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Elucidation of interaction between secretaly IgA in the breast milk wtih
neonatal microbiota in the gut by use of bacterial sorting
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1gA-SEQ of the healthy human volunteer feces revealed that human microbiota
was divided into three groups, IgA high-coating, middle-coating and low-coating group. In addition,
the Firmicutes were much abundant division of bacteria in IgA high-coating bacteria in phylum level,
whereas there were no significant differences in species level. Thus, it was suggested that
secretary IgA in the intestine specifically bound to the commensal bacteria belonging to the

Firmicutes.
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