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Identification of Saigae Tataricae Cornu in Chinese materia medica preparation
using DNA barcoding
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Abstract: Objective To discuss the feasibility of using partial sequence of mitochondrial cytochrome C oxidase subunit I (COT) gene as
DNA barcoding to identify Saigae Tataricae Cornu (STC) in Chinese materia medica (CMM) preparation. Methods The DNA
barcoding identification was constructed in STC samples from eight different manufactories. The genome DNA was extracted by DNA
extraction kit from adequately ground samples. The COI nucleotide sequences were PCR amplified with the Primers LCO1490 and
HC02198 or specified primer 0703 and sequenced bi-directionally. The BLAST comparison was made in GeneBank, and the
phylogenetic trees were constructed with the homologisation tree (DNAMAN) and Neighbor-Joining (NJ, MEGA 5.2) method. Saiga
tatarica (gbJJN632700.1) and STC were selected as reference medicinal materials and the genetic distance was calculated using
Kimura-2-parameter. Results The lengths of partial mitochondrial COI gene collected from STC in eight samples of CMM preparation
were about 658 bp. The phylogenetic tree showed that the samples of CMM preparation and reference substance assembled distinctly, and
were completely separated from the outgroup. The intraspecific genetic distances of these samples ranged in 0—0.064 with an average of
0.020, and the interspecific genetic distances ranged in 0.167—0.195. Conclusion The mitochondrial COI gene is a valid DNA barcoding
gene for STC identification in CMM preparation. But other organs in antelope also contain the same gene. In order to ensure the accuracy
of the results, other texst methods also need to be used cooperatively.
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241 Saigae Tataricae Cornu 4 4RI ZEm
¥4 °f- Saiga tatarica Linnaecus [{) 1, J& T % St H 24544,
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AR 20 i E M A, B AR Pt
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Kt CEIEHRDE, XBIPUSL, HED, BE PCR
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IS A% (Syngene, ), ABI3730XL 5%
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Z%E (EB, ethidium bromide) .
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Table 1 Primer sequence information

EE/ERS Al B
1E R LCO1490 5°-GGTCAACAAATCATAAAGATATTGG-3’
S HCO2198 5°-TAAACTTTCAGGGTGACCAAAAAATCA-3
1E 0703-01  5°-AATCAAACCCCTGTTCTTAG-3’
A 0703-02  5°-TGATGTAAAGTAGGCTCGTG-3
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Fig. 1 Phylogenetic tree of sample sequence
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7k MEGAS.2 # NJ # (Neighbor-Joining
Tree, bootstrap 1 000 X H ) 13 RIMH[F LR, Ifhe
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Fig. 2 NJ tree of sample sequence

7E MEGAS.2 ", KA Kimura-2-parameter 15
R S A I EIN g S Y = A
HU R Y IE AL EE 250 0~0.064, ~FI8EAR PR 24
0.020, FfaliEtLEEES 4 0.167~0.195. w] FHIF4Fh
KU ERAR DNA S5 TR N 1 BAT 208 /N Al i AR
s, [ RA YR RME AR, WK 2. 4R,
£ 17 H AR v Ao ) g /N A S W) S KT R A e R AR
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Table 2  Distance-matrix analysis of each sequence
G AA AB AC AD AE AF AG LA YP  Huiling JN632700.1

AA 0 — — — — — — — — — —
AB 0.020 0 — — — — — — — — —
AC 0.022 0.020 0 — — — — — — — —
AD 0.059 0.052 0.057 0 — — — — — — —
AE 0.014 0.012 0.011 0.049 0 — — — — — —
AF 0.028 0.027 0.008 0.064 0.019 0 — — — — —
AG 0.020 0.000 0.020 0.052 0.012 0.027 0 — — — —
LA 0.012 0.011 0.009 0.047 0.002 0.017 0.011 0 — — —
YP 0.012 0.011 0.009 0.047 0.002 0.017 0.011 0.000 0 — —
Huiling 0.179 0.179 0.175 0.195 0.169 0.185 0.179 0.167 0.167 0 —
IN632700.1 0.012 0.011 0.009 0.047 0.002 0.017 0.011 0.000 0.000 0.167 0
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