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We determined the crystal structure of GH127 beta-L-arabinofuranosidase (HypBAl).
HypBAl has a Cys residue at its active center and was the first "cysteine glycosidase”. We found four new
glycosidases from B. bifidum. Moreover, we revealed the transcription regulation mechanism of the
beta-arabinooligosaccharide degradation system in B. longum and investigated characteristics of a HypBAl
homolog.
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