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Figure S4. Variation of chromatin accessibility at the activation-induced peaks is associated with changes in expres-
sion of eRNAs and targets genes. Distribution of the expression of (A) eRNAs and (B) predicted enhancer target genes
across the activation-induced peaks that gained and lost accessibility is represented as box plots (central bar represents the
median with boxes indicating interquartile range, values of the upper and lower quartiles are represented in with whiskers
and outliers with circles). Statistical comparisons were made with the unpaired Wilcoxon test.



