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Abstract ; Objective To explore the potential key biomarkers of osteoarthritis(OA) based on bioinformat-
ics methods. Methods The microarray mRNA datasets GSE55457, GSE82107, GSE55235 and miRNA data-
sets GSE143514 were downloaded from GEO database to screen differentially expressed genes (DEGs) be-
tween OA and normal synovial tissues. The GO function enrichment analysis and KEGG pathway enrichment
analysis of DEGs were performed by online analysis tool Metascape. The screened differential expression genes
were imported into the database by STRING,an online analysis database, for differential gene protein-protein
interaction (PPI) analysis,and the PPI network was constructed by Cytoscape software. Results A total of 19
key genes were screened out from GSE55457, GSE82107 and GSES55235. GO function enrichment analysis
showed that these genes were mainly involved in immune-related processes. KEGG pathway enrichment analy-
sis showed that these genes were mainly involved in IL-17 signaling pathway and TNF signaling pathway. Five
key genes of OA,CXCL2,JUN,CXCL3,MMP1 and PLCD3,were obtained by PPI network. A mRNA-miRNA
co-expression network consisting of 29 nodes and 39 edges was constructed. Analysis showed that miR-34a-5p
and miR-20a-5p were highly correlated with these genes. Conclusion The 5 genes CXCL2, JUN, CXCL3,
MMP1,PLCD3 and miR-34a-5p and miR-20a-5p may become the potential biomarkers of OA in the future.
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