCA[A/GITTGGCTTAATCACACCANTGTCACTATA
TLR5 35403 rs1053954  G/A 1  forward  ACTCTCTCAACAGATACTAAAGAAAGAAAA[A/G]GAAAAGAAGAAAGNCAATAACATTCCGT
TLR6 1166 rs5743795  A/G 4  forward TGCAAGGTTTGTGTTATTTCAGGGCAAAACIA/G]TAGAGCAAGTCCACTGGCAAATCTGGGG
TLR6 2157 rs1039560  G/A 4  forward AGCCCTTGCTCAGGTGGCTGCAGCTAGTAT[A/GITTTGCCTTTAATTGTTTACAGCAAACAC
TLR6 3829 rs3775073  G/A 4  forward  CTGGAATTCTTTGGAATCTGGTAGACATAA[A/G]GAAAACTGCACTTGGGYTGAGAGTATAG
TLR7 5307 rs1634323  G/A X  forward  TGTTAAATGAAAAAAGCAAGCTAGAAATGGIA/GITAAGTACCGTGTATTCCTCATGTTTTTA
TLR7 6893 rs5743733  GIC X  forward ~CCCGCCATCACAGAAAGCCCCTCGCTCACA[G/CIJGTCTTGGCTCAAGCAACTCTTTGTCTTA
TLR7 7212 rs1634322 AT X forward  CATCTCAAGATAAATTTCCTTTTGCCAAGA[A/TITGCTGCTGAAAATAATCCATTGTAGCCA
TLR7 7335 rs179018 cIT X  forward  AAGGTGAGGGTTTCATTTGCTGGGGTGTAG[C/TIGGGTGGGAGAATTCCTTATTGCAATCAC
TLR7 9149 rs5743740  G/A X  forward  TCCCCTTTATTTTTTGTAACTTAGTAGTAGIA/G]TCATGCATAGCTTTTTATGTCGATACCC
TLR7 11629 rs179016 CIG X  forward ~ AACAAACCAATTTCTCTATGCCCCAAAACC[G/CICTAAGTAGCACAAAATAGAAACATTAGA
TLR7 20091 rs179010  T/C X  forward  GTTATACGGTTCCTCTGATTATGTATCACCIC/TJAGGCAGTGCCCTGACTCTACTACTATCT
TLR7 20241 rs1634319  CIT X  forward ~ CAAAAACAATCCAAGACAAGAGCCAGATTA[C/T|GGAATGTCAGTGCCAGAATGGCAGGAAT
TLR7 23236 rs864058  A/G X  forward TGTGTGGTTTGTCTGGTGGGTTAACCATACIA/G]JGAGGTGACTATTCCTTACCTGGCCACAG
TNF 282 rs1800629  A/G 6 forward AAATGGAGGCAATAGGTTTTGAGGGGCATGIA/G]GGACGGGGTTCAGCCTCCAGGGTCCTAC
TNF 1078 rs1800610  A/G 6 forward GCTGATAGGGAGGGATGGAGAGAAAAAAACIA/G]TGGAGAAAGACGGGGATGCAGAAAGAGA
TNF 1440 rs3093662  G/A 6 forward AGCTGTTGAATGCCTGGAAGGTGAATACACIA/G]GATGAATGGAGAGAGAAAACCAGACACC
TOLLIP 645 rs5743851  CIT 11  forward ~ AAGGCGTCCACCTGGGTACGCTTGTTTATA[C/TIGTAAGATAAAAGCCAAAAAACATCACGG
TOLLIP 1211 rs5743854  CIG 11 forward  CCTCCGGCAGGCAGCTGAGGGAAAGATCGC[G/CICTGCAGGGGATGTCGGGCCTGTCACTGC
TOLLIP 2662 rs5743856  G/A 11 forward  TCTCCTGAGAGTTGCCTGGCAGTTTCTTCT[A/GITAGCATTAATATTGCAGGAGAGCTGGTG
TOLLIP 2930 rs5743857  TI/C 11  forward ~ AGGCCAAGTGGGAGCTTACACGTCACATGGIC/T|GAAAGCAGCAAGAGAGTTGGGGGTGGGG
TOLLIP 5754 rs5743881  T/C 11  forward  GGTGTCGGCTGGCTGTCCTGAAACACAATTIC/TIGTGAAAGAAAGGCAAGTGAGATGCTTTT
TOLLIP 6671 rs5743890  G/A 11  forward ~ GCTGCCCGGCTAAAGAATAAATAAAGAAGA[A/G]GTTAATCATTGTCTGTGCCACCTCCGGA
TOLLIP 8937 rs5743899  G/A 11  forward ~ AGGCTGGCACTTCAGTCTCTGAAACCCTGCIA/GJCACTGAGGGGTCAGTCAGCTGGGCAGAG
TOLLIP 10552 rs5743911  G/A 11  forward ~ GGACTGCATGTGTTCAGGACTCCACGTCCT[A/G]JGGCTGAGCTGGGCTCTTCCGGGGCTCTG
TOLLIP 10905 rs5743915  T/C 11  forward ~ GAGACCTCTTTTCTTTCRTGTGGAAAGGTA[C/T|GCTGCAGTGGTTTAGAGCTCTGGCGTCA
TOLLIP 31878 rs3829223  A/G 11  forward ~ GAGGGCCAGTCGGCGCCACATCCCCTCATTI[A/G]TCAGCAGAGCAGGTTTCTCGGGACACCC
