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Figure S6. Mapping known binding sites of key TFs in decidualization to opening and closing 
chromatin regions.

Binding regions of FOXO1, PGR, and FOSL2 determined in published ChIP-seq datasets for EnSCs
were mapped to open chromatin regions detected in this study. ATAC-seq peaks were ranked
from most opening to most closing peaks. FOXO1 and PGR binding is enriched in opening
chromatin regions. FOSL2 binding is associated with closing chromatin, while the subset of
FOSL2-bound peaks that also bind PGR is associated with opening chromatin.


