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Analysis of membrane vesicle production in gram negative bacteria
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In this study, we performed sugar-chain structure analysis for
lipopolysaccharide (LPS) of bacterial cells expressing hlyF gene, and demonstrated that HIyF is
involved in the structural modification of lipid A (a part of LPS), suggesting the induction of OMV

production in bacteria.
We also found that OMV induce host immune response (IL-8, IL-18, and IL-13 ). Inflammasome

activation is a multistep process leading to processing and secretion of mature IL-13 and IL-18.
Our result suggests that bacteria-derived OMVs contribute to the inflammasome activation.
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