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Screening hub genes related to the progression of osteoarthritis based on bioinformatics method
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[ Abstract] Objective To screen differentially expressed genes (DEGs) related to the progression of os-
teoarthritis by bioinformatics method. Methods The GSE206848 dataset was downloaded from the gene ex-
pression omics database (GEQ) ,analyzed by GEO2R online tool,and screened for DEGs. R software was used
to draw volcano and heat maps,then GO functional enrichment analysis and KEGG pathway enrichment anal-
ysis were performed for DEGs. The DEGs data were imported into STRING database to construct protein-pro-
tein interaction (PPI) network,the hub genes were screened through 5 algorithms for intersection selection of
the CytoHubba plugin. Results After GEO2R screening,1 592 DEGs (545 upregulated genes and 1 047 down-
regulated genes) were obtained from the GSE206848 dataset. GO funtional enrichment analysis showed that
the biological process of DEGs was mainly enriched in the regulation of DNA metabolism.,the regulation of su-
pramolecular fibrous tissue,and the negative regulation of organelle tissue. Cell localization mainly enriched
cell margin,actin cytoskeleton and nuclear speckle. Molecular functions mainly enrich tubulin binding,protein
serine/threonine kinase activity,and protein serine/threonine/tyrosine kinase activity. The enrichment analysis
of KEGG pathway mainly involved PI3K Akt signaling pathway,actin cytoskeleton regulation,etc. After using
the CytoHubba plugin to screen three hub genes (PIK3CA,EGFR,and SRC). Conclusion In this study,three
hub genes related to the progression of osteoarthritis were screened,namely EGFR,PIK3CA and SRC.
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