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Molecular analysis aiming therapeutic application of epithelial-mesenchymal
transition in rheumatoid arthritis synovium
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Our previous studies revealed that FSTL1 is one of the autoantigens in
rheumatoid arthritis and DIP2A is its binding partner. In this study, we demonstrated molecular
interaction between DIP2A and SNAI1, which is involved in epithelial-mesenchymal transition. Next,
we analyzed synovial gene expression microarray data in US NCBI GEO database, which were from 79
subjects of three groups comprising rheumatoid arthritis, osteoarthritis patients and healthy
controls. As a result, we found 9 gene groups in each of which genes had closely-related expression
and those group genes had significantly different expression among the three groups. They include
DIP2C and SNAI2, which are paralogs of DIP2A and SNAI1. Though DIP2C and SNAI2 belonged to the same
groups as NFKB1 and TGFB1, respectively, they had inverted expression to those same members and
similar behavior. As this contradicts the fact that TGFB1 induces SNAI1/2, there may be some
dysregulation in rheumatoid synovium.
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