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Ultra-deep quantitative proteomics with RT-normalized peptide database
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The purpose of the present project is to develop deep quantitative proteomics
with peptide database by high-accurate retention time normalization and separation of signal to noise.
The developed method for retention time normalization and false discovery rate was validated with
trypsin-digested human liver microsomes. The developed method was able to eliminate false positives more
efficiently and compare lager number of peptide than the standard method. The ability of retention time
normalization was evaluated between two institutes, the accuracy of normalization was reduces, however
the normalized retention time is possible to be applied to quantitative analysis by changing analysis

settings. The developed method was applied to quantitative proteomic analyses for network analysis and
biomarker discovery.
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