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Supplemental Figure 1. GREAT ontology analysis of the clusters with

accessibility from the ATAC-seq assay. Related to Figure 3
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DMSO vs 0 h down 2 fold 1061 genes
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DMSO vs 0 h up 2 fold 964 genes
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Supplemental Figure 2. Gene ontology analysis of the genes down or up regulated in
DMSO treated cells. Genes that are down or up regulated 2-fold are included in the analyses.

Related to Figure 4.



