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Rj2 restricts nodulation by specific rhizobial strains including
Bradyrhizobium diazoefficiens USDA122. We identified a T3SS effector gene that induces the
incompatibility to Rj2-soybeans. These results suggested that hosts monitor the rhizobial T3SS
effector during infection and reject nodulation via host R protein. B. diazoefficiens is able to
scavenge the greenhouse gas N20 through the N20 reductase. Comparative analysis of Nos(++) mutant
genomes showed that nasS mutation of resulted in Nos(++) phenotype. nasS mutation induced nosZ via
NasT. NO3(-) addition dissociated the NasS-NasT complex in vitro, suggesting the release of the
activator NasT. Disruption of nasT led to a marked decrease in nosZ transcription. Thus NasST
regulates the NO3(-) -mediated response of nosZ gene. EMSA analysis suggested that nos expression is
subjected to antitermination on both H1 and H2 hairpins upstream of nosR.
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