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SOCS1

Carcinomatissues Adjacent tissues Odds Ratio Odds Ratio
Study or Subgroup Events Total _Events Total Weight M-H, Random, 95% Cl Year M-H, Random, 95% CI
China
Liu Wenji 2006 39 50 24 48 18.1% 3.55(1.48,8.52] 2006 ——
Lou Cheng 2008 35 60 32 60 20.2% 1.23(0.60,2.52] 2009 -
Peiyi Chu 2010 18 46 19 46 18.7% 0.91[0.40,2.10) 2010 -
Binkui Li 2010 95 15 24 48 19.9% 4.75(2.26,9.99] 2010 —
XZhang 2014 65 116 63 116 231% 1.07 (0.64,1.80] 2014 -+
Total (95% CI) 387 318 100.0% 1.79[0.94, 3.40] o
Total events 252 162

Heterogeneity: Tau*= 0.40; Chi*=15.94, df= 4 (P = 0.003); F=75%
Test for overall effect Z=1.76 (P = 0.08)

Japan

Osamu Okochi 2003 30 50 0 50 16.1% 150.27 [8.77,2575.00] 2003 —
Hideyuki Miyoshi 2004 9 22 1 22 186% 14.54 [1.65,128.44] 2004 —_—
S Nomoto 2007 38 74 2 51 21.0%  25.86(5.85,114.24] 2007 -
Naoshi Nishida 2008 48 75 53 77 231% 0.81[0.41,1.58] 2008 -

Eric J Formeister 2010 39 43 41 45 21.1% 0.95[0.22,4.07] 2010 —

Total (95% CI) 264 245 100.0% 6.89[0.92,51.81] el
Total events 164 97

Heterogeneity: Tau®= 4.47; Chi*= 36.96, df= 4 (P < 0.00001); F=89%
Test for overall effect. Z=1.87 (P = 0.06)
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Supplementary Figure S1: Forest plots of SOCS1 methylation between HCC tumor tissues and adjacent tissues in the
meta-analysis.

Supplementary Table S1: Analysis of heterogeneity sources of 24 aberrant methylated genes between HCC tumor tissues
and adjacent tissues in geographical populations. See Supplementary Table S1

Supplementary Table S2: Analysis of heterogeneity sources of 17 aberrant methylated genes between HCC tumor tissues
and normal tissues in geographical populations. See Supplementary Table S2



Supplementary Table S3: Analysis of heterogeneity sources of six aberrant methylated genes between

HCC tumor serums and normal serums in geographical populations

Gene Geographical population Studies (n) Coefficient 95% CI P value
RASSFIA4 China 14 0.5639 [-3.3362, 4.464] 0.756
Egypt 1 1.29449 [-2.76, 5.349] 0.497
Singapore 1 — — —
pl6 China 8 —2.6813 [-8.585, 3.222] 0.296
Singapore 1 — — —
CDHI China 2 — — —
Singapore 1 — — —
RUNX3 China 2 — — —
Singapore 1 — — —
GSTP1 China 3 — — —
WIF1 China 3 — — —

Analysis of heterogeneity sources of RASSF1A in Singapore, p16 in Singapore, CDH1 in China and Singapore, RUNX3 in
China and Singapore, GSTP1 in China and WIF1 in China was not applicable, because the data of these genes were insufficient.



