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SUPPLEMENTARY FIGURES 
 

 
 

Supplementary Figure 1. The samples of TCGA-KIRC were separated into high/low expression groups according to the ideal 
cut-off value determined by the surv_cutpoint R function; the Kaplan-Meier survival curve was depicted to show the 
survival differences of the high/low expression groups. 
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Supplementary Figure 2. The Lasso-cox regression progression (A) and the coefficients of ERGs (B). 
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Supplementary Figure 3. (A) The network diagram reveals the potential mutually interacted proteins with the 5 PRERGs. (B) The network 

revealed the relation between 5 PRERGs and clinically actionable genes in mRNA expression levels. 
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Supplementary Figure 4. Clinical relevance and robustness of PRERGs risk score in E-MTAB-1980 dataset. (A) The heatmap 

shows the distribution of clinical variables in the high- and low-risk groups. (B) Multiple Cox-regression analysis results in the E-MTAB-1980 
dataset. (C) Kaplan-Meier shows the prognostic differences between high- and low-risk groups in classified clinical variables. 
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Supplementary Figure 5. Clinical relevance and robustness of PRERGs risk score in TCGA-KIRP dataset. (A) Heatmap shows the 

distribution of clinical variables in high- and low-risk groups. (B) Multiple Cox-regression analysis results in the TCGA-KIRP dataset. (C) Kaplan-
Meier shows the prognostic differences between high- and low-risk groups in classified clinical variables. 
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Supplementary Figure 6. Decision curve analysis was conducted to evaluate the clinical benefit of the constructed nomogram on 

predicting prognosis in TCGA-KIRC (A), E-MTAB-1980 (B), and TCGA-KIRP (C) datasets. 
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Supplementary Figure 7. (A–C) ROC curve was used to estimate the predicted accuracy of PRERGs risk signature and other existing risk 

signatures for 3-/5-/7-year survival. 
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Supplementary Figure 8. GSEA analysis by corresponding software to show the significantly enriched cell components (A), Biological 

progression (B), Molecular function (C), and Hallmark pathways (D). 
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Supplementary Figure 9. Block chart shows the distribution number of responders (R) and non-responders (NR) in high- 
and low-risk groups. 

 


