20224E3 H | HB4TBHE S W @ P E PG RE Vol. 47, No.5 | March, 2022

CHINA JOURNAL OF CHINESE MATERIA MEDICA

B2l 20 45 SR PR 2 T 1Y b 25 06 3
HL A AE 5T BRSO ik

SRETE, AR, BXM, 2R, Ak, HET, TR
(PEBHKRSE PHFR, LR &F 211198)

[FEZE] b 250 A LA P 250 b5 | 90 b 25 S LB S8 . PP 29I I ST AR O R P 2000 T 385 20 B2 ik
A2 H A BIHLE . 132 20 4Rk B SEE A TEBUCR G A2 R 2T b 250 S BLHHEAT T IR ABIBRIT , J2 2 v e A
SRR ZYE 2R AL, R A BB B 5 0 A W) HOR RO GHR VD TR R (HR SRR
REFLIERT A PR 25 AU NI, B ARG F SRS 3, ZA A HOR (RN L2 el A dr AU ) 186
JRFBRFRER I, CETHRZ A N T P 25 HIHLRIBT ST 7R Ak o RARS . ZOCR R 20 R B R R AMIA R T P2y
B BB TEEARRNTT I, e BT b B SR BRIE DL S AL S, 48 5 R G Ao b 22 A HoR T Al rp 25 AL AT 5T, o H
P R AR AR Y T 1]

[XERE]  PRHPLE; B 4% REEY¥

Twenty years in the 21st century: research approaches and techniques in
modern system biology for mechanisms of Chinese medicinal processing
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[ Abstract] Clarifying the mechanisms of Chinese medicinal processing is pivotal to the modernization of Chinese medicine. Research
on Chinese medicinal processing gives priority to the mechanisms of the processing in enhancing efficacy, reducing toxicity, and repur-
posing medicinals. During the past 20 years, scholars have carried out in-depth studies on the mechanisms of Chinese medicinal pro-
cessing via modern system biology. They mainly focused on the changes of medicinal properties and efficacy caused by processing using
techniques of modern pharmacology and molecular biology, spectrum-efficacy correlation, and biophoton emission. However, these
techniques fail to reflect the holistic view of traditional Chinese medicine. With the introduction of system biology, multi-omics techno-
logies ( genomics, transcriptomics, proteomics, and metabolomics) have surged, which have been applied to the research on the mec-
hanisms of Chinese medicinal processing. These multi-omics technologies have advantages in the research on holism. This study aims to
summarize the research techniques and approaches in system biology for mechanisms of Chinese medicinal processing in the past 20
years and analyze the limitations and advantages of them. It is concluded that the multi-omics techniques of system biology can recon-
struct the mechanisms of Chinese medicinal processing. This study provides a new direction for further research on the mechanisms of
Chinese medicinal processing.
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Chinese medicinal processing under modern system biology

Research content and key techniques for mechanisms of
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Fig.2 Research ideas of body response interpreted by multi-omics technologies of system biology
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Fig.3 Topological network of Chinese medicinal processing research by multi-omics technologies of system biology
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