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Study on network pharmacology of pomegranate rind in the treatment of diabetes
Yinxue Hou Xudong Li Didong Lou”

Guizhou University of Traditional Chinese Medicine Guizhou Guiyang 550000
Abstract: Objective: To predict the potential molecular mechanism of pomegranate rind in the treatment of type 2
diabetes by network pharmacology. Methods: Type 2 diabetes related targets were searched by Gene Cards database. The '
pomegranate rind-chemical composition-target ' network was established, and the GO function enrichment analysis and
KEGG pathway enrichment analysis of intersection targets were carried out by Metascape database. AutoDock and
Pymol were used to verify the molecular docking of the target with the corresponding active components. Results:29
components, 196 predicted targets and 2112 disease targets of pomegranate were screened ; through Venny2.1 online
analysis, 59 common targets were obtained. GO enrichment analysis mainly included a variety of biological processes
such as protein serine / threonine / tyrosine kinase activity, vascular endothelial growth factor receptor activity, protein
phosphorylation, and response to oxidative stress, and multiple signaling pathways such as PI3K-Akt signaling pathway,
ErbB signaling pathway, and microRNA in cancer. Molecular docking results showed that the main active components
screened had good binding activity with their corresponding target proteins. Conclusion:pomegranate rind can treat 2
diabetes through multiple targets, pathways and pathways. This study laid a theoretical foundation for pomegranate rind
in the treatment of diabetes.
Keywords: Pomegranate rind; Type 2 diabetes; Molecular mechanism; Network pharmacology; Molecular docking
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	石榴皮治疗糖尿病的网络药理学研究
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	【摘  要】：目的：通过网络药理学方法研究，预测石榴皮治疗2型糖尿病的潜在分子作用机制。方法：通过G
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