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Molecular Mechanism of Diyu Shengbai Tablets in Treatment
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[ Abstract]  Objective; To explore the potential pharmacological mechanism of Diyu Shengbai Tablets in the treatment
of leukopenia based on the network pharmacological method. Methods: The active components of were screened through
TCMSP, TCM-MESH database and ETCM. The potential targets of the active components were predicted according to the Swiss
ADME. The related targets of leukopenia were screened through GeneCards, OMIM, Disgenet databases, etc. Cytoscape
3.7.1 was used to construct the network of "drug components-targets”, and the BioGenet database was used for protein-protein
interaction network. The intersection network was exiracted and the key targets of Diyu Shengbai Tablets in the treatment of
leukopenia were obtained. Finally, GO and KEGG enrichment analysis of key targets were carried out by using Metascape.
Results: There are 11 core active components of Diyu Shengbai Tablets for regulating leukopenia including quercetin,
kaolinol, ziyuglycoside, etc. There are 109 ideal targets of Diyu Shengbai Tablets including FUS, CULS, NPM1, etc. There
are 1204 disease-related targets. Finally, there are 167 key targets and 48 KEGG pathways obtained. Conclusion: The main
components of Diyu Shengbai Tablets for regulating leukopenia are quercetin, kaolinol, ziyuglycoside, etc. The key targets
are FUS, CULS, NPM1, HNRNPAI, etc. The key biological processes and pathways may include cell cycle, DNA repair,
apoptosis, hippo pathway, etc.
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