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Rgledgf a novel genomic modification found in a specific clone of Helicobacter
cinedi.

Rimbara, Emiko
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The contribution of Phosphorothioate (PT) modification to pathogenicity and
environmental responsiveness in bacteria is unclear.

We analyzed the PT modification of the dnd gene knockout Helicobacter cinaedi MRY08-1234 strain, and
found that 8.9% of all target motifs were PT-modified. Expression of genes encoding DccSR and PtmG
was significantly decreased by the dnd gene knockout. In addition, infection experiments with Caco-2
cells showed that knockout of the dnd gene increased cytotoxicity. These results indicate that PT

modifications may contribute to environmental adaptation and virulence of H. cinaedi.
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