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Modeling of %enes and _epigenome_intracellular regulatory network and analysis of
cellular differentiation mechanisms

Kojima, Kaname

1,700,000

DNA

Regulatory networks comprised of only genes have been considered for the usual
analysis of intracellular system. In the cell differentiation process, the alteration of epigenetic
states such as DNA methylation and histone modification induces the change of regulatory structure and
the change enables cells to be differentiated to other cells with difference functions. In this study, we
devise new methods for estimating the abundance of gene expression, and methods for the foundation of
highly accurate estimation of epigenetic states. Targeting the analysis of intracellular regulatory
network, we devise the approach for estimating cell-specific transcription factor binding from gene
expression data and histone modification data in the cell differentiation process of mouse.
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