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Figure S3: Substantial genome-wide response to HS occurs as early as 5 minutes post-HS. (A) DESeq2 analysis of
PRO-seq gene body reads between HS-treated and NHS cells displayed as MA plots for the different time points
after HS treatment. Significantly changed genes were defined using an FDR of 0.001. Activated genes are labeled in
magenta and repressed genes in blue. fc = fold-change. (B, C) Representative view of a HS activated (B) and
repressed (C) gene in the UCSC genome browser (Kent et al. 2002). PRO-seq normalized reads for the different time
points for the plus strand are shown in red and for the minus strand in blue. Gene annotations are shown at the



