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Elucidation of the structure and function common to two intrinsically disordered
proteins with significantly different sequences.

Oda, Takashi
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We predicted that two naturally denatured proteins (IDPs) that are
homologous but have significantly different amino acid sequences share a common function. In this
study, we aimed to prove this prediction and elucidate the structural features that enable it to
perform its functions. We conducted research on such two IDPs. As a result, we showed that both IDPs

bind to both DNA and DNA clamp and have a common function of suppressing the sliding of DNA clamp.
Initially, we predicted that a common secondary structural motif (o -helix) would be conserved in
the two IDPs to exert this function. However, our results suggest that flexible interactions with
DNA due to structural flexibility are more important than secondary structural motifs.
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