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Fig S6. Binding of Hap2 and HapX to CRG1 and GPA2 Promoters

Three biological replicates of ChIP-qPCR were used to examine the binding of the Hap2-
4´FLAG and HapX-FLAG strains to the promoters of CRG1, GPA2, and TUB1. ChIP-qPCR 
was performed under basal conditions for strains MATα hap2Δ::HAP2-4´FLAG (YSB8907) 
and MATα hapXΔ::HAPX-FLAG (1). The fold changes in binding of Hap2 and HapX to CRG1, 
GPA2, and TUB1 were calculated as follows: 2-[IP(Gene-Actin) – WCE (Gene-Actin)]. 
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