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Development of an information/hypothesis-driven proteogenomics strategy
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In this study, we developed a technology to link nucleic acid information
and proteome information through "information/hypothesis-driven proteogenomics," a strategy that is
opposite to existing proteogenomics research. We created an isotope-labeled internal standard
production system using E. coli, and developed QuantiCode, an ultra-multiplex quantitative tag
system for large-scale absolute quantification, and Quantimer, which functions as an internal
standard. Furthermore, we developed the SLiM method, a new ultra-sensitive mass spectrometry
technique that seamlessly links two mass spectrometry techniques called DIA and PRM, and conducted a

proof-of-concept experiment for proteogenomics using this method.
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