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[bookmark: OLE_LINK3]Supplementary Figure 2. Clinical relevance, nomogram and mutation landscape between high- and low-risk groups. (A) Risk plots to illustrate the survival status of each sample and signature genes expression heatmaps in the PACA_CA cohort. (B) Boxplot of the correlation between tumor TNM and model prognostic prediction score. (C-D) PDAC of TCGA cohort tumor genes mutation landscape and the waterfall plots summarize the gene mutation landscape in high- and low-risk groups. (E) Multivariate logistic regression analyses were used to select risk factors of the mutation genes of PDAC.
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