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S2 Figure. Variant Discovery Mapping plots

(A,B,C,D,E) The allele frequencies of high-quality variants (ratio of variants reads/total reads) identified in
whole-genome sequenced pools of homozygous mutant recombinants are plotted as a function of genomic
coordinates. The green line is a LOESS (locally estimated scatterplot smoothing) local regression to help
identify the linked (peak) region. Protein coding mutations located in the peak region are indicated with
rectangular labels (red for the causal mutation and yellow for other linked non-causal mutations).



