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Identification of Artemisia rupestris and Its Confusable Species Based on GenBank Nucleotide Database 1TS2
Sequence

LIU Chong, YANG Wei-jun, GU Zheng-yi, XUE Wen-cai, CHENG Bo, HE Jiang, Dilinuer - Tursunjiang ( Xinjiang
Institute of Materia Medica/Key Laboratory of Xinjiang Uygur Medicine, Urumgqi 830004, China)

ABSTRACT OBIJECTIVE: To identify Artemisia rupestris and its confusable species by using GenBank nucleicacid database
ITS2 sequence. METHODS: Total genomic DNA was isolated from A. rupestris,and nuclear DNA ITS2 sequences were amplified;
DNA sequencing were collated and matched by using CodonCode Aligner V3.0 and submitied to GenBank nucleicacid database.
Identification analysis was performed with BLASTI, and ITSZ2 sequences of confusable species were downloaded. K2P Distances
were calculated using MEGA 5.0 software and neighbor-ioining (NJ) phylogenetic tree was established. RESULTS: K2P genetic dis-
tance between 4. rupestris and confusable species ranged from 0.019 to 0.254, which was far more than intraspecific genetic dis-
tance of 4. rupestris (0.008). Results of NJ phylogenetic tree showed that 4. rupestris can be separated from its confusable species
and classified into a separate one. CONCLUSIONS: DNA ITS2 sequence is suitable for the identification of A. rupestris and its con-
fusable species and provides reference for quality and safety identification of 4. rupestris.

KEYWORDS Artemisia rupestris; 1TS2 sequence; DNA bar-coding; Confusable species; Identification
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Tab 1 Sample information and ITS2Z GenBank accession

number
ik HT%% FEH GenBank %5
ki A. rupestris RN KC461127
—Hil A rupestris HFRR T KC461126
— i A. rupestris HRIREE AT KC461128
K& A. rupestris AF061391.1
—tiE A rupestris AJ297261.1
—HE A. rupestris JN861964.1
E A tournefortiana AF079936.1
HYE A lavandulaefolia GQ436484.1
UiE A lvandulaefolia GQ436036.1
TiE A lavandulaefolia Q4351311
e A vilgaris AF079938.1
X A vulgaris AF061389.1
58 A vulgaris AM398927.1
e A. vlgaris AY180199.1
X A. vulgaris AF079937.1
I A. absinthium AF079946.1
S A. absinthium AF079946.1
FEE A. absinthium EF577289.1
AT A. absinthium JN861898.1
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Tab 2 K2P genetics distance of inter-specific ITS2 sequence

HA A lavandulifolia A absinthivm A, tournefortiana 4. vulgaris 4. rupestris
A. rupestris 0.019

A. lavandulifolia 0.035 0.043

A. absinthium 0.086 0.032 0.039

A. tournefortiana 0.132 0.039 0.031 0.085

A vulgaris (.254 0.028 0.028 0.072 0.041
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Fig 1 Phylogenetic tree of A. rupestris and its confusable

species based on NJ method
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