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Eunctional analysis and application of sulfoglycosidase from mucin-assimilating
acteria
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Bifidobacterium bifidum

Bbhi 1
carbohydrate-binding module

Degradation of host glycoproteins by human intestinal bacteria is closely
related to the formation and maintenance of flora and production of beneficial metabolites, as well
as to mucosal homeostasis and disease. In this study, we investigated the mechanism of sulfated
mucin glycan degradation by Bifidobacterium bifidum, using the membrane-bound extracellular
sulfoglycosidase Bbhll as an example, through structural biology, enzymatic biochemical analyses,
and omics analyses. In particular, we succeeded in demonstrating that this bacterium has a

carbohydrate-binding module-dependent mucin degradation mechanism.

Bifidobacterium bifidum CBM GH20
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*n <0.05 **p<0.001, and ***p < 0.0001 (Dunnett’s test).
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Data were shown by median = interguartile.
Kruskal-VWallis test was used forstatisical comparison.

Fig. 5, L7 D BE D LF BEiEGH (muc-GH) £ LU
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