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Mechanism of regulation of gene expression levels enabled by diversity in
histone composition.
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We established a genome-wide chromatin ﬁrofiling technique for small tissue
sections by optimizing ChIL technology to analyze the relationship between histone composition and
differentiation process in muscle tissue in detail. We also developed a data analysis method to
reconstruct energy landscapes from single cell data. We further developed the ChIL method and
extended it to a method using two antibodies simultaneously. We are attempting to apply this method
to the extraction of chromatin dynamics during differentiation by looking at the two different
molecules in the same cell. The analyses of novel histone variants were published mainly through
collaborative research.



(Epigenetics & Chromatin, 2015)

(Nature Commun., 2018)
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(Qiu et al., Cell, 2022)
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