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This study compared genome sequences of Helicobacter pylori read by next
generation sequencers to explore new virulence genes among East Asian strains. We identified
difference of genes between gastric adenocarcinoma and MALT lymphoma other than known virulence
genes. We also compared H. pylori genomes before and after inoculation to Mongolian gerbils, which
is a model animal of infection, and identified mutations during the incubation in the animal
stomach. Our preceding study observed weak virulence strains in Okinawa, however, its origin was
unknown. This study discovered that the Okinawa strain originate from Central Asia and that it
reached to Okinawa around 30,000 years ago.
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