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Establishment of an innovative MS sample preparation method that takes proteome
research to a new dimension
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i _ Establishing a standard MS sample preparation method that can be commonly
applied to the analysis of any sample is important to take proteome research to a new dimension. We

have developed a new proteomics platform (pTRUST method) that uses an ionic liquid as a solubilizer.

The method enables the successful solubilization of heat-aggregated hen egg whites within 10 min
and supports sensitive mass spectrometry (MS) analysis. We also applied this method to highly
sensitive proteome analysis of integral-membrane proteins of human erythrocytes and cultured cells,
and super-insoluble structures (spores) isolated from purified Bacillus subtilis, and confirmed the
effectiveness of the method. We conclude that this method provides a powerful platform for proteome
analysis of a variety of insoluble molecules.
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