Supplementary Figures

Figure S1. The triple regulatory network in KIRC. Red squares indicate HEntRNAs, yellow V-shapes indicate

DEmiRNAs, and blue circles indicate DEIncRNAs.
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Figure S2. Analysis of the scale-free index R’ for various soft-threshold powers f in WGCNA.
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Figure S3. (A) Cross validation plot for the gene LASSO COX model tuning parameter selection and profiles
of the LASSO coefficients for 11 genes in the network hub triple regulatory network. (B) Cross validation plot
for the immune LASSO COX model tuning parameter selection and profiles of the LASSO coefficients for eight

immune cells.
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Figure S4. The KM plot (high- Riskscore,, vs. low- Riskscore,, —group) for KIRC patients.
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Figure S5. 55 enrichment Gene Ontology (GO) and pathways of 263 genes containing HEntRNA, including
33 GO biological processes, nine Reactome pathways, seven KEGC pathways, five WikiPathways and one

CORUM pathways.
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Figure S6. Gene-drug network for the genes in the hub triple regulatory network.
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Figure S7. The extended hub triple regulatory network with drug information.
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Figure S8.

ROC curve of KIRP dataset
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ROC curve comparison with other studies in the KIRP dataset.



