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How IgA regulates gut microbial homeostasis
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IgA regulates the composition and function of gut microbiota, but the
mechanisms how IgA promotes such function remains unknown. Our previous works suggest that
IgA-glycan plays an important role to regulate gut homeostasis. In this study, we found that the
IgA-glycan profile is mainly modified in large intestinal lumen by the effect of gut microbiota. The

experiments with mono or multi colonization of gut microbiota in germ free animals showed that the
IgA-glycan profile is finely tuned by the effect of unique function of several bacterial species.
Mathematical simulation reveals that some bacterial species degrade IgA-glycans, and others make
positive impacts on IgA-glycan profile by adding specific sugar chains on IgA. Our works reveal that

Igé—glycan profile is finely regulated by the effect of complex interactions between gut microbiota
and IgA.
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