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Abstract: Objective To explore the antidepressant mechanism of Cyperus rotundus L. based on network pharmacology. Methods
Compounds of C. rotundus was collected by retrieving throuh TCMSP database, the literatures mining, and existing research of
laboratory. The ingredients selected as the research objects were screened according to the generic drug principle. PhamMapper and
DrugBank database were then applied to predict the targets. MAS 3.0 software and KEGG pathways were used to annotate the
information of targets. Cytoscape 3.6.1 track software was used to construct "ingredients-targets-pathways" network to predict the
components and related targets related to antidepressant efficacy. Results Targets predicting analysis showed that 103 targets and 29
core targets were interacted with 69 compounds of C. rotundus. The network analysis indicated that 48 components directly or
indirectly interacted with 15 core targets and 8 depression-related metabolic pathways. The above targets were mainly involved in
cell processes, responses to stress, and other biological processes, which played an anti-depressive role by regulating the focal
adhesion, neurotrophin, VEGF, GnRH, NOD-like receptor, insulin, chemokines, and ErbB signaling pathways. Conclusion The

results of network pharmacology analysis preliminarily revealed that the mechanism of anti-depression effect of Cyperus C. rotundus
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L. through was the synergistic effect of multiple components, multiple targets, and multiple pathways.
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Fig. 1 Potential core targets interaction network of C. ro-

tundus
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Table 1 Classification of core targets interacted with chemical constituents from C. rotundus
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Table 2 Detail information of 48 compounds from C. rotundus
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Fig.2 “Components-targets-pathway” network of C. rotundus
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Fig. 3 Enriched KEGG pathways of potential antidepressive targets of C. rotundus
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