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The requirement by journals for authors to make available annotated proteomic results
has been driven by the recognition that authors cannot look at all of their reported
results, so by sharing data associated with a manuscript readers can make an
independent assessment and reanalysis of results of particular interest. This process
has been heavily facilitated by the development of standard file formats such as mzML,
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authors, we have successfully produced annotated spectra from all submissions.

Displaying Cross-linked Peptide Results
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SILAC labels are inserted by Summary

the conversion script.
MS-Viewer is available at http://msviewer.ucsf.edu/prospector/cgi-

bin/msform.cgi?form=msviewer or for local installation by emailing
ppadmin@cgl.ucsf.edu.

MS-Viewer allows columns from the uploaded results to be hidden. In the above example, most of the 68 columns from the MaxQuant
Results Fllte ring results file have been hidden (note the column numbering at the top of each column).
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