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The molecular and functional role of chronic kidney disease in bladder cancer
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We previously evaluated the renal function before transurethral bladder
tumor resection in patients with non-muscle-invasive bladder cancer, and we demonstrated a
significantly higher recurrence rate after surgery in patients with preexisting chronic kidney
disease (CKD), particularly those with an eGFR (estimated glomerular filtration rate) < 45. CKD is
currently recognized as a common disease and is expected to continue increasing in prevalence. In
this study, our objective was to elucidate the molecular mechanisms underlying this association. As
a result, we observed an upregulation of genes known to be involved in the development and
progression of various tumors, including bladder cancer. The findings from this study provide a
foundation for the development of novel therapeutic approaches for bladder cancer.
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