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Elucidation of the folding mechanism by LNBase-specific chaperones from Human
gut bacteria
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A specific chaperone (LnbY% that fold lacto-N-biosidase (LnbX) degrading
human milk oligosaccharidase from Bifidobacterium longum has been discovered, but its function has
not been deduced because homologous sequences are not found in all known chaperones. In this study,
we aimed to elucidate the folding mechanism of LnbX by LnbY in extracellular.The crystal structure
of BsaY, a homologue of LnbY, was successfully determined at a resolution of 2.18
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