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Introduction 

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, 
mzIdentML and mzTab  However, for some search engines or results types, outputs in 
these formats are not an option, presenting a challenge for authors to comply with 
journal guidelines. 

MS-Viewer, part of the free Protein Prospector package, can produce annotated spectra 
from many search engine outputs, including simple tab-delimited text files.  This allows 
it to annotate data from search engines that do not support standard formats.  It can 
also annotate cross-linked peptide identifications. A website allows submission of 
results to a public repository, and there is a searchable browser that allows one to see 
all submissions associated with publications.  There are links to associated 
proteomeXchange submissions, and PRIDE provides links from datasets in their 
repository to MS-Viewer. 

MS-Viewer has been used to publish results associated with about fifty publications in 
eleven different journals, and is also used for sharing results between laboratories.  It is 
particularly popular with MaxQuant users, as it allows production of annotated spectra 
from much smaller file uploads than through using the MaxQuant Viewer and can 
handle large datasets that the MaxQuant Viewer struggles to display. Working with 
authors, we have successfully produced annotated spectra from all submissions. 

References 
1Baker PR and Chalkley RJ, MS-Viewer: A Web Based Spectral Viewer for 
Proteomics Results. Molecular and Cellular Proteomics, (2014) 
doi:10.1074/mcp.O113.037200 

Acknowledgements 
This work was supported by NIH grant 8P41GM103481 and the Dr Miriam and 
Sheldon G. Adelson Medical Research Foundation. 

Displaying Very Large MaxQuant Datasets Supported Formats 

MS-Viewer Published Dataset Browser 

Summary 

Video Tutorials 

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. 
 
The MS-Viewer published dataset browser is available at  
http://msviewer.ucsf.edu/prospector/cgi-bin/msform.cgi?form=msviewrep.  
  
Videos explaining MS-Viewer are available at http://vimeo.com/30462677 and 
http://vimeo.com/ 112225814. 
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In addition, any results format that contains columns including peptide sequence with 
modifications; charge state; spectrum identifier such as scan number; and corresponding 
peak list file name, can be imported with minimal editing. 

Results FIltering 

Published datasets 
can be filtered by 
journal, year or data format 

Links to MS-Viewer 
datasets associated 
with the published 
paper.  

Links to PRIDE and/or 
Massive 
submissions 

The repository currently houses public data from about forty publications.  These datasets can be searched, viewed and downloaded 
using the dataset browser. 

MS-Viewer can display very large MaxQuant data sets that the MaxQuant Viewer often fails to open. It is able to filter results such that 
only the best scoring hit for a given combination of peptide sequence, variable mods and precursor charge is retained.  It is also able to 
translate MaxQuant PTM site localization scoring such that MS-Viewer can display localization ambiguity on annotated spectra. 

SILAC labels are inserted by 
the conversion script.  

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

A report can be sorted by several columns then 
replicate identifications can be removed. 

Uploaded results can be sorted or filtered 
by column content; e.g. 

 

•Filter results to require a minimum score or 
maximum expectation value threshold 

•Filter results to only phosphopeptides 

•Filter results only to protein of interest 

Videos explaining MS-Viewer are available at 

 http://vimeo.com/30462677 and 

http://vimeo.com/ 112225814. 

MS-Viewer can now display results from  results containing multiple different 
cross-linkers. 

Displaying Cross-linked Peptide Results 

Very large datasets, with a lot of redundant identifications, are often produced using 
the latest instruments.  These results can be automatically filtered during upload to 
MS-Viewer to only retain the most confident identification of a given peptide species. 
An example (from a MaxQuant data set) can viewed by entering the key kjfmg24iwf 
into MS-Viewer1. 

In this example 1.3 million spectral identifications were consolidated to 156,000 
unique peptide identifications, reducing starting peak list and results files from 14 GB 
to 900 MB. This data set was processed through the web interface in just under 90 
minutes: 21 minutes for upload of zipped peak list files and the results file, 59 minutes 
for unpacking and conversion of .apl and msms.txt results files into a standard format, 
then 4 minutes to filter results. 


