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Proteomics is the study of the subsets of proteins present in different
parts of an organism and how they change with time and varying
conditions. Mass spectrometry is the leading technology used in
proteomics, and the field relies heavily on bioinformatics to process
and analyze the acquired data. Since recent years have seen
tremendous developments in instrumentation and proteomics-related
bioinformatics, there is clearly a need for a solid introduction to the



crossroads where proteomics and bioinformatics meet. Computational
Methods for Mass Spectrometry Proteomics describ



