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[ Abstract | Herbgenomics is an interdisciplinary subject between traditional Chinese medicine ( TCM)
and genomics. It is a comprehensive discipline covering multi-omics research in both medicinal organisms of TCM
and the relationship of TCM to human body. It has been widely used in the research fields of medicinal model
organisms, synthetic biology of TCM, identification of TCM molecules and breeding of medicinal plant cultivars,
pharmacokinetics, and the study on the geoherbalism and medicinal of TCM. With the release of important
documents, such as the Law of the People’s Republic of China on TCM and the Outline of TCM Development Strategy
(2016—2030) , the Chinese medicine industry has entered a new and high-level development opportunity and the
herbgenomic research area has got a landmark achievement. The training of well-rounded students and researchers

is a key point for the development of TCM industry and the reform of medical colleges and universities. Therefore,
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the establishment of herbgenomics is particularly important for the modernization of TCM. At present, many

colleges and universities have set up the course of Herbgenomics among graduate students and undergraduates, and

initially formed a distinctive herbal genomics talent training system. This paper introduces the herbgenomics from

the progress of the research, the development of teaching courses, the background of the textbook, the main

content and key technologies of the discipline and the prospect of discipline construction, in order to provide

theoretical basis and methodological support for the discipline construction, personal training and scientific research

of herbgenomics.
[ Key words |
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Table 1 Herbgenomics courses in some colleges and universities
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Fig.1 Main research content of Herbgenomics
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Fig.2 Main contents of herbgenomics
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