Figure S3

100 DHS footprints at known TF binding motifs

Zbtbta knock down target sequence 1 100 1 N N within Zbtb7a-dependent accessible sites
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Oé' TF: known binding motif mean DNase cut frequency within DHS footprint magnitudes

sequence logo: Zbtb7a-dependent sites (obs/exp): in control & Zbtb7a knockdown cells
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