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Supplemental Figure S29. Olfactory and gene desert growth loci. (A) Growth locus mapping to
olfactory receptor cluster on Chromosome 19, with peak —log,, P value located in OR7C1 (25 nM
paclitaxel). (B) Growth locus in gene desert on Chromosome 1 at 104 730000 bp (25 nM paclitaxel).
(C) Growth locus in gene desert on Chromosome 4 at 160220000 bp (8 nM paclitaxel). Horizontal black

lines, permutation significance thresholds.





