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Figure 4 - Figure Supplement 1. Characterization of BRD4 cistromes in BMDM. (A) Venn diagram 
comparisons of BRD4 peak numbers in LPS-treated vs. untreated BMDM in indicated groups of genes. The 
intersection of individual replica peak sets was constructed for each condition. (B) The average occupancy 
of BRD4 in each treatment condition at the LPS-induced Dex-repressed genes' (left) promoters and (right) 
L-derived BRD4:p65 overlapping peaks. The occupancy profiles showing the mean score were calculated 
using genomation package. The band surrounding the mean score distribution shows SEM and 95 % 
confidence interval for the mean. (C) Cross-correlation plots for BRD4 ChIP-seq datasets generated in this 
study. Relative strand cross-correlations were calculated using CLC BIO Genomics Workbench. Read 
counts were determined for each peak in condition-specific peak union sets; a plot of log transformed per 
peak read counts for Brd4 replicas is shown for each treatment condition; r - Spearman's correlation s 

between replicas. 
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