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1 _
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Molecular identification of Astragali Radix and its
adulterants by ITS sequences

CUI Zhan-hu''? | LI Yue'?, YUAN Qing-jun', ZHOU Li-she ** , LI Min-hui'***
(1. Institute of Chinese Materia Medica, China Academy of Chinese Medical Science, Beijing 100700, China;
2. Baotou Medical College, Inner Mongolia University of Science and Technology, Baotou 014060, China)

[ Abstract] Objective: To explore a new method for identification Astragali Radix from its adulterants by using ITS sequence.
Method : Thirteen samples of the different Astragali Radix materials and 6 samples of the adulterants of the roots of Hedysarum polybot-
rys, Medicago sativa and Althaea rosea were collected. ITS sequence was amplified by PCR and sequenced unidirectionally. The inter-
specific K-2-P distances of Astragali Radix and its adulterants were calculated, and NJ tree and UPGMA tree were constructed by
MEGA 4. Result: ITS sequences were obtained from 19 samples respectively, there were Astragali Radix 646-650 bp, H. polybotrys
664 bp, Medicago sativa 659 bp, Althaea rosea 728 bp, which were registered in the GenBank. Phylogeny trees reconstruction using
NJ and UPGMA analysis based on ITS nucleotide sequences can effectively distinguish Astragali Radix from adulterants. Conclusion :
ITS sequence can be used to identify Astragali Radix from its adulterants successfully and is an efficient molecular marker for authenti-
cation of Astragali Radix and its adulterants.
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