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Supplementary Information: TCGA data used in Figure 2. 
Gene expression data from the TCGA and GTEX cohorts were downloaded from UCSC Xena 
(https://xena.ucsc.edu/, accessed on 28 March 2024). Xena provides a dataset of ~20.000 RNA-seq 
datasets which were reanalysed using Toil to provide a batch-corrected dataset for meta-analysis [42,43] 
In brief, STAR was used for alignment to the Hg38 reference genome, RSEM, and Kallisto for count 
quantification. Finally, data were normalised in DeSeq2. After downloading the dataset, we extracted 
DeSeq2-normalised counts for VDR, LPR2, CYP24A1, CYP27B1, CYP2R1, and CYP27A1 for 646 
prostate samples, including samples from both tumour and normal tissue (GTEX: 100 samples, TCGA: 
546 samples). However, expression values from normal sample derived from GTEX differed 
significantly from those derived within TCGA, probably due to the different sample origin and quality. 
Therefore, only TCGA values are presented within Figure 2 (normal tissue samples: 51, primary tumour 
samples: 494).  
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