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SAXS analysis of the assembly forms of nucleoside diphosphate kinase fusion
protein and streptavidin fusion protein
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To operate the spatial arrangement and assembly of protein molecules is helpful to
develop the immobilized enzyme, a biosensor and so on. In order to operate the assembly of
the pleiotropic protein promoting DNA repair A (PprA) from Deinococcus radiodurans via the
nucleoside diphosphate kinase (TtNDK) from Thermus thermophilus, we made the
TINDK+PprA fusion protein. In this study, we collected small-angle X-ray scattering profiles
of the wild-type PprA and the TtNDK+PprA fusion protein to clarify their assembly forms.
Ab initio dummy atom models obtained from the scattering profiles suggest that the
TINDK+PprA fusion protein forms a Y-shaped network, while the wild-type PprA forms the
straight chain-like structure.
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