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(2) PCR o
5'-GCGATACTTGGTGTGAAT-
3 5"-GACGCTTCTCCAGACTACAAT3",
PCR 250l MgCl, 2ul
(25mM) . dNTP 2yl (2. SmM) . PCR buffer 2. SpL
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DNA  1pL (~30ng) . 94°C Smin;
94°C 30s 56°C 30s 72°C 45s 40cycles; 72°C 10min,
PCR ABI 3730XL

Genbank

Paeoniia lactiflora PSO905MTO1 GQ434600

b P. lactiflora  PS0905MT03 GQ434601
P. lactiflora — EU591986

¢ P. veitchii PS0906MTO1 GQ434602
d P. vetichii PS0906MTO02 GQ434603

P. veitchit — DQ313691
P. veitchii — U27695
P. anomala — DQ313696

P. sinjiangensis — U27697
P. abovata — U27688
P. mairet — U27685

P. intermedia — DQ313697
P. emodi — U27680
P. emodi ssp.
i — U27693
sterniana
P. lutea — AY328312
P. lutea — U27683
b,
teod.

TK673 TK777.
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Molecular Identification of Paeoniae Radix Rubra and Its Adulterants based on ITS2 DNA Barcode
Sun Zhiying' > Song Jingyuan' Yao Hui' Sun Chao' Chen Shilin'
(1. Institute of Medicinal Plant Development Chinese Academy of Medical Sciences Peking Union Medical College
Beijing 100193  China;
2. College of Chinese Medicine Shandong University of Traditional Chinese Medicine Jinan 250355 China)

Abstract: This study aimed to discriminate between Paeoniae Radix Rubra and its adulterants in order to guarantee
the quality and clinical curative effect of this medical material. In this study the second internal transcribed spacer
(ITS2) of ribosomal DNA were amplified and sequenced. Sequence assembly and consensus sequence generation
were performed by using the CodonCode Aligner. To perform a phylogenetic study sequences of DNA regions were
aligned using Clustal W and the genetic distances were computed using MEGA 4.0 in accordance with the Kimura
2-parameter ( K2P) model. And the phylogenetic tree was constructed using the neighbor—joining and Kimura 2-pa—
rameter methods. The ITS2 secondary structure was predicted using the ITS2 database and website which was found
by Koetschan et al. The results showed that the length of ITS2 sequence of the origin plant of Paeoniae Radix Rubra
were both 227 bp. In the cluster dendrogram both Paeonia lactiflora and P. wveitchii showed monophyletic. To
compare the ITS2 secondary structure of the origin plants of Paeoniae Radix Rubra and its adulterants we noticed
that the difference of Paeonia lactiflora and P. veiichit was slight. But they were obviously distinguished from other
species in the amount size position of loop and the angle of helix exertion. It is concluded that ITS2 can be used
to correctly identify Paeoniae Radix Rubra from its adulterants. Hence the application of ITS2 in the identification
of traditional Chinese medicine has an important prospect.
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