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Investigation of proinflammatory regulation via epigenetics in synoviocytes.
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In previous study, we have tried to explore epigenetic regulator and found
that Uhrfl was significantly increased in arthritis tissue and expressed in synovial fibroblasts.
Here, we revealed that UHRF1 expressed in synovial fibroblasts negatively orchestrate multiple
pathogenesis such as Thl7 recruitment and apoptosis resistance in rheumatoid arthritis and that

Uhrfl stabilization improve inflammatory arthritis pathogenesis using clinical specimens and model
mice.
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Epigenetic regulator UHRF1 orchestrates expressions of cytokine-related genes in rheumatoid arthritis.
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