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Abstract
specific primers PCR. [ Method ] The ITS2 sequence was used as DNA barcoding, and the materials were amplified by PCR and sequenced,

[ Objective | The research aimed to study the molecular identification of Salvia miltiorrhiza and its adulterants by DNA barcode and

and the NJ phylogenetic tree was constructed. The secondary structure of ITS2 was predicted by database established and its website by
Koetschan et al. ,and the self-designed primers were used to carry out specific primer PCR identification. [ Result]ITS2 sequence length was
around 470 bp. The results of cluster analysis showed that Salvia miltiorrhiza and its adulterants were clustered in different branches and
showed single character. Compared with secondary structure, Salvia miltiorrhiza and Ganxi rat tail had little difference, and there were signifi-
cant difference on the number, size, location of burdock in the spiral stem, and the rotation angle of the spiral arm from the central ring with
burdock. The specific primers could distinguish the Salvia miltiorrhiza and its counterfeit by PCR technique. [ Conclusion] DNA barcoding and
specific primers PCR are effective in distinguishing Salviae miltiorrhiza and its adulterants, and it has an important application foreground in

the identification of Chinese herbal medicines.
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D1 P Salvia miltiorrhiza Bge. — —

D2 F& Salvia miltiorrhiza Bge. —

D3 P Salvia miltiorrhiza Bge. 160403117 —

D4 Par s Salvia miltiorrhiza Bge. 160401117 —

D5 P& Salvia miltiorrhiza Bge. 160401117 —

D6 P Salvia miltiorrhiza Bge. 160402117 —

D7 Par s Salvia miltiorrhiza Bge. 160403117 —

D8 & Salvia miltiorrhiza Bge. 160404117 —

D9 P Salvia miltiorrhiza Bge. 160405117 —
D10 Par s Salvia miltiorrhiza Bge. — —

D11 P& Salvia miltiorrhiza Bge. 120923 —201113 —
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Fig.1 Adjacent(NJ) trees of Salvia miltiorrhiza Bge. and its a-

dulterants based on ITS2 sequences
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Fig.2 Comparison of ITS2 secondary structure of Salvia miltiorrhiza Bge. and its adulterants
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Note : M is the Markerl ;D1 — D10 is the sample of Salvia miltiorrhiza ; G1 is Salvia przewalskii; N1 is Arctium lappa; D11 is the control herbs of alvia milt-

iorrhiza ;empty is blank control
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Fig.3 Gel electrophoresis diagram of Salvia miltiorrhiza Bge. and its adulterants
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