Supplementary Data.

Annex 1. Keywords and database search equations

PubMed. Mesh terms with free words were combined following the PICO research model. The final
equation included:

(hepatitis b[tiab] OR hepatitisb[tiab] OR hbv[tiab] OR "Hepatitis B"[Mesh] OR "Hepatitis B
virus"[Mesh]) AND (polymorphism*[tiab] OR Allele*[tiab] OR SNP[tiab] OR SNPSJtiab] OR genetic
variant*[tiab] OR host genetic*[tiab] OR Gene frequenc*[tiab] OR genetic variation*[tiab] OR genetic
variabilit*[tiab] OR genetic heterogeneit*[tiab] OR genetic predisposition*[tiab] OR Genetic
factor*[tiab] OR genetic diversit*[tiab] OR genetic susceptibilit*[tiab] OR immunogenetic*[tiab] OR host
genetic*[tiab] OR Allele frequenc*[tiab] OR Human genetic*[tiab] OR Genetic resistance*[tiab] OR
"Polymorphism, Genetic"'[Mesh] OR "Genetic Variation"[Mesh:NoExp] OR "Alleles"[Mesh] OR "Gene
Frequency"[Mesh] OR "Genetic Predisposition to Disease"[Mesh]) AND (Disease progression[tiab]
OR Persisten*[tiab] OR Chronicit*[tiab] OR Clearance*[tiab] OR Spontaneous*[tiab] OR
Recover*[tiab] OR Seroclearance*[tiab] OR Remission*[tiab] OR Disease Exacerbation*[tiab] OR
Resolved[tiab] OR Resolution*[tiab] OR viral load*[tiab] OR susceptibilit*[tiab] OR disease
evolution*[tiab] OR disease predisposition*[tiab] OR chronic disease*[tiab] OR disease
resistance*[tiab] OR disease course*[tiab] OR "Disease Progression"[Mesh] OR "Viral Load"[Mesh]
OR "Disease Susceptibility"[Mesh] OR "Chronic Disease"[Mesh] OR "Disease Resistance"[Mesh])

Embase. Emtree terms with free words were combined, following the PICO research model. A
selection was performed through NOT and NEAR options to avoid missing pertinent articles. Final
equation included:

((hepatitis NEXT/1 b):ab,ti OR hbv:ab,ti OR hepatitisb:ab,ti OR 'hepatitis b'/exp OR ‘hepatitis b
virus'/exp) AND (polymorphism*:ab,ti OR allele*:ab,ti OR snp:ab,ti OR snps:ab,ti OR (genetic NEXT/1
variant*):ab,ti OR (host NEXT/1 genetic*):ab,ti OR (gene NEXT/1 frequenc*):ab,ti OR (genetic
NEXT/1 variation*):ab,ti OR (genetic NEXT/1 heterogeneit*):ab,ti OR (genetic NEXT/1
predisposition*):ab,ti OR (genetic NEXT/1 factor*):ab,ti OR (genetic NEXT/1 diversit*):ab,ti OR
(genetic NEXT/1 susceptibilit*):ab,ti OR immunogenetic*:ab,ti OR (allele NEXT/1 frequenc*):ab,ti OR
(human NEXT/1 genetic*):ab,ti OR (genetic NEXT/1 variabilit*):ab,ti OR (genetic NEXT/1
resistance*):ab,ti OR 'genetic polymorphism'/exp OR 'genetic variability'/exp OR 'allele'/exp OR 'gene
frequency'/exp OR 'genetic predisposition'/exp) AND ((disease NEAR/3 progression*):ab,ti OR
persisten*:ab,ti OR chronicit*:ab,ti OR clearance*:ab,ti OR spontaneous*:ab,ti OR recover*:ab,ti OR
seroclearance*:ab,ti OR remission*:ab,ti OR (disease NEXT/1 exacerbation*):ab,ti OR resolved:ab,ti
OR resolution*:ab,ti OR (viral NEXT/1 load*):ab,ti OR susceptibilit*:ab,ti OR (disease NEXT/1
evolution*):ab,ti OR (disease NEXT/1 predisposition*):ab,ti OR (disease NEXT/1 course*):ab,ti OR
(chronic NEAR/3 disease*):ab,ti OR (disease NEXT/1 resistance*):ab,ti OR 'disease course'/exp OR
‘virus load'/exp OR 'disease predisposition‘/exp OR 'chronic disease'/exp)

ISI Web Of Science. This database only use free words. The option of exclusion of The Medline
results from Embase was used. This was possible because of the use of suitable keywords between
Embases and ISI Web Of Science. Final equation included:



