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Shotgun proteomics is the technology of choice for exploratory, large-scale studies of the proteome.
In a typical experiment, the aim is to establish protein expression profiles for various biological conditions.
However, the genetic variation is routinely neglected at the protein level.
Decryptor allows the detection of protein variants in standard shotgun proteomics data.
This poster shows the required steps to perform such an analysis of MS/MS spectra.
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