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Figure S1.
A. Univariate Cox analysis of BM subtype, iCluster, and Hoshida subtype. B. Decision curve

analysis of BM subtype, iCluster, and Hoshida subtype for prediction of prognosis of HCC.
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Figure S2. The predictive performances of BMGs in GSE14520 cohort. (A) KM curve of OS. (B)
KM curve of recurrence free survival (RFS). (C) PCA plot. (D) Univariate Cox analysis of risk
score, TNM-stage, age, and gender. (E) Multivariate Cox analysis of risk score and

TNM-satge.
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Figure S3. Comparison of BMGs with other 12 gene signatures with the use of DCA.
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Figure S4. Comparison of BMGs with other 2 gene signatures with the use of DCA.
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Figure S5. Drugs interacting with the six genes comprising the BMGs.
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Figure S6 (A).The enriched molecular functions in low-risk group. (B) The enriched molecular

functions in high-risk group
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Figure S7. The GO and KEGG analysis of DEGs beteween low- and high-risk patients. (A) GO

analysis of DEGs. (B) KEGG analysis of DEGs.
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Figure S8. Stemness indices and somatic mutation analysis. (A) Comparison of mRNAsi in
high- and low-risk groups. (B) The correlation between risk score and mRNAsi. (C) KM curve
of OS for patients in low- and high-mRNAsi group. (D) The top 20 mutated genes in high-risk
group. (E) The top 20 mutated genes in low-risk group. (F) Comparison of TMB in high- and
low-risk groups. (G) KM curve of TMB. (H) KM curve of TMB+BMGs. ("**",represent no ,

P<0.01.)



