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Identification and 
quantification of 
peptides from high-
resolution mass 
spectrometry data

The MaxQuant software suite may be a useful computational 
tool for improving the accuracy of peptide identification and the 
quantification of proteins from high-resolution mass spectrometry 
proteome analysis. MaxQuant can identify and quantify peptide 
masses in the parts per billion range, which is a sixfold increase 
over standard mass spectrometry methods. Next steps could 
include further advances in instrumentation to allow for a 
more dynamic range of measurements and functional genomics 
experiments.
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