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Study on Chaihu Shugan Powder in the Adjunctive Treatment of Major Depressive Disorder Based on
Network Pharmacology
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Department, the First Affiliated Hospital of Guangxi University of TCM, Nanning 530023, China)

ABSTRACT OBIJECTIVE: To explore the molecular mechanism of Chaihu shugan powder in the adjunctive treatment of major
depressive disorder (MDD). METHODS: Network pharmacology was adopted. The microarray dataset GSE76826 was downloaded
from GEO common database, and the limma package was used to screen the differently expressed genes in the samples of MDD
patients. The active ingredients and corresponding targets of Chaihu shugan powder were screened out based on TCMSP platform.
Through the online software venny 2.1.0, the differently expressed genes of MDD and the targets of Chaihu shugan powder were
screened, and the common target genes of Chaihu shugan powder for MDD were obtained. The target genes were introduced into
Cytoscape 3.6.1 software to construct the network diagram of “Chaihu shugan powder active ingredients-MDD target gene”. Then,
BisoGenet plug-in was used to construct the PPI network, analyze the topological structure and screen the core target gene. KEGG
pathway analysis was conducted. RESULTS: There were 139 active components of Chaihu shugan powder for the treatment of
MDD, including quercetin, kaempferol, luteolin, stigmasterol, etc. There were 8 core target genes, including NR3C2, DPP4,
ALOX5, GSTM1, CCND1, IGFBP3 and so on. They play an important role in the treatment of MDD via signaling pathway such
as regulating cell receptor, purine metabolism, steroid biosynthesis, aminoacyl biosynthesis, etc. CONCLUSIONS: Chaihu shugan
powder can play a role in the adjunctive treatment of MDD through multiple targets and pathways, which can provide a theoretical
basis for the follow-up study of its mechanism.
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Note: the light color part on the left means down-regulated gene,

the light color part on the right means up-regulated gene, and the dark

part means gene which is not up to the threshold
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Fig 1 Volcano plot of differential genes in MDD pa-
tients
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Fig 2 Venn diagram of target gene of the active com-
ponent of Chaihu shugan powder and MDD dif-
ferential gene
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Note: the ellipse means the target gene of MDD, the diamond

means the active ingredient of Paeonia lactiflora, the hexagon means the
active ingredient of Bupleurum chinense,the octagon means the active in-
gredient of Ligusticum chuanxiong, the rectangle means the active ingre-
dient of Glycyrrhiza uralensis, the triangle means the active ingredient of
Cyperus rotundus ,and the “V” means the active ingredient shared by var-

ious medicines
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Fig 3 Network diagram of “Chaihu shugan powder
active component-MDD target gene”
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