TS=(("hepatitis b" OR hbv OR hepatitisb) AND (polymorphism* OR allele* OR snp OR snps OR
"genetic variant*" OR "host genetic*" OR "gene frequenc*' OR "genetic variation*" OR "genetic
heterogeneit*" OR "genetic predisposition*" OR "genetic factor*" OR "genetic diversit*" OR "genetic
susceptibilit* OR immunogenetic* OR "allele frequenc*' OR "human genetic*" OR "genetic variabilit*"
OR "genetic resistance*’) AND ((disease NEAR/3 progression*) OR persisten* OR chronicit* OR
clearance* OR spontaneous* OR recover* OR seroclearance* OR remission* OR "disease
exacerbation*" OR resolved OR resolution* OR "viral load*" OR susceptibilit* OR "disease evolution*"
OR "disease predisposition*" OR "disease course*" OR (chronic NEAR/3 disease?))).



Figure S1. Meta-analysis for the association of SNPs in CCR2 and chronic hepatitis B

Study OR (95% Cl) Nca Net

CCR2_rs1799864

Cheong, J. Y. et al. 2007 —=— 0.93 (0.71-1.22) 607 350
Thio, C. L. et al. 2007* —— 0.70 (0.42-1.15) 189 336
Overall fixed 0.87 (0.69-1.09) 796 686

Overall random 0.87 (0.69-1.09) 796 686

12 0%, P=.3174

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance. For studies marked with a *, genotypes were recalculated based on allele frequencies,
assuming Hardy-Weinberg equilibrium.



Figure S2. Meta-analysis for the association of SNPs in CCR5 and chronic hepatitis B

Study OR (95% CI Nca  Nct

CCRb5_ rs1799987

Ahn, S. H. et al. 2006 —— 0.46 (0.31-0.69) 349 243
Cheong, J. Y. et al. 2007 ——] 1.03 (0.74-1.42) 607 350
Thio, C. L. et al. 2007* = 1.20 (0.81-1.81) 189 336
Chen, D. Q. et al. 2010  —t 0.78 (0.57-1.08) 304 361
Overall fixed 0.83 (0.70-0.98) 1449 1290

Overall random 0.82 (0.56-1.20) 1449 1290

12 79.3% , P=.0023

CCR5_rs333
Thio, C. L. et al. 2007* I—.—I 0.52 (0.31-0.85) 180 337
Thio, C. L. et al. 2008* I—.—I 0.51 (0.34-0.78) 182 316
Overall fixed 0.51 (0.38-0.70) 372 653
Overall random 0.51 (0.38-0.70) 372 653

2 0%, P=.9924

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance. For studies marked with a *, genotypes were recalculated based on allele frequencies,
assuming Hardy-Weinberg equilibrium.



Figure S3. Meta-analysis for the association of SNPs in CTLA4 and chronic hepatitis B

Study OR (95% CI) Nca Nct
CTLA4_rs231775
Thio, C. L. etal. 2004 (1)* 0.67 (0.47-0.94) 229 414
Thio, C. L. et al. 2004 (2)* 0.68 (0.44-1.05) 145 255
Chen, D. Q. etal. 2010 0.94 (0.68-1.29) 304 361
Chen, M. etal. 2014 1.04 (0.75-1.44) 908 204
Overall fixed 0.84 (0.71-0.99) 1586 1234
Overall random 0.83 (0.66-1.04) 1586 1234
12 42.8% , P=.1547
CTLA4_rs3087243
Thio, C. L. et al. 2004 (1)* 1.48 (0.99-2.23) 185 332
Thio, C. L. et al. 2004 (2)* 1.45 (0.98-2.17) 189 337
Chen, D. Q. etal. 2010 1.24(0.90-1.71) 304 361
Chen, M. etal. 2014 0.85(0.62-1.17) 909 203
Overall fixed 1.18 (1.00-1.40) 1587 1233
Overall random 1.21 (0.93-1.57) 1587 1233
12 57.6% , P= .0696
CTLA4_rs733618
Thio, C. L. et al. 2004 (1)* — 0.57 (0.31-1.00) 186 332
Thio, C. L. et al. 2004 (2)* —:— 0.65 (0.37-1.12) 190 338
Chen, D. Q. etal. 2010 1.16 (0.84-1.60) 304 361
Overall fixed 0.88 (0.70-1.12) 680 1031
Overall random 0.79 (0.49-1.27) 680 1031

12 70.5% , P=.0338

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance. For studies marked with a *, genotypes were recalculated based on allele frequencies,
assuming Hardy-Weinberg equilibrium.



