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Understanding enhancer allocation by 3D genome "domains" through analysis of two
parameters in the regulation.
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The research aims to understand how the gene-enhancer interaction is formed
and disrupted, using the MYC regulation system by its super enhancer in the human iPS cells. First,
I performed ATAC-seq in the cell line and explored possible functional elements in the super
enhancer region. Then, taking these regions as the landmark, 1 performed genome editing to serially
delete parts of the super enhancer as well as to insert a DNA cassette within the super enhancer
that can disrupt the gene-enhancer interaction. Finally, 1 applied an emerging method to detect
single-molecule multi-contacts among genomic regions for the MYC locus, which could confirm presence

of contacts between multiple regions within the super enhancer and the MYC promoter.
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