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Abstract: Objective To explore the potential targets and molecular mechanism of Eucommiae Cortex in treatment of threatened
abortion by network pharmacology and molecular docking. Methods Based on the research results, combined with the TCMSP, and
literature reports, the active components of Eucommiae Cortex were screened. And the targets of threatened abortion were screened
from the GeneCards, OMIM, and DisGeNET database. The common targets were obtained by using the Venn diagram drawing
platform, and the information was imported into Cytoscope 3.9.0 software and STRING online analysis platform for network topology
analysis. GO function analysis and KEGG signal pathway enrichment analysis were performed on the core targets through the DAVID

database. Finally, AutoDockTools 1.5.6 software was used for molecular docking verification, and the docking results were visualized.
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Results A total of 16 potential active components of Eucommiae Cortex were screened, such as f-carotene, erythraline, kaempferol,

syringetin, quercetin, and 387 component targets, 5 287 disease targets, and 247 common targets were obtained by prediction. After

protein interaction analysis and network topology analysis, 10 core targets were obtained, including Aktl, SRC, CASP3, EGFR, ESR1,
HIF-1A, PTGS2, MMP9, HSP90AB1, GSK3B. GO was enriched to 120 gene functions, and KEGG was enriched to 53 signaling

pathways. The analysis results showed that the key targets of KEGG enrichment analysis were mainly enriched in cancer pathways,

proteoglycans in cancer, estrogen signaling pathways and other signaling pathways. The results of molecular docking showed that the

core component and the core target had a good conformation. Conclusion The multi-component, multi-target and multi-pathway

mechanism of Eucommiae Cortex in preventing threatened abortion was revealed.

Key words: Eucommiae Cortex; threatened abortion; network pharmacology; molecular docking; B-carotene; erythraline; kaempferol;

syringetin; quercetin
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