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Network Pharmacology Study on Antidepressant

Mechanism of Epimedium

CHEN Yi - chen, WANG Na, WANG Wen - jie
( Department of pharmacy, Xi’an mental health center, Xi’an 710100, China)

Abstract: Objective To study the antidepressant mechanism of Herba Epimedii by constructing the target protein in-
teraction network of active ingredients and the target network of active ingredients. MethodsThe traditional Chinese medi-
cine systems pharmacy (temsp) database was used to search for the main active components of Epimedium, and the target
of each component was obtained through drugbank. The network of active component targets was constructed by Cytoscape
software. The depression related targets were searched by genecards, OMIM, NCBI and other databases, and then the tar-
gets of Epimedium were mapped to depression targets. String database and Cytoscape software were used to draw the target

protein interaction network,, and David database was used to analyze the go and KEGG pathways. Results 21 active com-
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