Normalized ChlP signal intensity
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Supplemental Figure 2. Comparisons between elongation rate and histone modification or transcription factor binding. Genes
expressed in K562 cells were ranked according to elongation rate and placed into four equal-sized groups (from fastest to slowest:
red, green, blue, black). CHiP-Seq signal was obtained from ENCODE and median binned values for each group were plotted as
indicated.



