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The domain—swapping is a mechanism, in which a part of the structural element interconverts with
another molecule. As such, higher order of protein complexes is formed. Although there are many
studies to achieve the artificial domain swapping, there has been no general method for domain
swapping. In this study, we are aiming for the successful design of domain swapping with minimal
insertion of the structural element.

Thus far, we have successfully designed protein molecules with the domain—swapped structure, by
inserting a rod structure with a poly—proline sequence. Crystal structures of the domain—swapped
dimers revealed that the molecules formed the inter molecular domain—swapping. We are currently
working of the design of switching molecule which converts monomer to dimer by adding metal ions.
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