[bookmark: _GoBack]Supplementary Figure 1. GO functional enrichment analysis​
GO functional enrichment analysis results of 8 clusters (0-7).​

Supplementary Figure 2. Validation of the risk model in the GEO cohort​
(A) Kaplan-Meier survival curves of the high-risk and low-risk groups in the GSE41613 cohort. (B) ROC curve evaluating the ability of the risk model to predict patient survival status. (C) ROC curves for 1-year, 3-year, and 5-year OS in the GSE41613 cohort.​(D) Kaplan-Meier survival curves of the high-risk and low-risk groups in the GSE65858 cohort. (E) ROC curves for 1-year, 2-year, and 3-year OS in the GSE65858 cohort.​

Supplementary Figure 3. Immune cell subpopulation analysis by MuSiC deconvolution
Differences in the estimated relative proportions of each immune cell subpopulation  in TCGA tumor samples between the high-risk and low-risk groups.

Supplementary Figure 4. Prognostic analysis of core genes​
(A) 1-year, 3-year, and 5-year ROC survival curves for each core gene. (B) KM survival analysis showing differences in OS between the high-expression and low-expression groups of each core gene.
