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Abstract

BACKGROUND: The possible causes of osteochondroarthritis have been identified as cartilage degeneration, autophagy, mechanical changes, cartilage
hypertrophy, internal immunity, oxidative stress, and pain.
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OBJECTIVE: To explore the pathogenesis of osteoarthritis that is a degenerative disease of articular cartilage caused by a variety of factors.

METHODS: GSE51588 and GSE19060, the chip data sets related to osteoarthritis in GEO database, were retrieved, and differential genes were analyzed with
the help of R language. miRDB, miRTarbase and StarBase databases were used to predict the targeted miRNAs of osteoarthritis related mRNAs respectively, and
miRNA-MmRNA regulatory network was constructed. GeneMANIA and FUNRICH were used to analyze the mRNAs mentioned in the regulatory network. IncRNA-
miRNA-mRNA ceRNA regulatory network was constructed by retrieving LncRNADisease database and osteoarthiritis related IncRNA, using Starbase database to
predict their miRNAs.

RESULTS AND CONCLUSION: A total of 11 significantly differentially expressed mRNAs were screened by R language analysis. Through the cross-mapping of
miRDB, miRTarbase and starBase and the predicted targeted miRNAs and the above 11 differentially expressed mRNAs, 290 miRNAs were identified to be
involved in the construction of the miRNA-mRNA regulatory network related to osteoarthritis. Fifteen incRNAs related to the pathogenesis of osteoarthritis
were retrieved in the LncRNADisease database, 270 miRNAs were predicted using Starbase database, and the INcRNA-miRNA-mRNA ceRNA regulatory network
consisting of 5 IncRNAs, 106 miRNAs and 8 mRNAs was constructed. Seven major biological processes and two major signaling pathways were obtained through
FUNRICH. Finding from our further analysis indicate that differentially expressed mRNA is mainly related to the biological processes of protein metabolism, cell
communication, signal transduction, immune response, metabolism, energy pathway and cell growth. By participating in the pathogenesis of osteoarthritis, it

provides ideas for the determination of therapeutic targets for osteoarthritis.
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