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Figure 4: (A) Single colonies evolved by fluconazole and analyzed by karyotype gel (colony label, x-axis, chromosome number, y-axis, and R for reference strain) with the control strain
on the left and the location of i(5L) and i1(5R) on the right. (B) Visualization of lllumina whole genome sequencing data with chromosome copy number (y-axis), chromosome position
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(x-axis), and the progenitor (P) using Yeast Mapping Analysis Pipeline (YMAP). (C) Chr 5 i1s shown In closer detail with aneuploidy of the left arm represented by increased copy number. l

https://z.umn.edu/references-go

(T 1 FIE
":). ) & w2

e52- ) SelmeckiLab



