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Effects of Helicobacter pylori virulence genotypes on disease outcomes
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It is important to identify the high risk group of peptic ulcers and gastric
cancer infected with Helicobacter pylori. The most studied virulence factors of H. pylori to cause these
diseases is cagA. In this project, we performed PCR-based sequencing of cagA from cultured clinical
isolates of H. pylori. We could detect various genotypes of cagA including AB, ABC, ABCC, ABCCC, ABD,
ABABCC. We co-cultured these types of wild-tyﬁe H. pylori or cagA-deleted mutants with gastric epithelial
cells, and performed microarray to identify the molecules up-regulated or down-regulated, and the
analyses are now on going.
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