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Supplemental Figure S24. Significant non-overlap between RH and loss-of-function growth genes.
(A) Comparison of RH and CRISPR growth genes in DLD-1 cells. Fisher’s exact test used to derive
−log10 P values, thresholded on CRISPR growth effect measured by Bayes Factor (BF). (B) Patient
derived glioblastoma (GBM) cells. (C ) RPE-1 cells. (D) HeLa cells. (E ) HCT116 cells. (F ) Comparison
thresholded on number of cell lines with CRISPR hits. Loss-of-function data from (Hart et al. 2015).




