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Every analyzed sample got an unique identifier (Supplemental data SD6).

Data from comparison cohorts (CRPC500 and TCGA) can be found publicly available under: https://www.cbioportal.org

Aligned whole-exome sequencing data are available from the European Genome-phenome Archive (EGAS00001005091) [https://ega-archive.org/studies/
EGAS00001005091]

We included 51 patients with metastatic prostate cancer (CNS -brain/spinal cord- and meningeal) and with matched primary tumors in 20
cases. From 32/51 patients we performed WES analyses in normal tissue samples. This was a multi-centre, international study, representing
the largest cohort of prostate cancer brain metastases studied to date. Further samples were not available.

None

No replication was performed in obtaining WES or targeted RNA data. Multiregion sequencing was performed on tumours from a cohort of
patients. Technical replicates are therefore not needed.

Not relevant for this study, no prognostic or predictive analyses were performed. Study was a direct comparison of prostate cancer brain
metastases, with primary PCa, and metastases from other sites.

Not relevant for this study, no prognostic or predictive analyses were performed. Study was a direct comparison of prostate cancer brain
metastases, with primary PCa, and metastases from other sites.
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