S2 Table. Comparison results of SNPs distribution in dominant, recessive, and additive models

_ Dominant 2 Recessive Additive 2 Dominant Recessive Additive

SNPs L-ocation P Vvalue FDR* PValue FDR* PValue FDR* PValue FDR* PValue FDR* P Value FDR*
DMA rs1050391 intron(C>T) 852x10" 098 2.95x10" 0.80 6.09x<10" 0.81 2.56x10" 092 156x10" 0.77 6.66<10" 0.99
DMA rs1063478 Missense(C>T)  4.58x10"  0.77 8.15x102  0.80 9.01x<10" 0.96 5.33x10" 092 356x10" 0.77 8.64x10" 0.99
DMAs3135029  5'mear gene(C>A) 8.64x10" 098 1.33x10"  0.80 5.16x10"  0.81 249<10" 092 1.06x10" 077 7.26x10" 0.99
DMB rs23544 intron(G>A) 9.83x10" 098 7.03x10"  0.92 842x10" 095 7.19x<10" 093 7.25x10" 093 6.64<10" 0.99
DMB rs2071556 intron(C>A) 8.03x10" 098 8.01x10" 0.92 9.60x10" 0.99 4.65x<10" 092 4.26x10" 077 3.57<10" 0.94
DOA rs408036 3UTR(G>A) 3.71x10" 066 1.97><10" 0.80 1.91x10" 0.42 3.26x10" 092 1.97x<10" 077 9.87<10" 0.99
DOA rs3128935 3UTR(T>C) 5.95x10%  0.34 554x100 092 652x10% 042 3.14x10° 053 6.20<102 077 1.17<10° 0.26
DOA rs3129304 3UTR(A>G) 6.77<10"  0.89 4.70<10"  0.92 8.32x10" 095 6.37<10"7 093 9.32x<10" 098 6.43<10" 0.99
DOA rs376892 3UTR(C>T) 3.25x10"  0.65 1.28x10" 0.80 1.61x10"  0.42 7.65x<10" 093 7.51x<10" 093 7.13x10" 0.99
DOA rs369150 intron(G>A) 6.26<10"  0.89 8.15x10"  0.92 6.43x10" 0.81 8.20x<10" 093 2.25x10" 077 6.54<10" 0.94
DOA 586567 intron(A>C) 7.35x100 093 4.68<10"  0.92 859x10" 0.95 7.19x<10" 093 2.76x10" 077 7.10<10" 0.94
DOA 152284191 intron(G>A) 9.66<10" 098 1.66x10" 0.80 6.29x10"  0.81 5.24x<10" 092 9.79x<10" 098 8.95x10" 0.99
DOA rs6913008 intron(C>T) 1.05%10"  0.34 6.50x<10"  0.92 1.33x10" 042 8.99x<10"7 093 350x107 077 6.50x10" 0.94
DOA 52582 3UTR(C>A) 558107  0.34 9.20<10"  0.95 1.05x10" 0.42 6.58<10" 093 5.93x10" 0.88 8.71<10" 0.99
DOA rs416622 3UTR(G>A) 7.88x107  0.34 6.42x10"  0.92 1.29x10"  0.42 7.96x10" 093 7.42x<10" 093 9.83x10" 0.99
DOA rs453779 intron(C>T) 8.26x10°  0.34 525x10" 0.92 1.15x10" 0.42 5.98<10" 092 8.99<10" 098 7.41<10" 0.99
DOA 151044429 3UTR(G>A) 8.91x10%  0.34 7.36x10"  0.92 6.39x10"  0.81 9.03x<10" 093 2.08x<10" 077 2.24x10" 0.99
DOB rs2857111 intron(A>G) 6.52x10"  0.89 7.62x10"  0.92 6.26x10"  0.81 2.48x10" 092 6.16x10"  0.88 2.45x10" 0.99
DOB rs11244 3UTR(C>T) 1.03x10"  0.34 3.35x10"  0.80 8.43x10% 042 9.33x10% 093 3.10x<10% 077 7.64x10" 0.99
DOB rs1383258 intron(G>A) 2.76<10" 063 1.08<10"  0.80 6.01<10" 0.81 5.27x<10" 092 9.80<10" 098 4.57x10" 0.99
DOB 152071469 5UTR(A>G) 7.42x10"  0.03 3.43x10" 0.01 519x10° 0.00 9.17x<10" 093 4.14x<10" 077 7.88<10" 0.99
DOB 152071472 intron(G>A) 527x10%  0.78 3.44x10"  0.80 3.49x10" 0.66 2.38x<10"  0.92 6.09x<10"  0.88 5.69<10" 0.94
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0.94
0.99
0.94
0.94
0.99
0.94
0.94
0.94
0.26
0.94
0.99

# HCV infected cases (including both resolvers and chronic cases) versus uninfected subjects; Logistic regression analyses adjusted for age, gender, and high-risk

population.

® HCV chronic cases versus HCV resolvers; Logistic regression analyses adjusted for age, gender, high-risk population, and viral genotype.

* FDR, false discovery rate; Multiple testing: using FDR.
* For rs7383287, GG homozygote was rarely seen in HCV-infected subjects, therefore the recessive model was not able to be used here.



