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Study on the Identification of Ferulic Medicinal Plants Based on DNA Barcode ITS2 Sequence

LIU Chong"*, YANG Weijun', HE Jiang', CHENG Bo', DILINUER - Tuerxunjiang' ( 1.School of Pharmacy, Shihe-
zi University, Xinjiang Shihezi 832003, China;2.Xinjiang Institute of Materia Medica/Key Laboratory of Xinji-
ang Uygur Medicine, Urumgi 830004, China)

ABSTRACT OBJECTIVE: To establish a rapid, accurate and standardized DNA barcode identification method for the ferulic'me-
dicinal plants. METHODS: Genomic DNA was extracted from Ferula sinkiangensis K. M. Shen and Ferula fukanensis K. M.
Shen, ITS2 sequences were amplified and sequenced, analytical similarity search method was” conducteds 13 species 26 samples
gene ITS2 sequences of ferulic medicinal plants in GenBank database were downleaded and comparatively analyzed; interspecies
and intraspecies genetic distances were calculated, and phylogenetic tree_was developed for cluster analysis. RESULTS: According
to calculation, species genetic distances of the 15 species ranged 04009-0:230 , average genetic distance was 0.018; results of clus-
ter analysis showed DNA barcode ITS2 sequences can cluster the 32 kinds of ferulic medicinal plants into different classes. CON-
CLUSIONS: The established DNA barcede ITS2" sequénces identification method can accurately and rapidly identify the genuine
and false samples of ferulic species:

KEYWORDS Ferulic species; DNA barcode; ITS2 sequences; Medicinal materials; Identification
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Tab 1 Sample information and ITS2 GenBank number

A P T4 GenBank &3¢S
SLpE E teterrima DQ379452
p Sk F. lehmannii KF793030
KABTEL E lehmannii KF793031
TARBTE F. lehmannii KF793032
S AP F karatavica DQ379410
kg F karatavica DQ379411
L L] Tp F karatavica DQ379412
ZA B E feruloides KF793014
ZApPEL F. feruloides KF793012
ZA B F. feruloides KF793013
ZA A F. lehmannii DQ379418
FL BT Em fukanensis KF793025
FLREE] E fukanensis KF793026
FLREREL F. fukanensis KF793027
e b F. syreitschikowii KJ804115
FieHu BT F. syreitschikowii KJ804116
FicHbF L F. syreitschikowii KJ804117
M &3 F olivacea KJ660802
ik F. caspica KF793036
gl E dissecta DQ379394
MBI F. dissecta JX667753
VAT F. dubjanskyi KF793033
R E F. dubjanskyi KF793034
k! E dubjanskyi DQ379396
HILAZR g F. kirialovii DQ379443
FEHLPTER F tschimganica DQ379428
i T F sinkiangensis KF792993
EEap F sinkiangensis KF792994
FEHE ) F. sinkiangensis KF792995
TR B AL F songarica KF792999
TENES R B F. songarica KF793000
N R B F. songarica KF793001
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Fig 1 Interspecies and intraspecies genetic distances

of ferulic plants
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Fig 2 Establishing ferulic species phylogenetic tree of
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