detected in
A GRO-seqI E/R-regulated

RUNX1-peaks, SEM 195 /1000 55
RUNX1-peaks, HSC 392 /1000 48
enhancers, CD19%/20* 4642 257
SEs, CD19%/20* 500 37
enhancers, CD34* 3940 218
SEs, CD34" 452 22
total 637
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