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We have developed a new analytical method that would enable us to perform
structure and interaction analyses on multi-component equilibrium systems. Here, we have
successfully developed the microfluidics-based, auto sampling equipment designed for continuous
titration SAXS. Using this newly designed equipment, we can automatically collect numerous
scattering profiles while altering the molar ratios of each component involved in the
multi-component equilibrium; thus, enabling us to determine the system’ s free energy landscape of
the multi-component equilibrium. We performed a feasibility study of titration-SAXS measurements on

a signal transduction system, which allow us to extract scattering curves of multiple complexes and
their concentration dependence. The method is found to be applicable in wide range of understanding
the dynamical ordering of complex molecular systems.
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