
 
Supplementary Figure 2. Comparison of profiles of H3K27Me3 and H3K27ac at active and inactive 
genes. Normalised ChIP-seq signal above input signal of the active (H3K27ac) and inactive 
(H3K27Me3) histone modifications within 2kb of transcription start sites (TSS) for active and inactive 
genes in all 6 tissues. 

 


