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Figure S3. Coverage of Saccharomyces sensu stricto genomes with short reads for 15V-P4 does not 
reveal introgression from any of the closely related species. Short reads for the 15V-P4 genome were 
aligned to concatenated genomes of S. sensu stricto species with bowtie2. S288C and YJM248 were 
used as a negative and positive controls for introgression, respectively. 
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