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Evolution and Phytogeography of model plant Lotus japonicus in Japan
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Lotus japonicus is a model plant which glows wild in Japan. It is considered the n
aturalized plant since prehistoric times. Whole genomic DNA of Lotus japonicus was analysed, and various ¢
enetic information are released widely. We use the exhibited microsatellite marker, and analysed wild popu
lations of Lotus japonicus in Japan. Cluster analysis showed that Lotus japonicus of Japan was clearly div
ided into two geograﬁhically different groups.The first group, Honshu type consisted of wildness groups of

Hokkaido, Honshu, Shikoku, and Kyushu.As for another group, Nansei type containd the populations of Nanse
i islands.It became clear that both types differ genetically. Since the population obtained from Tsushima
Island was also the Honshu type, it was possible that Lotus japonicus of Japan has the group which went Na

nsei islands north from the south, and the group which carried out distribution expansion in various parts
of Honshu through Tsushima from the Korean Peninsula.
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TNO295 ATGAGGGTGAGCAACGAAGG COATGGAGGCAGAAATCGAG (CT) e 58.3
TNOT0S GCTCGTCAACACTGAAATGR CTCATCACGCTTCTCATCAC (CT)1e 56.3
THO349 LAACGAGTAGAAGGGAGGTC TTCTCATTTCACGCCGTTC (CT)ez 56.3
TH1049 TCCCAACACACCTCATTCAC ACGATTGRAGGTCTTGTAGE (AT ea 56.3
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TMO0295 3551 2343 0.127 0.439 0.717
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