Supplementary Fig 1. H3ac and H4ac distribution at ISG-rich regions
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Supp Fig 2. Distribution of H3ac and H4ac relative to the TSS of all genes. (A) Bar graph summarizes the
distribution of histone acetylation sites at increasing distance from the 5' ends of genes located within the studied 16 Mb
(Known Genes, Refseq and Geneid Genes), and compared to equal numbers of randomly generated sites. (B) Percent
of isolated or dual (i.e. overlapping) randomly generated sites corresponding to the number of total, constitutive and
induced histone acetylation sites at proximal (<5kb) or distal (>5 kb) distances from the TSS of Known genes.
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Supp Fig 3. Chromosomal localization of a selected set of orphan IRF1 sites. Coordinates of randomly
selected orphan IRF1 sites are provided. Snap shots show +/-5kb regions around the selected sites and show
IRF1 binding in the absence of STAT1 binding or H3/4ac. Snap shots also show the inter- or intra-genic
localization of the orphan sites. Overlapping or nearby genes were colored in red for early induced ISGS
(eindISGs) and in blue for Other genes.
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