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Molecular biological study on the virulence property of Campylobacter based on
the infection biology
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Here we investigated the dynamics of genetics and microbiota_in_humans
following infection with Campylobacter jejuni to better understanding its pathogenesis in human.
Metagenomic analyses suggested less impact of the Campylobacter infection on the microbiota
composition. Whole genome sequencing analysis of the causative C. jejuni isolates revealed genomic
variations even in the case with identical source, suggesting in vivo genomic alteration during
infection. Transcriptome analyses showed that increased expression of a series of bacterial genes
both in humans and in vitro cell culture, which were considered to be one of the hallmark for the
development of Campylobacter infection in humans.
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