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DNA Barcode Identification of Pheretima Medicinal Material and Its Adulterants Based on COI and
16SrRNA Gene Sequence

MA Mei, LI Wei, GONG Ling, LU Ruishan(School of Chinese Materia Medica, Guangzhou University of Chinese
Medicine, Guangzhou 510006 Guangdong, China)

Abstract: Objective COI and 16SrRNA genes were used for the molecular identification of Pheretima medicinal
material and its commonly—seen adulterants, thus to build a rapid, accurate method for the identification of their
species. Methods We collected 10 authentic and adulterant species of Pheretima medicinal material from the producing
region, and then we exiracted DNA and obtained the COI and 16SrRNA sequences. DNAStar and MEGA6.0 were
applied to analyze the variable sites and construct their N-J tree. Results Authentic Pheretima medicinal material came
from the species of Pheretima aspergillum, P. vulgaris, P. guillelmi, and P. pectinifera. Compared with the authentic
Pheretima medicinal material, the adulterant had lots of variable sites. Authentic Pheretima medicinal material and its
adulterants can be identified by COI and 16SrRNA genes. Conclusion The obtained COI and 16SrRNA genes can
provide reference for the identification of Pheretima medicinal material at the molecular level, and lay the important

experimental basis for further establishment of authenticity identification of Pheretima as well as other animal medicines.
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Table 1 The source list of experimental sample
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Table 2 The primers used in PCR of COI, 16SrRNA gene
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Table 3 Sequence analysis of different data sets
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Figure 1 N-J phylogenetic tree based on COI mtDNA
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Figure 2 N-J phylogenetic tree based on 16SrRNA
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