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[bookmark: _GoBack]Figure S7. Genes that are differentially expressed in a vs.  strains.
[bookmark: _Hlk67141767]IGV genome browser (Broad Institute) snapshots of ChIP-Seq (Occupancy) and RNA-Seq (Expression) show the sequenced fragment pileups for Tup1 peaks located next to the thirteen mating-type specific genes. Tracks represent an average of three biological samples for each strain. The four strains for each experiment were autoscaled as a group for occupancy and expression separately to account for differences in fragment depth between locations. Colors for both ChIP-Seq and RNA-Seq are as follows: Tup1-V5 WT a (red), Tup1-V5 WT  (green), Tup1(S649F)-V5 a (blue) and Tup1(S649F)-V5  (purple). The bottom track displays gene annotations. 
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