Supplementary Table1 The frequency of genotypes and alleles of the tested SNPs in the First Stage (478 cases and 662 controls)

Nearest SNP Genotype Case freq Control freq Pvalue OR(95%Cl) Statistical

gene(s) /Allele Power
ILTA- rs3783550 GG 212 0.446 293 0.446 0.991 1.001 (0.790-1.270)
IL1B GT 218 0.459 289 0.440 0.524 1.080 (0.852-1.369)
TT 45 0.095 75 0.114 0.295 0.812 (0.550-1.199)

G 642 0.676 875 0.666 0.622 1.046 (0.875-1.249) 0.867
RIPK2 rs2230801 CcC 0 0.000 1 0.002 1 1.002 (0.999-1.005)
CT 15 0.031 21 0.032 0.965 0.985 (0.502-1.931)
TT 462 0.969 636 0.967 0.852 1.065 (0.547-2.076)

C 15 0.016 23 0.017 0.748 0.898 (0.466-1.730) 0.230
ADO- rs1509966 AA 27 0.056 48 0.073 0.261 0.757 (0.465-1.232)
EGR2 AG 167 0.349 254 0.388 0.186 0.848 (0.663-1.083)
GG 284 0.594 353 0.539 0.064 1.252 (0.987-1.590)

A 221 0.231 350 0.267 0.051 0.825 (0.679-1.001) 0.614
ADO- rs7075773 CC 355 0.746 457 0.696 0.064 1.284 (0.985-1.673)
EGR2 CT 111 0.233 181 0.275 0.108 0.800 (0.609-1.051)
TT 10 0.021 19 0.029 0.451 0.721 (0.332-1.564)

T 131 0.138 219 0.167 0.059 0.798 (0.631-1.009) 0.738
THADA rs10176241 AA 201 0.421 310 0.473 0.087 0.813 (0.641-1.031)
AG 226 0.474 274 0.418 0.060 1.255 (0.990-1.592)

GG 50 0.105 72 0.110  0.791 0.950 (0.648-1.391)
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A/T 210 0.444 318 0.481 0.217  0.861 (0.680-1.092)

1T 115 0.243 128 0.194 0.045* 1.338(1.006-1.779)

T 440 0.465 574 0.434 0.144  1.133(0.958-1.340) 1
FUTZ2 rs601338 AA 0 0.000 1 0.002 1 1.002 (0.999-1.005)

AG 10 0.021 11 0.017 0.658  1.261 (0.531-2.995)

GG 467  0.979 647 0.982 0.828  0.866 (0.371-2.022)

A 10 0.010 13 0.010 1 1.063 (0.464-2.435) 0.204

SNP, single-nucleotide polymorphism; BD, Behcet's disease; OR, odds ratio; 95 % Cl, 95 % confidence interval;, * : P< 0.05, Pc>0.05;
Statistical power was estimated from effect size in the original Turkish data sets, allele frequency and sample size in the Chinese Han

populatio



Supplementary Table 2 Main effects of SNPs identified in this study on clinical feature risk of BD

Clinical Genotype/ BD BD Statistical
SNP features Allele with freq without Freq  Pvalue OR(95%CI) Power
913678 Ccnta n=685 n=551
ulcer

CC 371 0.542 285 0.517 0.394 1.103 (0.881-1.381)

CT 262 0.382 221 0.401 0.505 0.925(0.735-1.164)

TT 52 0.076 45 0.082 0.708 0.924 (0.609-1.400)

C 1004 0.733 791 0.718 0.404 1.079 (0.903-1.288) 0.134
Arthritis n=223 n=1013

CC 105 0.471 551 0.544 0.048* 0.746 (0.558-0.998)

CT 97 0.435 386 0.381 0.135 1.250 (0.932-1.677)

TT 21 0.094 76 0.075 0.336 0.282 (0.772-2.127)

C 307 0.688 1488 0.734 0.048* 0.799 (0.639-0.998) 0.505
Ieili((l)rr]]s n=926 n=310

CC 488 0.527 168 0.542 0.648 0.942 (0.728-1.219)

CT 366 0.395 117 0.377 0.578 1.078 (0.827-1.405)

TT 72 0.078 25 0.081 0.870 0.961 (0.598-1.544)

C 1342 0.725 453 0.731 0.771 0.970(0.791-1.190) 0.059
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Skin

lesions n=931 n=307
GG 114 0122 43 0.140 0.421 0.857 (0.587-1.249)
GA 437  0.469 146 0.476  0.851 0.976 (0.753-1.263)
AA 380 0.408 118 0.384 0.461 1.105 (0.848-1.439)
A 1197 0.643 382 0.622 0.355 1.093 (0.905-1.320) 0.153

Positive

pathergy n=47 n=1191

test

GG 5 0.106 152 0.128 0.825 0.814 (0.317-2.089)
GA 28 0.596 555 0.466 0.080 1.689 (0.933-3.057)
AA 14 0.298 484 0.406 0.137 0.620 (0.328-1.170)
A 56 0.596 1523 0.639 0.388 0.831 (0.546-1.265) 0.144

OR, odds ratio; NS, not significant; 95 % Cl, 95 % confidence interval; *: P< 0.05, Pc>0.05; Statistical power was estimated from effect size,

allele frequency and sample size in this study.



