
Assessed for eligibility (n= 1977)

Biospecimen (n= 1290)

Excluded (n= 687)
  Not available for biospecimen (n= 687)

Allocated serum available samples (n= 928)
  Received allocated VirScan (n=  910)
  Did not receive allocated VirScan (not age, 
    gender, race matched) (n= 18)

Pass the quality control (n= 899)
  Excluded from analysis (reads quality less 
    than 10, 000 or not HCC cases) (n= 11)

Allocated genomic DNA available samples 
(n= 1262)
  Received allocated GWAS (n= 1262)
  Did not receive allocated GWAS (n= 0)

Pass the quality control (n= 1210)
  Excluded from analysis (individual call 
    rate <95% or call rate <95% or MAF 
    <0.05) (n= 52)

Analysed (n= 899)
  Excluded from analysis (n= 0)

Analysed (n= 825)
  Excluded from analysis (not matched with 
    VirScan samples) (n= 385)A
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