MCF-7 cells treated with
Bestradiol or vehicle
(45min)

=

ChlIP using TDG antibody

=

[llumina-based sequencing

=

Reads mapped to human
genome (hg19) using
FDR 0.01

=

High-confidence filter:
p-value < 0.05
Fold change => 1.2
Peak in both replicates

=

117 high-confidence peaks
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