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Figure S2 Genome-wide mapping for Rpb1 ChIP at 12hrs. Mapping correlation between Input (A,B) or Rpb1 ChIP (C,D) versus
genomic DNA copy number or mRNA-seq. (E,F,G) Normalized coverage for Rpb1 ChIP compared to expressed (E), non-
expressed (F) and non-coding contigs (G) at 12hrs post mating. The reads are normalized to 1kb length. The numbers over
peaks indicate p-values from a t-test comparing the mapping over 5’ and 3’ regions versus the middle of MAC contigs.
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