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1.
GenBank
1
GenBank No.

Sargentodoxa cuneata _— _— AY029794
S. cuneata —_ _ EF076046
S. cuneata —_— —_— EF076048
Spatholobus suberectus PS0246MT02  GU217620
Kadsura longipedunculata AF263448
K. longipedunculata AF163711
Clematis armandii —_ _ GU732578
C. armandit E— e FJ572047
C. montana PS0955MTO1  GQ434613
C. montana —_ _ GU73261
C. montana e e FJ424227
Akebia quinata PS0958MTO1 GQ434614
A. quinata —_— —_— AY029791
A. quinata —_— —_— FJ868727
A. trifoliata PS0959MTO02  GQ434616
A. trifoliata PS0959MTO1  GQ434615
A. trifoliata —_— —_— FJ868728
A. trifoliata ssp. australis —_— —_— AY029788
Sinomenium acutum PS0347MTO1 Q434392
S. acutum —_ _ AB571154
S. acutum —_— —_— AYO017394
Piper kadsura E— e EF450290
P. kadsura e JF491439
P. kadsura —_— —_— DQ868724
Uncaria rhynchophylla PS1040MTO1 JF421552
U. rhynchophylla e e AJ346900
U. macrophylla PS1038MTO1  GQ434636
U. macrophylla PS1038MTO3  GQ434637
U. macrophylla PS1038MT04  GQ434638
U. sinensis PS1039MTO1  GQ434639
U. hirsuta PS1043MTO1  GQ434641
U. hirsuta —_— —_— GU937110
U. sessilifructus PS1041MTO02  GQ434640
U. sessilifructus —_— —_— GU937111
Lonicera japonica —_— —_— FJ774978
L. japonica FJ774982
L. japonica —_— —_— EF611052
Aristolochia debilis —_— —_— EU257422
Fallopia multiflora EF532407
F. multiflora E— e EU580718
F. multiflora —_— —_— EU808016
Marsdenia tenacissima PS0844MTO1  GQ434576
M. tenacissima e _— FM178493
Fibraurea recisa PS0350MTO5  GQ434393
Trachelospermum PSOSOIMTOL  GQ434434
Jjasminoides

T. jasminoides PSO501IMTO6 ~ GQ434435
T. jasminoides — — AB610209
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100 — Kadsura longipedunculata A F263448
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Identification of Vine Herbs Using DNA Barcoding Method
Sun Zhiying, Zhang Yongqing
(College of Chinese Medicine, Shandong University of Traditional Chinese Medicine, Jinan 250355, China)

Abstract: This study was aimed to discriminate 14 types of vine herbs of the Chinese Pharmacopoeia. The second

internal transcribed spacer (ITS2) of ribosomal DNA was amplified and sequenced. Sequence assembly and con-

sensus sequence generation were performed using the CodonCode Aligner. Phylogenetic study was performed using

software MEGA 4.0 in accordance with the Kimura 2-Parameter (K2P) model. And the phylogenetic tree was
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constructed using neighbor—joining (NJ) methods. The results showed that the length of ITS2 sequence of 14 stud-
ied vine herbs was from 190 bp to 284 bp. The intraspecific genetic distance (K2P distance) of vine herbs is be-
tween 0 and 0.053, which was far lower than their interspecific genetic distance (mean: 0.852, the smallest:
0.309). In the cluster dendrogram, all studied medicinal materials with several samples showed monophyletic, and
meanwhile, distinguished from others. It was concluded that ITS2 barcode is suitable for the identification of vine
herbs from the Chinese Pharmacopoeia. This method will play an important role in the identification of Chinese
Materia Medica.

Keywords: Vine herbs, DNA barcode, ITS2, molecular identification
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