S3 Fig. Pathways analysis of sets of genes predictivity of drug sensitivity and resistance. Genes listed
in Table 2, which were correlated with sensitivity (R<-0.2) or resistance (R=0.2) to >50% of drugs within a
class in 22 databases (CTRP, GDSC, or NCI60), were evaluated by unsupervised sample-wise enrichment
analysis using the hallmark gene set collection in Gene Set Variation Analysis (GSVA). Adjusted p-values are
shown. Hallmark gene sets associated with drug sensitivity (solid shapes) and drug resistance (hollow
shapes) are indicated.
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