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The gut microbiota form a highly complex ecological community together with
host intestinal cells. The so-called gut ecosystem has a profound influence on human physiology,
immunology, and nutrition. It has been reported that imbalance in the structure of gut ecosystem
could be a risk factor in human disorders including not merely gut-associated diseases but also
systemic disorders. However, the molecular mechanisms of the formation of complex intestinal
microbial community remain obscure. To this end, we firstly established a highly integrated
metagenomic and metabolomic approaches, metabologenomics, and found that the interaction between
host-derived IgA and number of colonized bacteria are important to form initial state of gut
ecosystem, indicating that host-microbial crosstalk is one of the key systems to form complex
microbial community In gut.
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