Online Resource 1 Analysis of ZNF692-coexpressed genes The differentially expressed genes identified in the ccRCC cohort were used to analyze the genes associated with ZNF692 (A) and to perform GSEA (B to D). (A) Volcano plot of the genes associated with ZNF692. The red dots in the plot represent genes whose expression was positively correlated with ZNF692 expression, while the green dots in the plot represent genes whose expression was negatively correlated with ZNF692 expression. (B) GSEA and GO biological process analyses of ZNF692-correlated genes. The blue bars represent the processes enriched in genes whose expression was positively correlated with ZNF692 expression with FDR < 0.05, while the red bars represent the processes enriched in genes whose expression was negatively correlated with ZNF692 expression with FDR < 0.05. (C-D) Enrichment plots for the most significantly enriched process.

[bookmark: _Hlk149730076]Online Resource 2  GSEA of the genes differentially expressed in the tumor program 1 (TP1) cell subtype We downloaded the author's calculated and defined differentially expressed genes in TP1 cells and calculated the correlation coefficients. Genes with a correlation coefficient of >0.5 were used for GSEA with t the Metascape web tool (http://metascape.org/gp/index.html#/main/step1, 18, July 2022). The dark orange bars represent the processes enriched in genes whose expression was positively (A) or negatively (B) correlated with ZNF692 expression with FDR < 0.05. (A) The processes enriched in genes whose expression was positively correlated with ZNF692 expression. (B) The processes enriched in genes whose expression was negatively (B) correlated with ZNF692 expression.

Online Resource 3 The clinical information related to the samples used in the tissue microarray

Online Resource 4 The differentially expressed genes between the tumor-like cell subtypes TP1 and TP2

