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Identification Methods of the Traditional Chinese Medicine and Their
Development Overview
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Food and Drug Control, Beijing 102629, China)

Abstract Objective: By reviewing the traditional and modern identification methods of traditional Chinese
medicine, to provide references for the development of traditional Chinese medicine identification methods and
improve quality control standards. Methods: The article sorted the following aspects to identify the traditional
Chinese medicine, such as the traditional and modern identification methods, DNA barcoding identification
technology, SNP typing method based on DNA barcoding, and the next generation sequencing technology.
Results: On the basis of traditional identification technology, traditional Chinese medicine identification
has gradually formed a great fusion of multidisciplinary knowledge and technology such as plant taxonomy,
phytochemistry, biochemistry, molecular biology, cell biology and modern instrumental analysis, which provided
a wider choice for the identification of the authenticity of traditional Chinese medicine. Conclusion: The
application of traditional Chinese medicine has a long history. At the same time, in the long historical evolution
and inheritance of traditional Chinese medicine, there are serious phenomena of falsification and substitution.

The identification of traditional Chinese medicine is the basis for promoting the internationalization of traditional
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Chinese medicine application and the standardization of quality control, and is an important prerequisite for

ensuring the safety of medication.
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traditional Chinese medicine; traditional identification methods; modern identification methods;

DNA barcoding; SNP (single nucleotide polymorphism) typing; next generation sequencing technology
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TLC) . "M% (Gas Chromatography,
GC) | ERHAHEE: (High Performance Liquid
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