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Yale Protein Expression Database 
(YPED)(YPED)

• J Proteome Res. 2007 Oct;6(10):4019-24

• Web-accessible database (open source)

• Sample description and result reporting• Sample description and result reporting

• LC-MS/MS, MudPIT, 2D Gel,  DIGE, and  
iTRAQQ

• Java using Struts framework, Tomcat, 4TB 
file server, Oracle



Analytical Tool InfrastructureAnalytical Tool Infrastructure

• DeCyder and ABI GPS for DIGE DIA & BVADeCyder and ABI GPS for DIGE DIA & BVA
• ProteinPilot for iTRAQ including both 4plex 

& 8plex& 8plex
• Mascot Server running on our Linux cluster 

f LC MS d SILACfor LC-MS and SILAC
• X!!Tandem for PTM
• MultiQuant biomarker quantitation



NIDA Usage (As of November, 2008)NIDA Usage (As of November, 2008)

A l i T N b f
39 NIDA users
(20 NIDA PI’s)

Analysis Type Number of 
NIDA Samples

2D Gel 20(20 NIDA PI s)
DIGE 246

ITRAQ4plex 76ITRAQ4plex 76

ITRAQ8plex 26

LC-MS 144

MudPIT 10

SILAC 21



Different Types of Analysis Results 

Stored in YPED



DIGE Results



Yale Protein Expression Database 
(Progress Since Last Site Visit)

• Upgraded Mascot server 
• Refined LC MS Mascot results• Refined LC-MS Mascot results
• SILAC with Mascot/Distiller

DIGE BVA• DIGE BVA
• Synthetic peptide database
• Targeted proteomics database
• Began work on digital repository



SILAC Results
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Sample Description (1)



LC-MS Peptides (2)p ( )



SILAC Peptides (3)p ( )



Prototype Repository for Public Data Access



Yale Protein Expression Database 
(Future directions)

• Enhance targeted proteomics support 
including:including:
– Synthetic peptide database
– Web and database module for viewing Web a d database odu e o v ew g

biomarker quantification
• Build a prototype for the digital repository p yp g p y

for preservation in collaboration with Yale 
Library



The End