Figure S4. Meta-analysis for the association of SNPs in FAS and chronic hepatitis B

Study OR (95% CI) Nca Nt

FAS_ rs1800682

Jung, Y. J. et al. 2007 HIH 0.98 (0.74-1.29) 647 427
Mohammadi, A. et al. 2015 [ - | 0.94 (0.33-2.52) 125 26
Overall fixed 0.97 (0.75-1.26) 772 453
Overall random 0.97 (0.75-1.26) 772 453
12 0%, P=.9436
FAS_ rs2234767
Jung, Y. J. et al. 2007 HIH 0.98 (0.75-1.28) 652 428
Mohammadi, A. et al. 2015 I - | 0.88 (0.33-2.55) 125 26
Overall fixed 0.97 (0.76-1.25) 777 454
Overall random 0.97 (0.76-1.25) 777 454
12 0%,P= 812
| | | | I
2 5 1 2 5

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance.



Figure S5. Meta-analysis for the association of SNPs in FASL and chronic hepatitis B

Study OR (95% CI) Nca Nct

FASL_rs763110

Jung, Y. J. et al. 2007 }—‘—| 0.90 (0.70-1.17) 619 414
Mohammadi, A. et al. 2015 () 125 26
Overall fixed 0.82 (0.64-1.05) 744 440

QOverall random 0.26 (0.01-5.64) 744 440

12 79.5% , P=.0273

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. I° represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance.



Figure S6. Meta-analysis for the association of SNPs in GNLY and chronic hepatitis B

Study OR (95% Cl) Nca  Nct

GNLY_ rs11127

Park, G. H. et al. 2012 I—.—'l 0.62 (0.36-1.07) 206 107

Hou, S. H. et al. 2015 = 082(058-1.16) 310 295
Overall fixed 075 (057-1.00) 516 402
Overall random 075(057-100) 516 402

12 0%,P=.3792

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance.



Figure S7. Meta-analysis for the association of SNPs in IFNAR1 and chronic hepatitis B

Study OR (95% ClI) Nca Nct

IFNAR1_rs2843710

Zhou, Jie et al. 2007 I—l—l 0.70 (0.46-1.08) 320 148

Phuengwas, Sudtida et al. 2015 I—O—l 0.97 (0.64-1.48) 255 176
Overall fixed 0.83 (0.62-1.10) 575 324
Overall random 0.83 (0.61-1.14) 575 324

12 17.2% , P=.2719

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance.



Figure S8. Meta-analysis for the association of SNPs in IFNAR2 and chronic hepatitis B

Study

IFNAR2_ rs2229207

Chen, D. Q. etal. 2010

Romporn, S. et al. 2013

Overall fixed

Qverall random

12 50.5% , P=.1551

OR (95% Cl)

Nca

Nct

1.05 (0.72-1.54)

0.71 (0.47-1.08)

0.88 (0.67-1.15)

0.87 (0.60-1.28)

304

227

531

531

361

170

531

531

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a

dominant mode of inheritance.
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Figure S9. Meta-analysis for the association of SNPs in IFNG and chronic hepatitis B

Study OR (95% CI) Nca Nct

IFNG_ rs2430561

Ben-Ari, Z. et al. 2003 | - | 0.30 (0.05-1.51) 56 10
Cheong, J. Y. et al. 2006 HH 0.95 (0.63-1.44) 413 201
Peng, X. M. et al. 2007 . 0.70 (0.42-1.16) 340 100
Ribeiro, C. S. S. et al. 2007 I - i 0.32(0.05-1.72) 30 40
Gao, Q. J. et al. 2009 —a— 0.41(0.18-0.94) 69 74
Conde, S. R. et al. 2013 —a— 1.07 (0.52-2.20) 53 97
Overall fixed 0.75 (0.59-0.97) 961 522
Overall random 0.71 (0.50-1.00) 961 522
12 35.5% , P=.1703
| | | | |
01 5 1 2 10

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. |1° represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance. For studies marked with a *, genotypes were recalculated based on allele frequencies,
assuming Hardy-Weinberg equilibrium.
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Figure S10. Meta-analysis for the association of SNPs in IFNGR1 and chronic hepatitis B

Study OR (95% CI) Nca Nct

IFNGR1_rs2234711

Cheong, J. Y. et al. 2006 = 1.08(0.72-1.60) 413 201
Zhou, J. et al. 2009 =] 141(1.00-1.98) 361 256
Overall fixed 1.26 (0.98-1.61) 774 457

Overall random 125(0.97-1.62) 774 457

12 6.42% , P=.3013

1

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. |1° represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance.
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Figure S11. Meta-analysis for the association of SNPs in IFNL and chronic hepatitis B

Study OR (95% Cl) Nea Net

IFNL_ rs12979860

Martin, M. P. et al. 2010 —a— 0.89 (0.63-1.25) 226 384
Li, W. et al. 2011* —— 1.10 (0.58-2.08) 203 203

