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Figure S3. Risk score distribution and prognostic signatures validation process in test set. PCA (A) and t-SNE (B) analysis reflected convincing separation effect of high-risk group (red) and low-risk group (blue). All the TCGA-LIHC train set samples was divided based on the risk score ,which was calculated using the prognostic model we previous constructed, details could be seen at risk score plot (D). (C) Heatmap showed these four signatures’ expression levels in high-risk and low-risk group, red meant up-regulated and blue meant down-regulated. (E) Survival state plot represented all the dead (red) or alive (blue) patients’ overall survival, and increased mortality rate appeared in high-risk group . (F) ROC curve was utilized to validate the prognostic effect, AUC was calculated within 1-year, 2-year and 3-year, AUC>0.65 was set as criteria. (G) Overall survival evaluation was carried out when Kaplan–Meier assays were performed, high-risk (red) patients were associated with worse prognosis compared with low-risk (blue) ones, p-value <0.05 was considered as statistically significant.
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