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Small-angle X-ray scattering (SAXS) is a technique used to analyze the
solution structure of biological macromolecules. A recent advancement in this field is the
Size-Exclusion Chromatography-SAXS (SEC-SAXS) method, which involves measuring target molecules
while isolating them from polydisperse solution samples using gel filtration. Although SEC-SAXS
allows us to extract structural information from complex solution samples, several challenges
related to measurement and analysis have been identified. In this study, we have developed and
released MOLASS, a software capable of fully automated analysis of hundreds to thousands of SEC-SAXS

data frames. MOLASS is based on the fundamental principles of SAXS and incorporates linear
algebraic methods combined with algorithms proposed in analytical chromatography to handle these
challenges effectively.
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