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Development of protein-carbohydrate binding prediction systems and databases
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In this study, we developed the prediction methods of carbohydrate binding
proteins (predicting whether a given protein binds to the carbohydrate), protein-carbohydrate binding
sites (predicting which residues bind to the carbohydrate), binding carbohydrates (predicting what kinds
of carbohydrate bind to a given protein), complex structures of protein and carbohydrate, glycosylation
sites. We also developed the comprehensive databases of protein-carbohydrates which contain sequences,
structures, binding ligands, and a variety of information about the function.
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