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Study on the Mechanism of Fuzi Lizhong Decoction in the Treatment of Advanced
Gastric Cancer Based on Molecular Docking and Network Pharmacology
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Abstract: Objective: To explore the mechanism of Fuzi Lizhong Decoction in treatment of advanced gastric cancer based on molec—
ular docking and network pharmacology. Methods: Firstly TCMSP database DrugBank database and PharmMapper platform were
used to screen the chemical active ingredients in Fuzi Lizhong Decoction and obtain its target. Then GAD database OMIM database
and CTD database were used to obtain the related target of gastric cancer; secondly through Draw Ven Diagram to make Wayne
map the intersection target protein of the two was obtained and the protein interaction map was constructed by the software of Cy—
toscape 3.5. 1; thirdly the target proteins collected from biological process ( BP) molecular function ( MF) and cell component
( CC) were analyzed by David analysis tool and KOBAS3. 0 software; fourthly PDB database and SystemsDock Web Site database
were used to carry out receptor ligand molecular docking and the docking scores were analyzed to verify the effectiveness of Fuzi
Lizhong Decoction in the treatment of advanced gastric cancer. Results: 147 chemical components of Fuzi Lizhong Decoction were

screened out from TCMSP database of which 4791 targets were predicted. 28006 targets related to gastric cancer were screened out
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through CTD and OMIM and 346 potential targets were shown in Wayne diagram. Conclusion: Fuzi Lizhong decoction may play a
role through biological processes such as cell matrix adhesion positive regulation of telomerase activity and fatty acid biosynthesis.
Its main mechanism may involve molecular pathways such as 2-Oxocarboxylicacid metabolism and Propanoate metabolism. The re—
sults of molecular docking show that STAT3 docking points The highest number indicates that it has a good combination with Fuzi
Lizhong decoction.

Reference citation: XIONG Jiahui HOU Encun TANG Youming et al. Study on the Mechanism of Fuzi Lizhong Decoction in the
Treatment of Advanced Gastric Cancer Based on Molecular Docking and Network Pharmacology J . Acta Chinese Medicine
2020 35(1):164 -171.
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