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Revealing the molecular mechanisms underlying constitutive heterochromatin
transition during cellular differentiation
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Eukaryotic genomic DNA forms a chromatin structure to pack into the nucleus,
and non-transcriptional regions and repetitive sequences are forming repressive chromatin structure
called heterochromatin. In this study, | established new biotechnological tools to reveal the

molecular mechanisms of the changes in site-specific heterochromatin structure during cellular
differentiation. At first, | constructed a reporter assay system to examine the heterochromatin
structure establishment and succeeded to confirm transcriptional suppression activity by recruiting
heterochromatin factors at reporter gene region. In addition,l established the cell line for
site-specific proteomics using the dCas9-APEX method to reveal the heterochromatin binding proteins.
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