Peng, L. J. etal. 2012 —_—— 1.38 (0.81-2.45) 651 226
Ren, S. etal 2012 1.16 (0.52-2.79) 239 43

Kim, S.U. etal. 2013 ¢ 4 0.42 (0.18-0.92) 154 220
Lee, D. H. etal. 2013* —a— 1.08 (0.74-1.59) 1036 403
Al-Qahtani, A A. et al. 2014 —— 1.27 (0.96-1.70) 816 285
Conde, S. R. et al. 2014 b - 4 1.13 (0.55-2.34) 65 97
Karatayli, S. C. etal. 2015 —— 1.50 (0.98-2.30) 473 117
Kimkong, |. etal. 2015 —_——y 0.71(0.37-1.38) 211 164
Liao, Y. et al. 2015 (1)* —_—— 1.10 (0.71-1.69) 198 235
Liao, Y. et al. 2015 (2)* —— 1.15 (0.78-1.69) 458 486

Overall fixed 1.10 (0.97-1.24) 4730 2863

Overall random 1.09 (0.94-1.26) 4730 2863

12 21.5% , P= 2327

IFNL_ rs12980275

Li, W. et al. 2011* —a— 1.05 (0.55-2.01) 203 204

Ren, S. etal. 2012 1.02 (0.39-3.19) 239 43

Kim, 8. U. etal. 2013 —_— 0.58 (0.30-1.09) 203 243

Lee, D. H. et al. 2013* —a— 1.15 (0.80-1.67) 1035 403
A-Qahtani, A. A etal. 2014 —— 0.68 (0.51-0.89) 821 304
Karatayli, 8. C. etal. 2015 [ o | 0.61(0.38-0.96) 456 118
Liao, Y. etal. 2015 (1)* —a— 1.15(0.78-1.69) 457 485
Liao, Y. et al. 2015 (2)* —— 0.85 (0.53-1.41) 198 234
Overall fixed 0.84 (0.73-0.97) 3612 2034
Overall random 0.85 (0.69-1.05) 3612 2034

12 44.4% , P=.0825

IFNL_ rs8099917

Li, W. et al. 2011* —_—— 1.06 (0.55-2.04) 203 204

Ren, S. etal. 2012 b 4 0.70 (0.31-1.73) 239 43

Kim, S. U. et al. 2013 0.52 (0.23-1.10) 204 241
Lee, D. H. etal. 2013* —.— 1.07 (0.72-1.61) 1035 404
Al-Qahtani, A. A. et al. 2014 —— 0.88 (0.65-1.20) 824 304
Conde, S. R. et al. 2014 —_— 1.03 (0.52-2.05) 65 97
Ma, N. et al. 2014 —l— 0.82 (0.55-1.26) 792 350
Kimkong, I. et al. 2015 S — 0.55 (0.26-1.09) 211 164
Liac, Y. etal. 2015 (1)* b - 4 1.58 (0.79-3.24) 456 491
Liao, Y. et al. 2015 (2)* e aa— 1.13 (0.68-1.88) 198 235
Karatayli, S. C. etal 2016 —it— 1.05 (0.67-1.64) 459 114
Overall fixed 0.93 (0.81-1.07) 4686 2647
Overall random 0.93 (0.80-1.08) 4686 2647

12 4.49% , P= 4003

IFNL_ rs8105790

Al-Qahtani, A A. et al. 2014 —— 0.74 (0.55-0.99) 823 304
Karatayl, . C. etal. 2015 +——JJf—— 0.34 (0.20-0.56) 421 14
Overall fixed 0.59 (0.47-0.75) 1244 418

Overall random 0.51(0.24-1.10) 1244 418

12 86.8% , P= .006

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance. For studies marked with a *, genotypes were recalculated based on allele frequencies,
assuming Hardy-Weinberg equilibrium.
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Figure S12. Meta-analysis for the association of SNPs in IL10 and chronic hepatitis B

