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Elucidation of mobile loop functions in food-related enzymes
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The functions of proteins are usually expressed by conformational changes in loop
regions. We have investigated the mobile loops in food-related enzymes that are used in food industry.
The mobile loops in the active sites of beta-amylase and alginate lyase that are important for
incorporation of substrate and release of product are analyzed by X-ray crystal analyses of their mutant
enzymes. The x-ray analysis of the mutants of pro protein-glutaminase (A47Q, A47E) showed that this
enzyme can catalyze the reverse reaction in its catalytic pocket. The 24mer peptide derived from
pro-region of transglutaminase inhibited the enzyme. We have determined the structure of the
enzyme/peptide complex by x-ray analysis.
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