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Figure S1 Study flowchart: overall study diagram. CRs, chromatin regulators; TCGA, The Cancer Genome Atlas; ccRCC, clear cell
renal cell carcinoma; OS, overall survival; ROC, receiver operating characteristic; GSEA, Gene Set Enrichment Analysis; TME, tumor

microenvironment.

© Translational Cancer Research. All rights reserved.

https://dx.doi.org/10.21037/tcr-23-1383



