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Development of a site-specific and comprehensive quantification method for
protein phosphorylations based on MS/MS spectral simulation
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We have developed a mass spectrometry based phosphopeptide quantification
method using a data-independent acquisition method SWATH, in combination with SimPhospho software a
simulation program for MS/MS spectra of phosphopeptides. SimPhospho was applied to MS/MS spectra
acquired using a TripleTOF mass spectrometer, and adjusting its data format enabled phosphopeptide
quantification by SWATH analysis using Skyline software. Furthermore, simulation conditions were
optimized for confident and sensitive localization of phosphorylation sites to be quantified.
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