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The Mechanism of Guizhi Fuling Pill in the Treatment of Sequelae of Pelvic Inflammatory Disease

Based on Network Pharmacology
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Abstract: Objective To predict the mechanism of Guizhi Fuling Pill in the treatment of sequelae of pelvic inflammatory disease based on network
pharmacology.Methods In the Traditional Chinese Medicines Systems Pharmacology Platform (TCMSP), the drug components and component-related
targets of Guizhi Fuling Pill were searched. Retrieving the targets of sequelae of pelvic inflammatory disease in the human gene database (GeneCards)
with the key word "sequelae of PID"; the Wayne diagram was constructed to obtain the repeated targets of drugs and diseases. STRING database and
Cytoscape 3.8.0 software were used to construct drug—disease intersection target protein interaction network and drug-component —disease —target
network. GO analysis and KEGG enrichment analysis were performed on the repeated targets of drugs and diseases through the DAVID database, and
the enrichment results were visualized.Results A total of 36 active components of Guizhi Fuling Pills were obtained, including quercetin, kaempferol,
B-sitosterol, (+) —catechin, etc. There were 187 active ingredient-related targets, 199 disease-related targets and 38 drug—disease intersection targets,
including interleukin-6 (IL-6), tumor necrosis factor (TNF), interleukin—1-8 (IL1B), chemokine ligand 2 (CCL2), cell tumor antigen (TP53), etc.
There were 123 functional items in GO enrichment analysis, with 86 items of biological processes (BP), 11 items of cellular components (CC) and 26
items of molecular functions (MF), including positive regulation of RNA polymerase Il promoter transcription, lipopolysaccharide cell response, etc.
There were 71 KEGG signaling pathways, including tumor necrosis factor signal transduction pathway, Toll-like receptor signaling pathway, cancer
signaling pathway, MAPK signaling pathway and so on.Conclusion Guizhi Fuling Pill acts on key targets such as IL-6, TNF, IL1B, CCL2 and TP53
through effective components such as quercetin, kaempferol, B—sitosterol and ( + ) —catechin, and through anti—oxidation, inhibition of inflammatory
response, inhibition of tumor cell growth and other mechanisms, and ultimately achieve the treatment of sequelae of pelvic inflammatory disease.

Key words: Guizhi Fuling Pill;Sequelae of pelvic inflammatory disease;Network pharmacology;Drug components;Target of action;Signaling pathway
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