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Identification of leaves from Baphicacanthus cusia based on I'TS2 DNA barcode
and PCR-RFLP
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Guangzhou Institute for Drug Control, NMPA Key Laboratory of Quality Control of Chinese Patent Medicine, Guangzhou,
510000, China

Abstract: Objective To establish a molecular identification method for leaves of Baphicacanthus cusia. Method The polymerase
chain reaction-restriction fragment length polymorphism (PCR-RFLP) identification method was established on sequencing the ITS2
and psbA-trnH with DNA bacording technique from ChP. 2020 Volume IV, analyzing the variation site of 36 batches leaves of B. cusia
and its adulterants, and verifying the specificity and durability. Result There was significant interspecific difference in ITS2 and no
available variation site in psbA-trnH of B. cusia and its adulterants. The PCR-RFLP method with recognizing the critical site in ITS2
and digesting the amplicifition product of B. cusia by restriction enzyme Sma I was established and verified. Conclusion The PCR-
RFLP method based on ITS2 DNA barcode can effectively identify B. cusia and its adulterants.
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Table 1 Serial number and source of 36 batches of materials
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Fig. 1

N-J tree based on part of ITS2 sequences of 36 samples
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Table 2 BLAST result based on part of ITS2 sequeces of 36 samples
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Baphicacanthus cusia (KT004496.1) 100
Baphicacanthus cusia (KT004496.1)
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Ruellia amoena (KT004491.1) 98
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Dicliptera chinensis (KP744319.1) 99
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Isatis tinctoria (MG730905.1) 100
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sequences of B. cusia and its adulterants
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Fig.3 Identification result of 36 batches of samples with PCR-RFLP method
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