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Elucidation of dynamics and colonization mechanisms of microbiota targeting
animal extracellular matrices and their application development
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Regarding microbiota targeting animal extracellular matrices such as
glycosaminoglycans for microbial infection and adhesion to host cells, dynamics of microbiota and
its molecular systems in response to glycosaminoglycans were clarified through multiomics.
GAG-targeting molecular systems were identified 1n pathogenic bacteria (Streptobacillus and
Streptococcus) and indigenous bacteria (probiotic Lactobacillus, harmful Clostridium, and
opportunistically pathogenic Bacteroides), and tertiary structures of some systems were determined
by X-ray crystallography.
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