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TOLLIP 36047 rs5744034  CIT 11 forward ~ AAATSACATTTTGCAAGGCCTTTAATTAAA[C/TIAAGATTCTTCTTTCCTTCATTTTATGCT
TOLLIP 36848 rs5744038  G/A 11  forward ~ TCCCAGATTGAATTAGAGGAGGGAAGTCCCIA/G]GGTGCTCCTCCCTCAACAGTGGCAGTGG
TRAF2 138 rs10781520 G/A 9 forward TCACTGAGCCTGCAGGTGCGGACTTGGGACIA/GITTTCCATGGCTGCTTGCAGCAAACTCAG
TRAF2 26041 rsl7250841 T/C 9 forward GGGCTGGGGGACGGGACAGGGCTGTCTCCT[C/TJACCTCTTTCCACTTGTCTGTTAAATGTC
TRAF2 35927 rs17244180 A/G 9 forward CCCTTCATTTCTGAGTCCTGTCATCTAAGGIA/GJACCCAAACCCTGGAAGGTCCTAGAGGCC
SNP
Gene Location dbSNP Alleles Chr Strand Flanking Sequence
TRAF2 37779 rs10283820 A/G 9 forward AAGCAATGCTGGTGAACACAGCTTGTGTGC[A/G]JGCACGCGTGCAGGCTGAGGACAGGCAGA
TRAF2 41191 rs7852970  G/A 9 forward GGCACAGCCGGCTCACGGAGGGGCCACCACIA/GICTGGGCCAGGGTCTCACTGTACAAGTGG
TRAF6 973 rs5030409  T/C 11  reverse  TGCAGGTGGATTGACTTTCCAAGGCAACTG[C/T|CCTTCATACATCAACTGAGTGATACATC
TRAF6 1105 rs5030411  C/T 11  reverse  CTTTGACCTAGGAATGATATGCATCCTTCT[C/T|GTCATAGCTCACAGGCCAGAACTAGWCA
TRAF6 2288 rs331449 GIA 11  reverse  TAAGTATTTTACCTGAATCACACATTTATTIA/G]TAGGAAAAACCGGATTGGAACCAAGCAT
TRAF6 4115 rs5030419  G/C 11  reverse  CTCTGAGAGCAGATTACTATTACTGAATGT[G/CITTGTTACACAGGTTCCATGTAGAAACGA
TRIF 4839 rs4807000  T/C 19 forward = GCTCACACTTGCTGAACGTGACCGCAAGGGIC/TITGGGAAGAGAGCGCATGGGTGCGGGGCG
TRIF 5497 rs10404543 T/C 19 forward ~ TTCCTACCTCACACCCCATATTTCTCTCAA[C/TIGCCCTGRATTTCTCCCTGACACCCAAGG
TRIF 18230 rs10415014 TI/G 19 forward  CAGCTCCTGCAGAACCTGGAACAGTGAATS[G/T|GTAGGGGACACTGGGCGTGCAGAAGGCG
TRIF 20001 rs2292151  T/C 19 forward ~ AGCCCTGCGGGAACAGAGCCAACACCTGGA[C/TIGGTGAGCGGATGCAGGCGGCGGCACTGA
TTRAP 1319 rs3181227  T/C 6  reverse  AAGTCCCTCCCAGCCTTGGAACTGTCTCCA[C/TIGAGTCATAACCATACTTATCTATGTTTA
TTRAP 1456 rs3181228  A/G 6  reverse  ACAGGCGTACTAGAACACAACCTAACAAGA[A/GIATAATTATTCAAAGCTCACAACGGCACC
TTRAP 3004 rs6456628  T/G 6  reverse  TGAAACTTCGTAAAGATCTTTATTACCTGT[G/TICCTGGAATTTTTTTCTTTTCCCTTCCTT
TTRAP 3114 rs1061925  C/A 6 reverse  GCTTTTCCTGATGTCCTAAGTCTGGGTAAGIA/CJGTCCCCTTTTAGGTACTCTTATAGCATC
TTRAP 3418 rs17249862 CIT 6 reverse  TTGGTCTTTTCAGCTACACTGGCTTACAGA[C/TIGTGATAAGATATTTTCTTTAGGTTCCTT
TTRAP 10740 rs3212229  G/T 6 reverse  TGAAAGAAACATTGAAAGCATCTCTTAGTG[G/T|GTAGGACCATTGAAGTCTCTCAATATGG
TTRAP 11170 rs3212231  CIA 6  reverse  TCAGTGAAAGAGATAAATCAAAGTTGGTCTIA/CITTGGGACATAGAGAGGAAAAAGCACAAA
TTRAP 14691 rs3181238  G/A 6  reverse  TTTAAATGCAGATAGAATTCTCAGTCTATT[A/GITTTTCTTAAGAATATTTGAGTTTGCTGA
TTRAP 17823 rs3181245  CIG 6  reverse  GTTAGTGGGCAAAAGGCTATGTGTATCTTA[G/CIAGAGTATTCTTCTTCTTTTCAGGTTACC
TTRAP 18382 rs3087943  C/T 6  reverse  AAAGCCTGTCAGAGTTTTCAACGGTGCTTA[C/TIJAGCTGCCAGCTGGATTCCAAACAGGTAC
TTRAP 18472 rs707887 GIA 6 reverse  TCCATTCAGGCACCGAAATAGTTAATATTTIA/G]JAAATAAGTCTTCAAAAGAAAACATAAGA




