Supplementary Table 3. Motifs enriched under p300 peaks within dynamic, p300-associated
H3K27ac clusters. Central 100 bp under p300 peaks was used for de novo motif discovery by
DREME. “Motif’ indicates the overrepresented motif found by DREME, and its significance score is
indicated as the -log4, of the E-value. Top aligned motif indicates the top-scoring JASPAR or Uniprobe
position weight matrix. Transcription factors (TFs) with motifs that align with the DREME maotif with a
p-value of less than 0.001 are listed under candidate TFs. Only vertebrate transcription factor binding
motifs were reported. TFs of interest are highlighted in red when common to 3 clusters, green when
common to 2 clusters, and blue when unique to 1 cluster.
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