Supplementary Figure 1: The extraction of the seven common DEmRNAs. Heat map of
DEmMRNAs between HCC tissue and nonneoplastic tissues utilizing the (A) TCGA and (B)
GSE47595 dataset. (C) Identification of the seven common DEmRNAs significantly
associated with HCC prognosis through overlapping two independent datasets.
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Supplementary Figure 2: Comparison of prognostic predictive accuracy between risk score
model and other clinical parameters in (A) TCGA database and (B) GSE76427database.
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