Study OR (95% Cl) Nca Net

IL10_ rs1800871

Cheong, J. Y. et al. 2006 — i 1.14 (0.80-1.61) 412 204

Ribeiro, C. S. S. et al. 2007 k - | 0.73 (0.25-2.08) 30 41
Truelove, A. L. et al. 2008 —i— 0.86 (0.61-1.21) 224 389
Sofian, M. et al. 2013 [ - | 0.69 (0.26-1.83) 66 30
Overall fixed 0.95 (0.76-1.18) 732 664
Overall random 0.95 (0.76-1.18) 732 664
12 0%,P= 5288
IL10_ rs1800872
Cheong, J. Y. et al. 2006 —— 1.14 (0.80-1.61) 412 204
Ribeiro, C. S. S. et al. 2007 | { 0.73 (0.25-2.08) 30 41
Truelove, A. L. et al. 2008 —a— 0.86 (0.61-1.21) 224 389
Gao, Q. J. et al. 2009 I = { 1.17 (0.57-2.40) 69 74
Chen, D. Q. etal. 2010 —— 0.69 (0.50-0.95) 304 261
Sofian, M. et al. 2013 I - { 0.69 (0.26-1.83) 66 30
Xiang, Y. etal. 2014 s 0.55 (0.27-1.09) 160 124
Overall fixed 0.84 (0.71-1.00) 1265 1223
Overall random 0.84 (0.69-1.03) 1265 1223
12 21%,P= 2691
IL10_ rs1800896
Cheong, J. Y. et al. 2006 —La—i 0.88 (0.53-1.46) 412 204
Ribeiro, C. S. S. et al. 2007 I - | 0.96 (0.33-2.82) 30 41
Truelove, A. L. et al. 2008 —— 1.22 (0.85-1.77) 223 387
Gao, Q. J. et al. 2009 5 L i 0.43 (0.19-0.95) 69 74
Chen, D. Q. et al. 2010 —a— 1.15 (0.70-1.88) 304 361
Conde, S. R. etal. 2013 I & { 0.91 (0.44-1.87) 53 97
Sofian, M. et al. 2013 I & { 1.39 (0.54-3.64) 66 30
Overall fixed 1.01 (0.82-1.24) 1157 1194
Overall random 0.98 (0.78-1.26) 1157 1194
12 212%  P= 2675
| | | | |
2 5 1 2 5

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 1% represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance.

14



Figure S13. Meta-analysis for the association of SNPs in IL10RB and chronic hepatitis B

Study OR (95% Cl) Nca Net

IL10RB_ rs2834167

Chen, D. Q. et al. 2010 0.69 (0.49-0.96) 304 361

Romporn, S. et al. 2013 I—I—I 1.07 (0.70-1.63) 227 170

Ma, N. et al. 2014 0.95 (0.72-1.25) 792 348
Overall fixed 0.87 (0.73-1.05) 1323 879
Overall random 0.88 (0.69-1.12) 1323 879

12 40.3% , P=.1874

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance.

15



Figure S14. Meta-analysis for the association of SNPs in IL18 and chronic hepatitis B

Study OR (95% CI) Nca  Net

IL18_rs187238

Cheong, J. Y. et al. 2010 —a— 0.88 (0.64-1.22) 707 316
Karra, V. K. et al. 2015 e 1.59 (0.95-2.68) 162 109
Overall fixed 1.05 (0.81-1.36) 869 425
Overall random 1.15 (0.65-2.04) 869 425

12 74.9% , P= .0461

IL18_rs1946518

Li, N. etal. 2012 —a—q 1.57 (1.10-2.26) 301 501
Karra, V. K. et al. 2015  —— 4 2.77 (1.52-5.03) 162 109
Overall fixed 1.83 (1.36-2.45) 463 610

Overall random 1.99 (1.16-3.44) 463 610

12 64.9% , P=.0915

| I | | I
2 5 1 2 5

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance.
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Figure S15. Meta-analysis for the association of SNP nearby HLA-C and chronic hepatitis B

Study

OR (95% Cl)

Nca

Nct

nearHLAC_ rs3130542

Hu, Z. et al. 2013 (1)

Hu, Z. et al. 2013 (2)

Hu, Z. et al. 2013 (3)

Overall fixed

Overall random

12 43.2% , P= 1717

1.41(1.17-1.69)

1.27 (1.06-1.52)

1.64 (1.34-2.02)

1.42 (1.27-1.58)

1.42 (1.23-1.64)

1217

995

951

3163

3163

1234

1803

930

3967

3967

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a

dominant mode of inheritance.
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Figure S16. Meta-analysis for the association of SNPs in MBL2 and chronic hepatitis B

Study OR (95% Cl) Nca Nct

MBL2_ rs1800450
Thomas, H. C. et al. 1996 F o | 1.14 (0.18-8.62) 24 16

Hohler, T. et al. 1998 I L 1.49 (0.47-5.04) 50 24

Cheong, J. Y. et al. 2005 I—.—| 0.68 (0.44-1.05) 372 126

Chen, D. Q. et al. 2010 1.10(0.76-1.57) 304 361
Fletcher, G. J. et al. 2010 0.98 (0.53-1.82) 99 113

Chatzidaki, V. et al. 2012 i - 1 1.12 (0.29-4.28) 33 36
Overall fixed 0.95 (0.75-1.19) 882 676
Overall random 0.94 (0.75-1.19) 882 676

