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Elucidating the solution structures of multi-domain proteins and

complexes by small angle X-ray scattering
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Biological Sciences, Chinese Academy of Sciences, Shanghai 200031, China)

Abstract: Small angle X-ray scattering (SAXS) is becoming an important tool in structural biology, as the
development of synchrotron radiation facilities and various modeling methods. SAXS can be applied to determine
the solution structures of multi—domain proteins, protein complexes and their conformational changes. It can
also be used to study the dynamic processes of protein folding and assembly. In this review, we survey the basic
theory, techniques, modeling and application of SAXS.
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