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A Chromosome gains and losses in MDA PCa PDX
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B PTEN and RB1 CNV and mRNA levels in MDA PCa PDXs
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Fig S2. General copy number profile and association with expresion for PTEN and RB1. A.
Segmented copy number data obtained from whole genome sequencing. Chromosomal gains and
losses in all chromosomes of all 44 MDA PCa PDX. Segment gains and losses are depicted in red or blue,
respectively. B. Correlation of copy number variation (CNV) with RNA expression of PTEN and RB1 in
MDA PCa PDX cohort. CNV of Phosphatase And Tensin Homolog (PTEN) and Retinoblastoma 1 (RB1),
based on whole genome sequencing (WGS) data (left) and RNA expression levels (right). * indicates full or
partial copy number/ transcript loss determined by manual inspection. FPKM: fragments per kilobase of
transcript per million mapped reads.
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