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Abstract : The purpose of this paper is to analyze the distribution law and influence factors of antibacterial activity of Chinese
medicine( CM ). A total of 1 687 literatures about antibacterial activity of CMs were retrived from China National Knowledge
Infrastructure ( CNKI) and analyzed by data mining methods,and 38 851 data were sorted out, involving 1289 kinds of CMs.
It was found that most of the CMs with antibacterial activity have the properties of bitter flavor, cold nature and liver meridian
tropism ,and contain triterpenes,flavonoids and coumarins compounds. The results of molecular docking showed that the com-
bination of triterpenoids with the antifungal target sterol 14 «-demethylase (CYP51) was highly scored, while flavonoid and
coumarin may combine with B-lactamase ( AmpC) to reverse bacterial resistance. According to the study on the family and ge-
nus distribution of components with dominant molecular skeleton from CMs with antibacterial activity,it was found that the
compounds with flavonoid skeleton were mainly distributed in Leguminosae, and the compounds with tetracyclic triterpene
skeleton were mainly distributed in Liliaceae, etc. The above results indicated that CMs with antibacterial activity exhibited
certain rules in the properties of CM,molecular structure of components, especially in the dominant skeleton and the distribu-
tion of families,which provides references for the screening of new CMs and components with antibacterial activity, especially

for the study on reversal of drug-resistant bacteria and the development of innovative anti-fungal drugs.
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Distribution of antibacterial activity of CMs with high frequency
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Classification of antibacterial activity of CMs
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Table 3 Advantage molecular skeleton of compound
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sult; C: Molecular docking diagram of flavonoids and CYP51 ;D : Molecular docking diagram of coumarins and CYP51 ; E: Molecular docking diagram of

tetracyclic triterpenoid compounds and CYP51 ; F : Molecular docking diagram of pentacyclic triterpene compounds and CYPS1.
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