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Deduction of minimum sysmbiosis island gene sets for Lotus rhizobia
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In an attempt to deduce the rhizobial minimum symbiosis gene sets for mutualism be
tween Mesorhizobium loti and Lotus species, we compared nucleotide sequences of symbiosis islands of three
M. loti strains and found 155 genes are completely conserved among them. We made controllable promoters a
nd new selectable markers to be used with M. loti strains. We also made a temperature sensitive derivative
of the broad-host range vector pBBRIMCS2, by mutagenesis of its rep gene. In addition, we performed Next
Generation Sequencing analysis of several M. loti strains and mapped the obtained reads on the genome sequ
ence of the strain MAFF303099. The results supported the divergence of main chromosomes among M. loti stra

ins with conserved core structure of symbiosis island.
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