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THE EXPLORATION OF A VIRULENCE FACTOR OF PANTOEA ANANATIS AND THE ANALYSIS OF
GENETIC STRUCTURE OF BACTERIOPHAGE PHI2 THAT SUPPRESSES THE PATHOGENESIS.
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Pantoea ananatis is a Gram-negative bacterium that causes severe disease in economically important
agricultural crops such as rice and onion. Although several virulence factors of P. ananatis have been
reported, the details of its molecular mechanism have not been clarified yet. The aim of this study is to
elucidate the virulence mechanism by the exploration of an unknown virulence factors of P. ananatis. As

a result, we found that the gene for colanic acid biosynthesis was involved in the virulence of P. ananatis.
Moreover, we analyzed the genetic structure of bacteriophage phi2 that suppresses the pathogenesis of
bacterial palea browning of rice caused by P. ananatis. As a result, the bacteriophage phi2 was presumed

to belong to the family Myoviridae in the order Caudovirales. This is the first report of the bacteriophage

of Myoviridae that specifically infects P. ananatis.
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