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SuppFigure 13: Vector backbones recruit chromatin modifications. 

ChIP-seq data mapping to the vector backbones associated with all SynHoxA clusters is presented at 

all time points analyzed. As part of the ICE delivery, the two parts of the vector backbone are 

separated by the SynHoxA cluster. Bacterial derived sequences were covered with the repressive 

chromatin modification H3K27me3 (red). The yeast LEU2 gene recruited the activating chromatin 

modification H3K27Ac (blue) and H3K27me3. Some inconsistent CTCF (black) recruitment was 

observed. ChIP-seq data shown here are aligned to a custom mm10 reference genome (see 

Methods). 
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