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The Type 111 Secretion System (T3SS) was found as a toxin-injection system
from pathogenic bacteria to mammalian cell. Genes for T3SS are identified not only in animal and
plant pathogens but also in symbiotic bacteria such as rhizobia. Here, we have studied Mesorhizobial

T3SS, which shows limited homology even to T3SSs in plant pathogens.

We have investigated target genes of the T3SS transcriptional activator protein, Ttsl, and found a
few new binding sites. We also constructed reporter systems to access the secretion activity as well
as transcriptional activation and utilized the systems to evaluate the necessity for secretion
activity of the relatively small genes that situate around the main T3SS gene cluster.
Simultaneously, we constructed new broad-host range vector-sets that are comprised of controllable
promoter plasmid and temperature sensitive replication.
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