Figure S1. Correlation between PIGC DNA methylation and mRNA expression. (A) Differential levels of DNA methylation were
observed in the liver tumor compared with the healthy tissues. (B) Methylation and expression of the PIGC mRNA from The
Cancer Genome Atlas-Liver Hepatocellular Carcinoma database. PIGC, phosphatidylinositol glycan anchor biosynthesis class C.
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Figure S2. Survival of patients with HCC in relation to PIGC DNA methylation. (A) PIGC DNA methylation and OS. (B) PIGC
DNA methylation and DFS. HCC, hepatocellular carcinoma; PIGC, phosphatidylinositol glycan anchor biosynthesis class C;
0OS, overall survival; DFS, disease-free survival.
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Figure S3. Significant proteins identified from the PPI network of PIGC. PPI, protein-protein interaction; PIGC, phosphatidylino-
sitol glycan anchor biosynthesis class C.




