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Supplemental Figure S9



Supplemental Figure S9: FactorBook analysis of motif enrichment. For the indicated
combinations of TFs and cell types, which had a mean fold-change of DFP overlap in MEDEA-
filtered peaks above 2 (Fig. 3B), we checked the motif enrichment predicted by FactorBook
(http://www.factorbook.org/human/chipseq/tf/) in the associated ChlP-seq peaks. The panels
collect the enriched motifs that show the predicted specificity of either the ChiPed factors or
other lineage specifiers. Transparent panels indicate that the enriched motifs were not found
significantly centered toward the peak summits.
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