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Early therapeutic approaches for Rheumatoid Arthritis by anti-PAD4 antibodies
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Anti-cyclic citrullinated peptide antibodies are a useful biomarker for early diag
nosis in rheumatoid arthritis (RA). Anti-PAD4 monoclonal antibodies were created because of an early thera
peutic target of RA. We studied 1) where PAD4 expresses in early inflammatory stages in RA model animal, c
alled D1CC mouse by immunohistochemistry, 2) to establish a new ELISA system to detect anti-CCP antibodies

iB gouse serum, 3) to analyze serial concentration of anti-CCP antibodies after treatment of anti-PAD4 an
tibody.
As a result, PAD4 localized in only the nucleus of neutrophils, not in synovial cells. We created a new EL
ISA to monitor anti-CCP antibody in mouse serum. Finally, anti-PAD4 antigody blocked PAD4 enzymatic activi
ty and showed a therapeutic effect in D1CC mouse, however all serum concentrations of anti-CCP antibodies,
rheumatoid factor IgM, and IgG did not response according to clinical scores.
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