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Development of a Highly Efficient In-Gel Protein Recovery Method for Structural
Proteomics
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Top-down mass spectrometry, a highly sensitive structural analysis method
for proteins, enables the ionization of intact proteins and the comprehensive acquisition of their
chemical structural information. To effectively obtain structural information of target protein
components in biological samples using top-down mass spectrometry, it is essential to first
fractionate complex protein components prior to mass spectrometry analysis. In this study, we
developed a method for fractionating protein components with high resolution using
SDS-polyacrylamide gel electrophoresis and successfully established a sample pre-fractionation
workflow to achieve highly sensitive top-down mass spectrometry. It was also found that sample
pretreatment by the developed method was effective for structural analysis of protein complexes by
chemical cross-linking mass spectrometry.
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