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bidentata Blume from different habitat to provide their DNA molecular marker for identification of A.
bidentata M ethods To detemmine IDNA ITS base sequence by peculiar PCR technology. Results The
completed sequence of ITSand 5.8 SIDNA , and the partial sequenceof 18 S IDNA and 26 S IDNA of root
of A. bidentata w ere obtained They are about 650 bp. T here isobvious diversity anong the roots of A.
bidentata, Cyathula dof icinalis Kuan, and A. asera, while there is no difference anong the roots of A.
bidentata from different habitat and by different cultivacation breeds Conclusion  The method can be
used to identify the root of A. bidentata anong different species and to differentiate its fakes

Key words molecular identification; the root of A chy ranthes bidentata Blume; PCR; sequence analy-
sis
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