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The Genuine and Adulterants Identification of Dendrobium officinale by rDNA ITS Sequences Analysis

ZHANG Lei et al (Key Laboratory of Crops Genetics and Improvement of Guangdong Provience, Crop Research Institute, Guangdong A-
cademy of Agricultural Sciences, Guangzhou, Guangdong 510640 )

Abstract
NA ITS sequences of D. officinale and its adulterants, the genetic distance was calculated, and a NJ systematic tree was established by the
neighbor-joining method. [ Result] The results showed that the full length of rDNA ITS regions of 8 D. officinale samples from different produ-

[ Objective | To accurately identify D. officinale and its adulterants on the molecular level. [ Method] Through the analysis of rD-

cing areas was 650 bp, the length of ITS sequences (not including 5.8 s) of D. officinale and its 6 adulterants varied from 598 bp to 601 bp.
Of 483 total sites in ITSland ITS2, 60 were informative sites (12.4% ), 185 were mutable sites (12.4% ). The distance between D. officina-
le and its adulterants was 1. 108% to 2.594% . The NJ trees also indicates the relationship and differences of D. officinale and its adulterants.
[ Conclusion ] Tt was concluded that ITS sequence can be used to discriminate between D. officinale and its adulterants rapidly and accurately.
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