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Figure S1: (A) Average genomic binding profiles of H4K12ac around TSS and 3 kb upstream and 

downstream of all the genes under vehicle (Veh) and estrogen-treated (E2) conditions. The X-axis shows 

the distance from the TSS of the genes in kilobase pairs. TSS is indicated by a black dotted line. (B) 

Heatmaps showing genomic binding profiles of H4K12ac around TSS and 3 kb upstream and 

downstream of all genes under vehicle (Veh) and estrogen-treated (E2) conditions. Center of the heatmap 

represents TSS. Color key of the heatmaps is shown on the side.  (C) Correlation plot showing the 

heatmap with the Pearson’s correlation coefficient values for H4K12ac, BRD4, H3K27ac, H3K4me3, 

H2Bub1, GRO-seq, RNAPII and H3K27me3 on TSS and 3 kb downstream region of all genes. Color key 

of the heatmap is shown at the bottom of the plot. (D) Average genomic binding profiles of H4K12ac 

around TSS and 3 kb upstream and downstream of estrogen-downregulated genes under vehicle (Veh) 

and estrogen-treated (E2) conditions. The X-axis shows the distance from the TSS of the genes in 

kilobase pairs. TSS is indicated by a black dotted line. (E) Heatmaps showing genomic binding profiles of 

H4K12ac around TSS and 3 kb upstream and downstream of all genes under vehicle (Veh) and estrogen-

treated (E2) conditions. Center of the heatmap represents TSS. Color key of the heatmaps is shown on the 

side.  (F) Heatmaps showing genomic binding profiles of H3K27ac, H4K12ac with estrogen treatment 

(H4K12ac E2) and without estrogen treatment (H4K12ac Veh), BRD4, nascent RNA transcription (GRO-

seq), RNAPII, H2Bub1, H3K4me3 and H3K27me3 around TSS and 3 kb upstream and downstream of 

estrogen-induced genes. Density of the signals is arranged according to average H3K27ac signals from 

high to low. Center of the heatmap represents TSS. Color key of the heatmaps is shown at their side.  

 

 

 

 

 



 



Figure S2: (A) Heatmaps showing genomic binding profiles of H3K27ac, H4K12ac with estrogen 

treatment (H4K12ac E2) and without estrogen treatment (H4K12ac Veh), BRD4, nascent RNA 

transcription (GRO-seq), RNAPII, ERα, FOXA1 and H3K27me3 around distal EREs and 5 kb upstream 

and downstream with all estrogen-treated (E2) conditions. Density of the signals is arranged according to 

H3K27ac signals from high to low. Center of the heatmap represents center of the distal ERE region. 

Color key of the heatmaps is shown on the side. (B) Venn diagram showing the overlap of distal binding 

regions of H3K27ac (red), H4K12ac (green) and BRD4 (blue). (C)  GREAT analyses on distal regions 

which oveelpas with H3K27ac, H4K12ac and BRD4 occupancy. The names of the Molecular signature 

database (MSigDB) pathways are denoted with their –log 10 binomial p-values. Estrogen-specific 

pathways are highlighted in pink and other breast cancer-related pathways in brown.  

 

 

 

 

 

 

 

 

 

 

 



 



Figure S3: Scatterplots showing the relationship between various ChIP-seq signals (H4K12ac, 

H3K4me3, BRD4, H2Bub1, RNAPII, GRO-seq, H3K27ac, H3K27me3, logarithmic fold changes of 

siBRD4 compared to siCont (Log2FC)) and absolute gene expression in logarithmic values for estrogen 

upregulated genes. Each dot in the plot represents a single gene. Red line indicates the correlation. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S4: Pearson correlation coefficient (R) values were shown in tables representing the relationship 

between various ChIP-seq signals (H4K12ac, H3K4me3, BRD4, H2Bub1, RNAPII, GRO-seq, H3K27ac, 

H3K27me3, logarithmic fold changes of siBRD4 compared to siCont (Log2FC)) and absolute gene 

expression for all genes and estrogen-induced genes.  

 