12 0%, P=.5432

MBL2_ rs1800451

Fletcher, G. J. et al. 2010 I . d1.54 (0.25-10.78) 99 113

Chatzidaki, V. et al. 2012 () 33 36
Overall fixed 1.81 (0.46-7.06) 132 149
Overall random 1.78 (0.45-7.05) 132 149

12 0%, P=.6683

MBL2_ rs5030737

Thomas, H. C. et al. 1996 I . $ 08 (0.50-33.08) 28 15
Hohler, T. et al. 1998 I - | 1.51(0.37-7.46) 42 21
Fletcher, G. J. et al. 2010 ¢ . i 0.21 (0.05-0.66) 134 148
Overall fixed 0.65(0.34-1.23) 204 184
Overall random 0.91 (0.18-4.70) 204 184
12 77.7% , P= .0113
MBL2_ rs7096206
Chen, D. Q. et al. 2010 1.19 (0.84-1.67) 304 361
Fletcher, G. J. et al. 2010 0.85 (0.51-1.40) 133 147
Chatzidaki, V. et al. 2012 k ' J 0.91 (0.31-2.65) 33 36
Overall fixed 1.05 (0.81-1.36) 470 544
Overall random 1.05(0.81-1.36) 470 544
12 0%, P=.4934
I I I I I
1 5 1 2 12

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 1% represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance.
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Figure S17. Meta-analysis for the association of SNPs in MCP1 and chronic hepatitis B

Study OR (95% Cl) Nca  Nct

MCP1_rs1024611

Park, B. L. et al. 2006 e 1.15 (0.89-1.49) 606 425
Cheong, J. Y. et al. 2007 = 1.15 (0.87-1.51) 607 350
Chen, D. Q. et al. 2010 —= 1.65 (1.17-2.34) 304 361

Overall fixed 1.25(1.07-1.47) 1517 1136

Overall random 1.27 (1.02-1.57) 1517 1136

12 43.2% , P= 1721

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance.
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Figure S18. Meta-analysis for the association of SNPs in NTCP and chronic hepatitis B

Study

NTCP_ rs2296651
Li, N. et al. 2014

Su, Z. et al. 2016 (1)
Su, Z. et al. 2016 (2)
Overall fixed

Overall random

12 20.8% , P= 2829

NTCP_ rs4646287
Su, Z. et al. 2016 (1)
Su, Z. et al. 2016 (2)

Overall fixed
Overall random

12 0% ,P= 9013

NTCP_ rs7154439
Su, Z. et al. 2016 (1)
Su, Z. et al. 2016 (2)

Overall fixed
Overall random

12 0%, P=.4908

OR (95% Cl) Nea Nt

I 5 2.43 (0.81-9.81) 244 76

f & 2.39 (0.12-141.57) 197 234
f | 0.33 (0.01-4.09) 439 432
1.74 (0.76-4.01) 880 742

1.59 (0.52-4.90) 830 742

| i 1.28 (0.62-2.67) 197 234

1.22 (0.85-1.76) 439 432

1.23 (0.91-1.68) 636 666

1.23 (0.91-1.68) 636 666

—— 1.01 (0.67-153) 197 234

1.20 (0.88-1.63) 439 432

1.13 (0.89-1.43) 636 666

1.13 (0.89-1.43) 636 666

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. |12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a

dominant mode of inheritance.

20



Figure S19. Meta-analysis for the association of SNPs in Rantes and chronic hepatitis B

Study OR (95% CI) Nca Not

RANTES_ rs2107538

Ahn, S. H. et al. 2006 —a— 0.93 (0.65-1.33) 349 243
Park, B. L. et al. 2006* - 1.05 (0.80-1.37) 645 427
Cheong, J. Y. et al. 2007 —a— 0.97 (0.73-1.28) 607 350
Thio, C. L. et al. 2008 —— 1.04 (0.70-1.56) 181 316
Overall fixed 1.00 (0.86-1.16) 1782 1336
Overall random 1.00 (0.86-1.16) 1782 1336
12 0%,P=.9348
RANTES_ rs2280788
Ahn, S. H. et al. 2006 —a—i 0.84 (0.59-1.20) 349 243
Park, B. L. et al. 2006* —8— 1.27(0.94-1.72) 418 400
Thio, C. L. et al. 2008* t - | 053 (0.17-1.43) 181 315
Overall fixed 1.03 (0.83-1.27) 948 958
Qverall random 0.95 (0.63-1.42) 948 958

