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Abstract: objective To explore the mechanism of quercetin in the treatment of type 2 diabetes mellitus (T2DM) based on network
pharmacology and molecular docking technique. Methods Through TCMSP and PharmMapper database query targets of quercetin,
Genecards and CTD database to collect the related targets of T2DM, quercetin-T2DM intersection target was obtained and the
pathway of intersection target was analyzed by using STRING and DAVID database, using Cytoscape 3.6.1 software "target -
pathway" to construct a network diagram, using the Auto Dock Vina molecular docking projections quercetin associativity of T2DM
targets. Results 312 potential targets of quercetin were screened out. There were 121 T2DM related targets, six core targets (NOS3,
CYP1B1, NOS2, TGFB1, TTR and CDKN1A), 30 KEGG signaling pathways including toll like receptor signaling pathway, MAPK
signaling pathway and insulin signaling pathway. The results of molecular docking showed that the affinity of quercetin to the six
core genes was far less than —20 kJ / mol, and the binding activity was good. Conclusion Quercetin in the treatment of T2DM has
the characteristics of multi-target and multi-pathway. Its possible mechanism of action is through the intervention of NOS3,
CYP1BI1, NOS2 and other core genes in regulating toll-like receptor signaling pathway, MAPK signaling pathway and insulin
signaling pathway.
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Fig. 3 GO enrichment analysis of targets of quercetin
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