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During the last decade, small-angle scattering (SAS) has become 

an increasingly important tool for the study of biological 
macromolecules. The method allows one to study native particles, 
from individual proteins to large macromolecular complexes, in 
solution under nearly physiological conditions. SAS not only provides 
low resolution models of particle shapes but in many cases answers 
important functional questions, in particular, by the analysis of 
structural changes in response to variations in external conditions. 

Recently developed data analysis methods are presented, which 
significantly improve resolution and reliability of structural models 
deduced from SAS data for biomacromolecular solutions. These 
methods include: ab initio low resolution structure analysis [1,2]; 
addition of missing fragments to high resolution protein models [3]; 
rigid body modelling of protein complexes [4,5], determination of 
three-dimensional domain structure of proteins based on multiple 
scattering data sets from deletion mutants [6]. The efficiency of the 
methods is illustrated by results from recent experimental projects. 
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