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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-Viewer2. 

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. 
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Published datasets 

can be filtered by 

journal, year or data format 

The ability to share results and make annotated spectra available is important to many 

researchers and is a prerequisite to publish in some proteomic journals. A spectral viewer 

called MS-Viewer1 is available as part of Protein Prospector that allows the annotated spectra 

from database search results produced by most search engines to be viewed interactively. 

Users can upload the results and associated peak list files in a wide variety of formats. Once 

uploaded other internet users can access the data via a keyword. The web site has been used 

as a repository for results from over a dozen different formats  published in seven different 

journals. The poster will outline recent improvements to MS-Viewer. 

Summary 
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 brower 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. 

Links to MS-Viewer 

datasets associated 

with the published 

paper.  

Links to PRIDE 

and/or Massive 

submissions 

Results can be sorted or filtered by column content, including 

setting minimum scores or maximum expectation value 

thresholds. 

Support for Multiple Crosslinker Data 

MS-Viewer can now display results from a search considering 4 different cross-linkers. 

Display of Very Large MaxQuant Datasets 

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. 

Example of SpectraST sptxt File 

MS-Viewer is able to display  and annotate the contents of the ISB Yeast Orbitrap SRM atlas3 

Column Filtering Options 

SILAC labels are 

inserted by the 

conversion script.  

Most of the 68 

columns have been 

hidden. 

Report Sorting and Remove 

Replicate options  facilitate 

removal of redundant 

identifications 

Protein Prospector 

Protein Prospector Cross-Linked Peptides 

Mascot CSV 

Protein Pilot 

Spectrum Mill 

X!Tandem Tab-delimited 

PRIDE XML 

pepXML (TPP) 

MaxQuant 

Thermo MSF (Proteome Discoverer) 

MS-Amanda 

Morpheus 

 

Blib (Bibliospec/Skyline) 

SpectraST sptxt 

NIST MSP 

Supported Formats 

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 

The repository currently houses public data from about 40 publications.  These datasets can be viewed and downloaded 

using a dataset browser. 


