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Study on relationships of fast growth and glutathione in Bradyrhizobium japonicum mu
tant
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bIr7984 is a putative TetR repressor in Bradirhizobium japonicum and in the disuru
ptant of this gene, cell growth speed was faster than wild-type. Microarray analysis with the cells grown
at log-phase showed a large increase in gene expression of the adjacent genes bl117981-3, cbb-cytochrome ox
idases needed for efficient respiration, proteins for flagella synthesis and transporters for sugars, sugg
esting the involvement of these genes in re?ulation of cell growth speed. In microarray analysis with bact
eroids from soybean nodules infected with blr7984 disruptant, expression of the adjuscent genes bl117981-3
only were increased compared with bacteroids infected with wild-type cells, indicating that these three ge
nes are the targets of blr7984. Especially bl17983 encoding glutathione transferase was induced the most.
To confirm if the large induction of bl17983 caused the fast growth or not, generation of B. japonicum ove
rexpressed with bl117983 was started.
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