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SEARCH FOR GENES INVOLVED IN ANTIFUNGAL ACTIVITY OF PLANT GROWTH PROMOTING
RHIZOBACTERIUM PSEUDOMONAS CHLORORAPHIS
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Plant growth-promoting rhizobacteria (PGPR) are the rhizosphere bacteria that can suppress the

growth of phytopathogenic fungi and promote plant growth. Pseudomonas chlororaphis is one of PGPR,

and has been reported to suppress Pythium root rot disease. In this study, we screened Pseudomonas

chlororaphis mutants whose antifungal activity was decreased. By the identification of the mutation site

of these mutant strains, we found that #yp4 and tex genes were involved in the antifungal activity. In

addition, we got a mutant strain that showed an increased swarming activity, and found that lon/ gene

was involved in this activity.
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