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Figure S1. Flowchart of this study.
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[bookmark: _GoBack]Figure S2. Kaplan-Meier survival curves analysis for different risk groups and clinical characteristics.
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Figure S3. Drug sensitivity analysis results in distinct risk groups.
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Figure S4. Genomic analysis of the four model genes and GSEA enrichment analysis. (A) Protein structure and mutation sites of the four model genes displayed through cBioPortal in the TCGA database; (B) Bar chart showing the frequency of different mutation types in each gene; (C) Co-expression gene circle plot; (D) GSEA-GO enrichment analysis; (E) GSEA-KEGG enrichment analysis.
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