2019 2021

Challen?es in Artificial Editing of Epigenomic Memory Underlying
Lifestyle-related Diseases

INAGAKI, Takeshi

5,000,000

SunTag
SETDB1 Cebpa
H3K9 Cebpa
SETDB1

SunTag
SETDB1 Cebpa

Histone methylation is involved in the regulation of adipocyte
differentiation. Therefore, artificial regulation of histone methylation is expected to affect gene
expression related to adipocyte differentiation. In this study, we attempted to recruit the histone
methyltransferase SETDB1 to a target genomic region using the SunTag method. We found that histone
H3K9 methylation levels were increased in the region encoding Cebpa, a master regulator of adipocyte

differentiation, and that Cebpa expression was suppressed. We also found that this change is
dependent on the enzymatic activity of SETDBI.
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