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Informatics analysis on selectivity and diversity of enzymatic reaction
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In constructing a novel metabolic pathway, selection of enzyme gene
candidates required for metabolic pathways, whether unknown or known, is an important task. In this
research, in order to more efficiently select such enzyme genes, we reconstructed a new enzyme
reaction database that integrated information diffused in each database in a form suitable for this
purpose. Based on this, we have developed biological and chemical information analysis and machine
learning methods that can support selection of representative gene sequences while considering
selectivity and diversity of enzyme genes.
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