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Figure S3 Sequencing of the whole genome confirms deletion of the yeast genes. Panels show read coverage of endogenous
genes that were replaced by inserted genes. Coverage density maps were generated by aligning reads obtained by sequencing
the whole genome of the iGM11 mutant to the sequences of the deleted genes together with 250 bp 5’-UTR and 250 bp 3’-UTR
flanking regions.
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