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Fig. 6 -- figure supplement 1. Motifs with enriched p300 occupancy in Tie2Cre or Myf5Cre
embryo samples. A. De novo motif discovery. The top 10 discovered motifs are shown, with the signifi-
cance P-value, percent of regions containing the motif, and the best matching known motif class. B.
Conservation of Tie2Cre-enriched motifs (dashed lines) or Myf5Cre-enriched motifs (solid lines) within
100 bp of Ep300-T-fb or Ep300-M-fb peak summits. The distribution of conservation scores for each
indicated motif is shown as a cumulative frequency plot. Random indicates randomly sampled 12 nt
regions from within the Ep300-T-fb or Ep300-M-fb regions.



