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The analysis of the interaction between gut microbiota, metabolite and
intestinal immune response with integrative comics approach
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Microbiota composition is altered in the critical illnesss, leading to
dysregulated intestinal or systemic immune responses. However, the mechanism is not well
established. We aimed to analyze the interaction between gut microbiota, metabolite and intestinal
immune response with integrative omics approach in a murine model of sepsis. We revealed the rapid
and dynamic alterations of gut microbiota, metabolite in murine septic mice. In particular, the
dramatic overgrowth of Enterobacteriaceae, which was specifically combined with slgA, would be a key

bacteria for therapeutic strategy. Furthermore, we found the potential effect of hydrogen-rich
saline with improving the survival rate and attenuating the overgrowth of Enterobacteriaceae.
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