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Modeling of Gene Regulatory Networks
by an Artificial Chemistry

Yusuke GoToH 1 and KAzuTo ToMINAGAT?

Various models have been proposed to predict the functions of unknown
genes. In the present study, we make an attempt to apply our artificial chem-
istry to the problem; we build a simple model that corresponds to a part of
gene regulatory network of the yeast cell cycle using the artificial chemistry,
and perform simulation with provisional parameters.
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*1 http://www.genome.jp/kegg/pathway /sce/sce04111.html
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Fig.1 DNA represented as virtual molecule
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