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Coding nonsynonymous SNPs (cns)

Coding synonymous SNPs (cs)

WIAF  Gene Location p n WIAF  Gene Location p n
10547 CYP21 6p21 1 82 10522 AHC unk. 2 86
10549  FSHR chr2 3 82 10525 AR chr2 1 84
10554  GNRHR 8p21 3 86 10529  CYP11B1 unk. 3 84
10557  DRL 5031 1 86 10540  CYP17 unk. 3 80
10568  CYP11B1 unk. 1 86 10548  FSH 11p13 3 86
10591  GH1 17q22 1 86 10552 GHR unk. 3 86
10605 GHR 5p13 1 86 10555  GNRHR 8p21 1 86
10624  CYP11A unk. 1 86 10560  GRL 5q31 3 78
10625  FSH unk. 1 86 10563  PTH unk. 2 86
10638  CYP11B2 8q21 3 86 10566  CGA unk. 2 82
10651  IGF1 unk. 1 86 10582  CYP21 6p21 1 86
10667  SHBG 17p13 2 86 10614  FSHR chr2 1 86
10726  HSD3B2 1p13 1 86 10637  CYP11B2 8q21 3 86
10753  BDNF 11p13 3 72 10658  PACE 15425 3 80
10780  DRD3 3913 3 74 10668  SHBG 17p13 1 86
10791  COMT 22q11 3 70 10724 PRL 6p22 1 86
10793  DBH 9934 2 70 10733 PCL unk. 1 86
10800  NGFB 1p13 3 74 10759  DRD2 1123 3 74
10801  ADORA2 22q11 1 74 10766  DRD5 4p16 3 74
10826  DRDS 4p16 2 74 10768  GRIN1 unk. 3 74
10842  NTRK1 unk. 1 74 10773 NTRK1 unk. 3 74
10846  HTRI1D 1p36 1 78 10792 COMT 22q11 3 70
10862  SLC6A4 unk. 1 74 10803  DRD1 5035 1 74
10865 TH unk. 3 74 10827  GAP43 unk. 1 70
10870  HTRIE 6q14 1 74 10848  HTRI1DB 6q13 3 74
10879  CNTF 11q12 1 74 10853  HTR2A unk. 3 74
10898 HTR2A unk. 2 76 10855  HTRSA 7936 2 78
10949 CETP unk. 3 114 10856 NT3 12p13 3 72
10952  F2 11p11 1 128 10859  SLC6A3 unk. 1 58
10958  F2R unk. 1 106 10866 TH unk. 2 78
10060 F3 unk. 1 86 10869  HTRIE 6q14 1 74
10971  HCF2 22q11 1 106 10888  SLC6AL unk. 1 78
10975 HMGCR unk. 1 114 10895  HTRID unk. 1 74
11004  TFPI unk. 1 100 10897 HTRIEL 3p12 1 74
11020  Clanalog unk. 1 76 10904 HTR6 unk. 1 72
11030 ITGA2B 17921 1 112 10045 AT3 1923 3 106
11033 ITGB3 unk. 1 106 10962 F5 1q23 2 126
11035 LDLR unk. 1 126 10970 HCF2 22q11 1 106
11036  LPL 8p22 1 126 10981 LCAT 16922 1 128
11041 PTAFR unk. 1 114 10996 LDLR unk. 3 126
11062 F5 1923 1 108 10997 LPL 8p22 2 126
11070 FGA unk. 3 108 10998 PROC 2q13 3 108
11071 FGB unk. 3 108 11003 TBXA2R 19p13 3 112
11074 PCI chri4 2 102 11009 ITGB3 unk. 3 106
11082 APOD 3026 1 108 11017 CETP unk. 1 114
11085  F13A1 unk. 1 108 11022  CLanalog unk. 2 76
11102 F11 unk 1 108 11025 F2 11p11 1 126
11117 F7 1931 1 104 11027 F2R unk. 1 106
11179  F13B 1g31 1 108 11031  ITGA2B 17921 2 112
11200 ANX3 unk. 1 108 11045 F10 unk. 3 104
11203  F10 unk. 1 108 11048  F11 unk. 3 106
11215  LIPC unk. 3 104 11051  F13A1 unk. 2 108
11227  SELP 1q23 1 106 11056  F13B 1q31 3 106
11236 TBXAS1 unk. 1 106 11067  F7 13q34 2 108
11294  VLDLR unk. 1 106 11079 ANX3 unk. 1 108
11301 PAI2 unk. 1 9% 11099  APOD 3026 1 108
11304 GP1BA 17p12 1 98 11193  FGA 4928 1 108
11311 MPL unk. 1 104 11207 FGB unk. 1 106
11325  CD36 unk 1 90 11216  LIPC unk. 3 106
11339 PAIL 7921 1 106 11218 PAIL 7921 1 106
11224  PROS1 3pl1 3 106
11232  SELP 1923 3 98
11241  VLDLR unk. 1 106
11244 PAI2 18q21 1 98
11326 GP9 3q21 1 86
11332 TBXAS1 7932 1 106
11431  GABRBL unk. 1 40
11449  HTRIA 5q11 2 28

Noncoding SNPs near genes (nc)

WIAF  Gene Location P n

10561  GRL unk. 1 86
10562 PTH unk... 3 86
10620  GH1 17q22 1 86
10650  HSD3B2 unk... 2 82
10656  IGF1 unk. 1 84
10657  IGF2 11p15 1 80
10660  PCl unk. 3 82
10695 PACE 15425 3 82
10700  PTHLH unk. 3 86
10762  DRD2 11923 3 74
10770 NGFB 1p13 3 74
10778  COMT 22q11 3 70
10843  HTRIA unk. 3 78
10849  HTRIDB 6q13 2 78
10857  SLC6AL unk. 3 72
10864  SLC6A4 unk. 3 72
10900  HTR2A unk. 1 74
10972 HCF2 22q11 2 104
11029  HMGCR unk. 1 114
11078  ANX3 unk. 2 104
11220 PAI2 1821 1 104
11237 LIPC unk. 1 106
11346 F5 1923 1 108
11438 GABRBL unk. 2 38
11490  TBXAS1 unk. 2 34
11566  THPO 3927 3 28
11576  F10 unk. 1 38
13040  CYP21 6p21 1 82
13068  DYP11B2 821 3 56
13073  CYP11B1 unk. 2 70
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