Description of Additional Supplementary Files

Supplementary Data 1. Availability and access status of prostate cancer cell lines.
This file provides a curated list of prostate cancer and prostate-derived cell lines included in the cell-line relevance review. For each cell line, the table records whether it is commonly available from major repositories, the typical access route, and relevant notes on provenance, biological subtype, repository catalogue information, discontinued status, misidentification/problematic status, or requirement for material transfer agreement/collaborative access.
Supplementary Data 2. Clinical cohort samples sharing genomic alteration profiles with prostate cancer cell lines.
This workbook lists clinical prostate cancer samples whose genomic alterations overlap with selected prostate cancer cell lines. Individual worksheets are provided for NCI-H660, VCaP, MDA-PCa-2b, DU145, LNCaP-FGC, 22Rv1 and PC-3. Samples are grouped according to the number of shared alterations with the corresponding cell line: one shared alteration, two to four shared alterations, or five to six shared alterations. These data support comparison of cell-line molecular features with patient tumour profiles.
Supplementary Data 3. Merged RNA-seq expression matrix for prostate cancer cell lines and TCGA-PRAD samples.
This file contains the merged transcriptomic dataset used to compare prostate cancer cell lines with patient prostate cancer samples. RNA-seq expression data for five prostate cancer cell lines were obtained from the Cell Passport database, and normalised TPM values for TCGA Prostate Adenocarcinoma (PRAD) were downloaded from the UCSC Xena TCGA data hub. The datasets were merged by gene identifier to produce a combined expression matrix containing sample identifiers, group annotation as cell line or patient, and gene-level TPM expression values.

