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ABSTRACT
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. P INSTITUTE OF MOLECULAR AND ,
However, the genetic variation is routinely neglected at the protein level. ‘ TRANSLATIONAL MEDICINE UKT‘?\L/%% gIYT v
Decryptor allows the detection of protein variants in standard shotgun proteomics data. OLOMOUC
This poster shows the required steps to perform such an analysis of MS/MS spectra.
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DATA SEARCHING

Specify search parameters and upload the sample. Experiment status

Experiment ID: 2a4980acb9ac301b

Fill-in last configuration | Reset configuration

MS/MS files [.mzML, .mzXML, .mgf; Spectra convertor] (max: 4 GB)

. . ) Choose mzML spectra Subexperiments
Browse... |SILAC_HE-1D_TH-A_.szL ( | h
Fixed modifications Filter modifications to search. ID Results Queued  Running Log
Carbamidomethyl (C +57.02 Dg— Car 2a4980acb9ac301b_0000 Open 0 0 mzML Conversion: OK.
Modifications Reference proteome results: OK.
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You can access them at http://decryptor.imtm.cz/experiment_view/2a4980acb9ac301b_0000.
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DETECTION RESULTS

Browse the results using multiple views, or export them.
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