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A. URINE Analysis

¢ Shannon index reduced in RCC

 Significant alterations in urinary microbial
community structure

* Lactobacillus significantly enriched in RCC patients £N° e tumor—associateﬂ

signature in urine

Key Findings by
Sample Type

» Significant, progression-dependent microbiome

alterations were found; metastatic (M1) tumor tissue
! shows increased Alpha diversity (Shannon, Simpson)
|+ M1 tumors show significant beta diversity differences
: (community membership shifts) compared to

adjacent non-tumoral tissue; however, no strong
differences exist in non-metastatic (M0) cases

Tumor  Adjacent

Non-tumoral Treponema significantly enriched in metastatic

(M1) tumor tissue.





