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Study on the mechanism of Yunshi Ganmao Mixture in the treatment
of common cold based on network pharmacology
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Abstract: To explore the potential therapeutic mechanism of Yunshi Ganmao Mixture on cold by using network pharmacologi-
cal research method. TCMSP platform and literature search were used to screen the active chemical constituents and target
genes of Yunshi Ganmao Mixture,and Uniprot was used to annotate the target genes. GeneCards databases and OMIM data-
bases were used to search for cold-related disease targets. R (3.6.2) software was used to obtain the common target genes of
chemical active components of cold and. Cytoscape 3.7.1 software was used to construct the active ingredient-influenza dis-
ease-target gene network of Yunshi Ganmao Mixture. The interaction between proteins corresponding to the target gene was e-
valuated using the STRING database. The Biocmanager package in R language was used for GO analysis,and the pathway a-
nalysis of common target genes was carried out using Reactome database. Results A total of 21 active components were
screened out,including 197 target genes,3 715 cold-related genes and 152 intersection genes,such as AKT1,IL-6, ALB,
VEGFA ,CASP3. GO functional enrichment analysis revealed 159 entries and 398 Reactome pathways ( P <0.05) ,mainly in-
volving signal transfer to the immune system and a variety of diseases,such as PI3K/Akt signal ,etc. Yunshi Ganmao Mixture
plays a role in the treatment of cold through multi-component and multi-target therapy ,mainly by regulating a variety of signal
transduction pathways,as well as inflammatory immune response ,and plays a role in regulating immunity and reducing inflam-
mation.
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Table 1 ~ Yunshi Ganmao Mixture chemical composition table

lats /N Ew A FIEE  25W2edhth

MOL ID Compound OB(% ) DL
MOL001663 FFFEIRER 3-Epioleanolic acid 32.03 0.76
MOL002881 VETEHZ T E Diosmetin 31.14 0.27
MOL002933 FILDFH A E 4'-Hydroxywogonin 36.56 0.27
MOLO000358 B-4 H5 1 Beta-sitosterol 36.91 0.75
MOL000422 15 Kaempferol 41.88 0.24
MOL000449 R Stigmasterol 43.83 0.76
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2142 1( Continued Tab. 1)

ey /N T Law HARAEWRIE 253t
MOL ID Compound 0B(%) DL
MOL005229 I E Artemelin 49.55 0.48
MOL.005503 Jifth 25 42 41 Cornudentanone 39.66 0.33
MOL000006 ABHZE Luteolin 36. 16 0.25
MOL008752 WA+ 15 2E5% Dihydroverticillatine 42.69 0.84
MOL002773 B-iA% N Beta-carotene 37.18 0.58
MOL000098 Wit i % Quercetin 46.43 0.28
MOL006129 6-HI L3R — B Z BRTR 6-Methylgingediacetate 48.73 0.32
MOL001771 ZF DUIE4R 5§ Clionasterol 36.91 0.75
MOL008698 A B Dihydrocapsaicin 47.07 0.19
MOL005970 Fieihds Eucalyptol 60. 62 0.32
MOL001002 FAL# Ellagic acid 43.06 0.43
MOL005552 B HEE D Gemin D 68.83 0.56
MOL005409 I 25 Anisodamine 34.87 0.23
MO1.002865 B 22BkH8 Trichostachine 63.63 0.2
MOL002714 A% Baicalein 33.52 0.21
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Fig. 1 Venn diagram of Yunshi Ganmao Mixture using target and cold target
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Fig. 2 Yunshi Ganmao Mixture active ingredients-cold-target gene network map
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Fig. 3  Protein-protein interaction network diagram
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