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Figure S1. Kaplan–Meier analysis for RFS, DFS, and OS based on FOXA1 mRNA expression within the 

Mannheim cohort in patients with pure urothelial carcinoma and patients with histologic variants.  

 

Figure S2. Kaplan–Meier analysis for disease specific survival based on FOXA1 mRNA expression within the 

TCGA cohort.  

 

Figure S3. Distribution of normalized mRNA expression of FOXA1 within the basal and luminal subtypes 

defined by a 47-gene panel (BASE47) within the TCGA cohort. 


