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Community Resources
• Integrated Searchable Proteomic Database
• Highly Qualified Biospecimens

• Standardized Reagents  
• Optimized Technology Platforms

• Proteomic Standards
• New Technologies
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CPTAC Team NetworkCPTAC Team Network:
Direct Partners
CPTAC Team Network:
Supporting Expertise
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Integration with Investigator Grants 
(highlights)

Computational Tools:
• New proteomic algorithm to identify mutant or modified proteins 

(MyriMatch)
• David L. Tabb, Vanderbilt University (J. Proteome Res. 6: 654-661, 2007)

• Computational platform that uses pattern information to quantify 
peptides in MS data (PEPPeR)

• D. R. Mani, Broad Institute (Molecular and Cellular Proteomics 5(10): 1927-
41, 2006)

• Analysis and Statistical Validation of Proteomic Datasets 
(PeptideProphet)

• Alexey I Nesvizhskii, University of Michigan (J. Proteome Res., 7 (01), 254–
265, 2008)

Platform Development:
• Ultra-sensitive, multi-emitter nanoESI source

• Richard Smith, Pacific Northwest Laboratories                                         
(Anal. Chem. 80, 143-149, 2008)

19 ESI emitters



Reagents Core
(A Public Resource for QA Proteomic Reagents)

• Antigen Production
• Argonne National Laboratory

• targeting 1261 cancer-related antigens 
(Polanski and Anderson, Biomarker Insights 2:1-48, 
2006)

• Spike-in materials & Ab production

• Monoclonal Antibody Production
• private sector

• Antibody Characterization/Validation
• NCI-Frederick (mAb Characterization Lab)
• NCI-CCR (Tissue Array Program)
• Human Protein Atlas
• Harvard Institute of Proteomics

• Hybridoma and Antibody Distribution
• Developmental Studies Hybridoma Bank 

(DSHB) at the University of Iowa
• no IP;  microvolume distribution

Collaborations:

Target:
3 mAbs/antigen


