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Figure S2. Mutational patterns of HRR genes in the TCGA cohort. (A) The frequency of the top 20 mutations in the HRR-mut 
and HRR-wt groups. (B) Comparison of oncogenic signaling pathways between the HRR-mut and HRR-wt groups. (C) Co-
occurring and exclusive mutations in the HRR-mut group. (D) Co-occurring and exclusive mutations in the HRR-wt group. (E)  
Mutational signatures in the TCGA cohort. (F) Dominant mutational signatures between the HRR-mut and HRR-wt groups in 
the TCGA cohort. 



 
Figure S3. Survival outcomes of UC patients with and without specific HRR mutations after immunotherapy. 
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Figure S5. Comparison of expression levels of five intratumoral immune signatures between the HRR-mut and HRR-wt groups.



Figure S6. Association between immune cell aboudance and HRR mutation status by CIBERSORT method. 


