Supplementary Figure Legends

S1: Workflow of analysis applied throughout this study. 

S2: Mutational load of WES samples in primary and matched transplanted tumors. Samples analyzed in this study are depicted in red (n=8), and samples re-analyzed from SRP150049 cohort (Zaborsky et al) are in black (n=6). Each shape represents one sample. *p<0.05, Wilcoxon matched-pairs signed rank test.
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S3: CNV plots of all samples analyzed by WES. a) High coverage samples (n=8) b) Low coverage samples (n=4) c) SRP150049 primary samples (n=4) d) SRP150049 primary and matched transferred samples (n=7).

