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Many bacterial pathogens express their virulence by injecting the effector
proteins into host cells. In this study, we investigated the host factor-dependent activation
mechanism of the effector RipAY and RipAA derived from the phytopathogenic bacterium Ralstonia
solanacearum. As a result, it was revealed that RipAY formed a complex with thioredoxin, which is a
host activating factor, at a molecular ratio of 1: 2. In addition, we found that RipAA is a
multi-domain protein consisting of a membrane localization domain, an autoinhibitory domain, and a
growth inhibitory domain. It also clarified that RipAA was activated by phosphorylation via the
plasma membrane targeting.
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