12 62% ,P=.0722

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 1% represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance. For studies marked with a *, genotypes were recalculated based on allele frequencies,
assuming Hardy-Weinberg equilibrium.
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Figure S20. Meta-analysis for the association of SNPs in STAT4 and chronic hepatitis B

Study OR (95% ClI) Nca Net

STAT4_ rs7574865

Liao, Y. et al. 2015 (1)* 0.78 (0.59-1.03) 383 477

Liao, Y. et al. 2015 (2)* —— 0.88 (0.59-1.33) 197 210

Lu, Y. etal. 2015 0.79 (0.56-1.13) 265 283
QOverall fixed 0.81 (0.67-0.97) 845 970

Overall random 0.81 (0.67-0.97) 845 a70

12 0%, P=.8764

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance. For studies marked with a *, genotypes were recalculated based on allele frequencies,
assuming Hardy-Weinberg equilibrium.
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Figure S21. Meta-analysis for the association of SNPs in TAP1 and chronic hepatitis B

udy OR (95% CI) Nca Net

TAP1_rs1057141

Shi, C. etal. 2011 I—.—I 0.93 (0.59-1.45) 191 165
Qiu, B. et al. 2012* I—.—I 1.01 (0.70-1.46) 571 185
Overall fixed 0.98 (0.75-1.28) 762 350
Overall random 0.98 (0.75-1.28) 762 350

2 0% ,P=.7508

TAP1_rs1135216

Shi, C. etal. 2011 I—.—I 2.07 (1.32-3.23) 191 165
Qiu, B. etal. 2012* I—.—I 1.57 (1.08-2.30) 571 188
Overall fixed 1.76 (1.33-2.31) 762 353
Overall random 1.76 (1.34-2.32) 762 353

12 0% ,P=.3309

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. |1° represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance. For studies marked with a *, genotypes were recalculated based on allele frequencies,
assuming Hardy-Weinberg equilibrium.
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Figure S22. Meta-analysis for the association of SNPs in TAP2 and chronic hepatitis B

Study

TAP2_ rs241448

Shi, C. et al. 2011

Qiu, B. etal. 2012*

Overall fixed

Qverall random

12 63.8% , P=.0965

OR (95% Cl) Nea  Net
F——- 0.71 (0.45-1.13) 191 165
114 (0.80-1.63) 570 188
0.95 (0.73-1.25) 761 353
0.92 (0.58-1.46) 761 353

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance. For studies marked with a *, genotypes were recalculated based on allele frequencies,

assuming Hardy-Weinberg equilibrium.
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Figure S23. Meta-analysis for the association of SNPs in TIM3 and chronic hepatitis B

Study OR (95% ClI) Nca Nct

TIM3_ rs10053538

Li, Z. etal. 2012 [ - 1 1.47 (0.70-3.49) 535 72
Li, Z. et al. 2013 F——] 1,50 (0.85-2.79) 845 141

QOverall fixed 1.49 (0.96-2.31) 1380 213
Overall random 1.49 (0.96-2.31) 1380 213

12 0%, P=.9705

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance.
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Figure S24. Meta-analysis for the association of SNPs in TNF-alpha and chronic hepatitis B

Study

TNF_rs1799724

Kim, Y. J. etal. 2003

Li, H. Q. et al. 2005

Du, T. et al. 2006
Chen, D. Q. etal. 2010
Kao, P. C. etal. 2010
Fletcher, G. J. et al. 2011
Qiu, B. et al. 2012
Panigrahi, R. et al. 2014
Overall fixed

Overall random

12 50.4% , P= 0493

TNF_ rs1799964

Kim, Y. J. et al. 2003
Niro, G. A. et al. 2005
Du, T. et al. 2006

Kao, P.C. etal. 2010
Fletcher, G. J. et al. 2011
Overall fixed

Overall random

12 49.2% , P= 0965

TNF_ rs1800629

Hahler, T. et al. 1998

Kim, Y. J. et al. 2003

Niro, G. A, et al. 2005
Cheong, J. Y. et al. 2006
Du, T. etal. 2006

Somi, M. H. et al. 2006
Ribeiro, C. 8. S, et al. 2007
Jang, Won Hee et al. 2008
Chen, D. Q. etal. 2010
Kao, P. C. etal. 2010
Fletcher, G. J. et al. 2011
Chatzidaki, V. et al. 2012
Conde, S. R. etal. 2013
Xu, J. etal. 2013

Xiang, Y. et al. 2014
Overall fixed

Qverall random

12 46.1% , P= 0262

TNF_ rs1800630

Kim, Y. J. etal. 2003
Niro, G. A. et al. 2005
Du, T. et al. 2006
Chen, D. Q. etal. 2010
Kao, P. C. etal. 2010
Fletcher, G. J. et al. 2011
Qiu, B. etal. 2012

