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Research Process of Transcriptomics in Traditional Chinese Medicine Syndrome
He Haogiang"’, Chen Guang'’, Gao Jialiang', Wang Jie'
(1. Department of Cardiovascular, Guang’ anmen Hospital, China Academy of Chinese Medical
Sciences, Beijing 100053, China; 2. School of Acupuncture, Moxibustion and Tuina,
Beijing University of Chinese Medicine, Beijing 100029, China)

Abstract: The theory of traditional Chinese medicine (TCM) syndrome is an essential part of TCM theory. Research on
biological basis of TCM syndrome is an important section to confirm the scientificalness of TCM in order to promote the
modernization of TCM. Transcriptomics studies transcriptional levels and transcriptional regulatory network of TCM
syndrome related genes at molecular levels to explore the biological basis of TCM syndrome. This paper reviewed
research process of transcriptomics of TCM syndrome, including connotation and contents of transcriptomics,
transcriptome chip technologies and sequence technologies, TCM syndrome related transcriptome differential expression
and its regulatory networks. This paper also discussed challenges and prospects of TCM syndrome transcriptomics
research in order to provide some different ideas and methods for the biological basis of TCM syndrome.
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regulatory network
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