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Figure S1. Extended Data. A. Schematic overview of functional genetic and pharmacological profiling performed in this study; blue outline
boxes list criteria utilized to select targets and drugs for secondary screening efforts. B. cBioportal mutation mapper of driver mutations in
PancVH1 whole exome sequencing (WES) results. C. WES variant type and prevalence. D. WES gene level shared variants in public

datasets ICGC, TCGA, UTSW in cBioPortal.



