Descriptions of Additional Supplementary Files
Supplementary data 1

Description: Summary of genomic datasets generated in this study. a. LFY binding peak
overlap with a nucleosomes in all four MNase-seq datasets generated. b. Genes annotated
to significant LFY binding peaks. c. Genes significantly differentially expressed (DeSeq2)
after steroid activation of LFY-GR relative to mock treatment. Treatment durations were one,
six or twenty-four hours.

Supplementary data 2

Description: Gene ontology terms enrichment analysis. a. GO terms for LFY targets where
the LFY binding peak was nucleosome occupied. b. GO terms for LFY targets where the
LFY binding peak was a in nucleosome free genomic region.



