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Research Progress and Reflection on Omics Studies on Coronary Heart Disease with Binding of Phlegm and
Stasis Pattern

YANG Guang' HE Haogiang' > DONG Yan' DUAN Lian' CHEN Hengwen' WANG Jie'

1. Guang’anmen Hospital China Academy of Chinese Medical Sciences Beijing 100053; 2. Beijing University of Chinese Medicine
ABSTRACT Genomics transcriptomics proteomics and metabolomics are the most commonly used high-through-
put sequencing omics technologies to explore the essence of binding of phlegm and stasis ( BPS) patten in coronary
heart disease ( CHD) patients. This paper aimed to summarize the currently available omics studies on CHD with BPS
patten. The results showed that the genomics researches were relatively mature. The findings on gene polymorphisms
and gene functioning property such as KDR polymorphisms and functional interleukin-6 could help reveal the intrin—
sic genetic basis for the BPS patten of CHD. The focus of the transcriptomics studies was on miRNA. The discovery of
molecules such as miIRNA-07 could help explain the internal regulation mechanism of CHD with BPS patten. Current
proteomics and metabolomics studies were mainly conducted to screen for patten-related differential proteins and me—
tabolites. Further explorations on C4BP protein 6-dehydrotestosterone glucuronide and phosphatidylcholine would be
helpful to clarify the material basis of the phenotype of BPS patten. In general omics studies provide possibilities to
clarify the genetic regulation mechanism and micro material basis of the BPS patten in CHD patients. However higher
methodological quality of the studies is needed in future and data sharing and effective relationship between studies
are encouraged.

Keywords coronary heart disease; binding of phlegm and stasis patten; genomics; transcriptomics; proteomics;

metabolomics
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