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Structural and functional analysis of glycosidases from plants that have a novel
active center
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We initially aimed to study the structure and function of uncharacterized
enzyme from plants that belong to DUF1680. Although we examined heterologous expression of the genes
from Arabidopsis thaliana and Oryza sativa under various conditions, they did not express or
expressed as insoluble aggregates. We determined a novel crystal structure of a GH146
-L-arabinofuranosidase from plant pathogen, Xanthomonas. The active site of the Xanthomonas enzyme
was cysteine, like the case of GH127 enzyme (HypBAl), and the enzyme had a novel
carbohydrate-binding module domain.
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