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Introduction Workflow for IP-MS Analysis Example IPMS Project
Protein Prospector is a set of tools for the analysis of LC/MS/MS proteomics data Motivation: To identify the targets of Probing antibody — antigen pairs
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unctionaliities: I -
protein its normal target is probably the human
*Peptide and Protein Prophet: Statistical validation of search results homolog.
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*Recent support for cross-linking analysis 1 O
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*Protein Prospector uses two modules for batch processing of LC/MS/MS data: . ' vpr— —
ProteinProspector otes Tog Params (g0 Res W S d R I
Batch-Tag scores the best results for each spectrum. searches Search Compare Params gigi_hm ~ core eSu tS
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«Search Compare combines Batch-Tag results into proteins and filters results by FDR. M| e [T Merge Prefix interact  Parameters -p0.05 -7 -PPM -OAEp
*Both programs can be run from the command line. g _ _
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option to output the FASTA database file that was searched.. = P | | comparisons and scoring
The TPP (v5.0.0) was modified to add a Protein Prospector option which uses the Protein 1 *Protein Prospector creates pep.xml files with SAINT. ProHits-viz is ® |
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