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The study on inclusive catalytic reaction mechanism of the enzymes used for rare
sugar production on the basis of X-ray structures in complexes with rare sugars

Yoshida, Hiromi
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X-ray structures of L-ribose isomerase from Acinetobacter sp. and Cellulomonas
parahominis were determined. On the basis of the wild-type and mutant form structures in complexes with
rare sugars, catalytic reaction mechanism of L-RI including ring-opening mechanism of sugar was proposed.
Furthermore, mutant structure analysis supported the essentiality of tetramer formation of L-RI for its

enzymatic activity.
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