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Figure S1: Genes in SGA Dataset that Overlap with Sanchez-Vega et al., 2018. This is Figure S1 from
Sanchez et al., 2018: “Curated Pathways Including Cross-Cross Pathway Interactions” . Circled in cyan are
all genes from these pathways that are in our SGA dataset. We are treating these pathways as ground truth for
comparison purposes. The cyan circles have been added to the original figure.
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