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Population Authentication of Alisma orientale
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Abstract : tDNA ITS regions (including ITS1, 5.8 S and ITS2) of Alisma orientale from Sichuan , Fujian
and Jiangxi provinces were sequenced by PCR products sequencing method and analyzed. The sequences
of rDNA ITS region of Alisma orientale ranged 640 bp. The sequence of Alisma orientale from Jiangxi and
Fujian provinces was the same ,and there were 2 stable variable sites among Alisma orientale populations
which were collected from Sichuan and Fujian( Jiangxi) provinces. One was in ITS-1, and the other was
in ITS-2. There was another different site in 5.8 S(No. 289) region of rDNA ITS region between Alisma
ortentale of China and Italy. The difference of rDNA ITS sequences can be used to authenticate accurately
the populations of Alisma orientale from Sichuan and Fujian, and to provide reliable molecular markers for
identifying Alisma orientale populations.
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BB x R H5 BAR R BRE
BE iR Alisma orientale( Sam. ) Juzep 7ZX-1 30 DQO16540
Il XB Alisma orientale( Sam. ) Juzep ZX-2 28 DQO16541
il #RITHE Alisma plantago-aquatica 7X3 28 DQO11501
wir &M Alisma orientale( Sam. ) Juzep ZX4  EH GenBank AY519469
wi - Bl Alisma plantago-aquatica 7ZX-5 3B GenBank AY588940
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