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Figure S1. (A) Boxplots show EZH2 mRNA expression levels in pan-cancer from TCGA and GTEx databases. Forest plots
show the prognostic value of EZH2 expression in pan-cancer, employing (B) OS, (C) PFS, and (D) DSS as outcome
endpoints. (E) Univariate and (F) multivariate cox hazard regression analyses in PCa from TCGA database.



