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Exploration for the mechanism(s) underlying synovial change in OA through the
analysis of miRNA expression

Tanaka, Nobuho
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In this study, | attempted to elucidate the mechanism underlaying the
synovial pathology in OA through the analysis of miRNA expression. To this end, synovial tissues
were obtained from 32 OA knees and 32 RA knees at prosthetic surgery. RNA was extracted from these
tissues, and the expression of miRNA and mRNA was determined by gPCR. The analyses revealed that the

expression of miR-21 and miR-26a was significantly reduced in OA synovium compared with RA
synovium. Subsequent analysis revealed that the expression levels of these miRNA were inversely
correlated with the expression levels of MMP-1, MMP-2, MMP-3, MMP-14 VEGFR-2 respectively, the genes
that could be deeply involved in the pathology of synovium in OA. Since none of these invers
correlations were observed in RA, such relationships seemed to be unique to OA synovium. Thus, from
the results of this study, miR-21 and miR-26a were considered to be significantly involved in the

pathology of OA synovium.
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