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Elucidation of Cell Differentiation system by Structural Method

Aburatani, Sachiyo

3,500,000

GA

In this study, | developed a new method for network modeling based on
structural method. Furthermore, | improved the network modeling method for addition of structural
restriction. For example, if there are known causality between the genes, | can estimate the network

structure including the known causalities. | developed the numerical method to keep the elements
which were known causalities within the co-variance matrices. | also improved my network
optimization algorithm combined with GA algorithm to avoid the local minimum. I applied my developed

and improved methods to real expression data, and I could select the activated sub-graph structure
at the specific conditions.
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