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Creation of the tailor-made system for antibody production by using an autoantigenic
complex

Uchiumi, Toshio
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The aim of this study is to clarify the relationship between the structure and ant
igenicity of ribosomal autoantigen (PO-P1-P2 complex), and to develop a useful antibody-production system.
Epitope analysis of the ribosomal autoantigen identified the 3 amino acids at the C-terminus, which is sh
ared by PO/P1/P2 and responsible for anti-P recognition. It was also found that phosphorylation at Ser res
idues adjacent to the 3 amino acids enhanced the anti-P binding, suggesting that phosphorylation of the au
toantigen is related to the antigenicity. We also found that aPl, the archaeal homologue of human P1/P2, f
orms a stable tetramer and that immunization of this tetramer resulted in production of antibodies to the
conserved C-terminal part. When the C-terminal amino acid sequence was replaced with a sequence of another
ribosomal protein, the antibody specific to the introduced sequence was produced. We thus developed a nov
el method to produce efficiently the antibody for a desired sequence.
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