Xu, J. etal 2013
Panigrahi, R. et al. 2014
Overall fixed

Overall random

12 43.1% , P=.0803

TNF_rs361525

Hahler, T. et al. 1998
Kim, Y. J. et al. 2003

Lu, L. P. etal. 2004

Li, H. Q. et al. 2005

Niro, G. A. et al. 2005
Cheong, J. Y. et al. 2006
Du, T. etal. 2006

Jang, Won Hee et al. 2008
Chen, D. Q. etal. 2010
Kao, P. C. etal. 2010
Fletcher, G. J. et al. 2011
Panigrahi, R. et al. 2014
Overall fixed

Overall random

12 72% ,P=4.8e-05

QR (95% Cl) Nca Nt
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0.88 (0.72-1.09) 3063 1645
1.26 (0.95-1.68) 1038 287
1.15 (0.67-1.97) 184 96
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—.— 0.70 (0.36-1.37) 184 96
) 0.76 (0.45-1.30) 412 204
—— 0.81(0.37-1.81) 196 143
—— 0.94 (0.45-1.97) 100 91
—— et 1,77 (0.51-6.16) 30 41
—— 0.86 (0.46-1.62) 181 201
il 1.84 (1.15-2.95) 304 361
—— 0.92 (0.57-1.50) 274 194
— 0.45(0.17-1.15) 137 150
0.62 (0.09-3.54) 33 36
ey 1.60 (0.62-4.04) 53 97
—— 0.41(0.17-0.93) 171 227
—if— 1.09 (0.62-1.93) 160 124
0.89 (0.76-1.05) 3346 2280
0.88 (0.70-1.11) 3346 2280
i 1.55(1.14-2.12) 1038 279
—— 1.12 (0.64-1.96) 184 96
1.13(0.70-1.81) 196 143
-?_. 0.91 (0.66-1.26) 304 361
—— 1.58 (1.07-2.33) 274 194
-j_—.- 1.94 (1.17-3.20) 135 148
1.88 (1.30-2.75) 571 189
i 1.31(0.84-2.03) 171 227
P et 1.36 (0.69-2.67) 110 85
1.38 (1.21-1.57) 2983 1722
1.38 (1.15-1.65) 2983 1722
— i ——3009 (1.08-47.70) 732
—— 1.49 (0.93-2.46) 1040 285
—— 0.27 (0.06-0.97) 207 148
e m— 1.97 (0.99-4.20) 443 244
et 1.57 (0.64-4.23) 184 96
—— 0.58 (0.31-1.10) 412 204
— 0.28 (0.06-0.99) 196 143
— 0.63 (0.28-1.36) 181 201
i 1.08 (0.54-2.16) 304 361
———t 0.60 (0.16-2.12) 274 194
e 1.17 (0.63-2.18) 137 150
e fl— 0.26 (0.11-0.59) 110 85
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I ! T T
5 1 2 10

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance. For studies marked with a *, genotypes were recalculated based on allele frequencies,

assuming Hardy-Weinberg equilibrium.
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Figure S25. Meta-analysis for the association of SNPs in UBE2L3 and chronic hepatitis B

Study OR (95% Cl) Nca Net

UBE2L3_rs4821116

Hu, Z. et al. 2013 (1) ] 0.65 (0.54-0.79) 951 937
Hu, Z. et al. 2013 (2) = 0.79 (0.67-0.93) 989 1803
Hu, Z. et al. 2013 (3) = 0.86 (0.73-1.01) 1241 1242
Overall fixed 0.77 (0.70-0.85) 3181 3982
Overall random 0.77 (0.66-0.89) 3181 3982
12 59% , P= 0871
I I I I I
2 5 1 2 5

OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. |1° represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a
dominant mode of inheritance. For studies marked with a *, genotypes were recalculated based on allele frequencies,
assuming Hardy-Weinberg equilibrium
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Figure S26. Meta-analysis for the association of SNPs in VDR and chronic hepatitis B

Study

VDRTagl_ rs731236

Chatzidaki, V. et al. 2012

Zhu, Qiangian et al. 2012

Overall fixed

Overall random

2 0% ,P=.6893

OR (95% Cl)

Nca
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1.85 (0.68-6.27)

1.63 (0.80-3.34)
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OR=0dds ratio, CI95%=Confidence interval at 95%, WR=weight of each study in random effect analysis, WF=weight of
each study in fixed effect analysis. 12 represents the statistic for heterogeneity, with P>0.05 representing a significant
heterogeneity. OR and 95% CI were calculated using a DerSimonian and Laird random effects model and assuming a

dominant mode of inheritance.
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