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Precision medicine based on molecular biological analysis of metastatic
castration-sensitive prostate cancer
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2,200,000

22
200 DNA RNA

RNA DNA
cell free DNA
RNA

RNA
DNA

We planned a prospective cohort stud¥ involving our department and 22
universities nationwide, and more than 200 specimens were collected. We conducted DNA, RNA and
protein analysis using these biopsy specimens at the time of diagnosis of metastatic
castration-sensitive prostate cancer.
By performing long-read analysis on RNA, we identified a group of genes that do not show differences
in DNA but show differences in transcripts as factors that predict castration resistance in
prostate cancer. We are also conducting research using proteins and cell free DNA, and plan to
continue this along with RNA analysis.



metastatic castration sensitive prostate cancer: mCSPC mCSPC
androgen d eprivation therapy: ADT
androgen receptor pathway inhibitors: ARPIs
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The feasibility of molecular profiling of prostate tissue samples obtained from patients with metastatic castration-
resistant prostate cancer
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