Supplementary Figure 1. Relationship between different infiltration of immune cells and clinicopathological features of HCC (A-F). 
Supplementary Figure 2. The Kaplan-Meier analysis of other 17 CAFs-related genes.
Supplementary Figure 3. Validation of CAFs-related gene signature for HCC patients. Kaplan–Meier survival analyses in the LIRI-JP cohort. 
Supplementary Figure 4. Validation of CAFs-related gene signature as an independent predictive indicator for HCC prognosis. Univariate (A) and Multivariate (B) Cox regression analysis identified CAFs-related gene signature as was an independent prognostic factor of HCC in LIRI-JP validation cohort. (C) The nomogram combining CAFs-related gene signature and clinicopathological characteristics for predicting 1-year, 2-year, and 3-year OS of HCC patients in validation cohort. Calibration curve analysis of the nomogram for the probability of overall survival at 1 (D), 2 (E), and 3 (F) years in the training cohort.
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Supplementary Table 4. Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway enrichment analysis of DEGs.
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Supplementary Table 8. GSEA analysis of CAFs-related gene signature associated pathways.


