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W RO EE (J30) : Several methods for hybrid data mining from the various types of
data such as the protein 3D structure data, the network data (e.g. protein-protein
interaction data and metabolic pathways), and the text data describing the results of the
protein structure analysis have been proposed. Applications to the knowledge discovery of
protein functions, which include prediction of the protein functional sites, information
extraction from the biomedical articles, retrieval of similar articles considering user’s
aspect, and classification of organisms from the viewpoint of the biological function, have
been developed based on the proposed data mining methods.
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n: # of proteins with unknown interaction site
r: # of cycles in repetitive prediction process
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