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[ Abstract]  Objective: To explore the mechanism of Astragali Radix for anti-aging by means of network
pharmacology. Methods: Chemical compositions of Astragali Radix were obtained by Traditional Chinese Medicine Systems
Pharmacology (TCMSP) , the main active ingredients were screened under the conditions of oral bioavailability (OB) and drug-
likeness (DL) ; TCMSP and PharmMapper database were used to predict the active component targets. The key word “aging”
was input into OMIM database and GeneCards database to search for disease targets; Cytoscape 3.2. 1 software was used to
construct a visual network diagram of "drug-disease-target”; PPI protein interaction network was constructed through STRING
website, and core targets were screened; molecular docking between the components and the target was verified through the
CB-Dock website; David database was used for the enrichment analysis of gene ontology (GO) function and Kyoto encyclopedia
of genes and genomes( KEGG) pathway. Results: The results showed that 24 active components and 385 targets of Astragali
Radix were involved; 23 997 aging-related targets were screened and 377 of them were obtained from the intersection of
Astragali Radix and aging-related targets; The core target proteins were protein kinase B( Aktl ), mitogen-activated protein
kinase 1 ( MAPK1), Jun, interleukin-6 (IL-6), MAPKS, epidermal growth factor receptor ( EGFR), vascular endothelial
growth factor A(VEGFA) , epidermal growth factor( EGF) , myelocytomatosis viral oncogene homolog( MYC) and interleukin-
8 (CXCL8) ; Molecular docking showed that the binding ability of the active components to the target protein Aktl and MAPK1
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was well; GO function is significantly enriched in biological processes such as oxidative stress reaction and active oxygen

metabolism. KEGG enriched 161 signaling pathways. Conclusion: The active ingredients of flavonoids and saponins in

Astragali Radix are the material basis for the treatment of aging; Astragali Radix can regulate AGE-RAGE signaling pathway,

HIF-1 signaling pathway through Aktl and other targets to exert its anti-aging effect, which provides a theoretical reference for

further research.
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