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Supplemental Figure S34. Close up views of interaction loci. (A) Chromosome 1. (B) Chromosome 7.
(C) Locus for KHDRBS2 on Chromosome 6. Horizontal red and black lines, permutation significance
thresholds. (D) Sequence read changes on log, scale showing growth at 0 nM paclitaxel for six interaction
loci. Colored lines, best fit. Grey bands, 95 % confidence intervals. (E) Same loci showing growth at
75 nM paclitaxel. (F') Sequence read changes on log, scale for GRIK3 interaction locus on Chromosome 1.

Best fit with drop lines shown.





