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Spectrometry 

Core  
MALDI mass determination 

ESI accurate mass determina-

tion 

MS-MS sequencing 

Peptide mass fingerprinting 

Analysis of post-translational 

modifications 

Complex mixture analysis 

De Novo sequencing of un-

knowns 

Quantitation 

Comparative Proteomics 

Binding Partners Analysis 
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Coming Soon!!  

The W.M. Keck Biomedical Mass Spectrometry Core is 

committed to bringing you the best in instrumentation and 

personnel.  To this end, we are eagerly awaiting shipment 

of a new Orbitrap from Thermo Electron Corporation, the 

newest innovation in mass spectrometry.  The Orbitrap 

provides high sensitivity and high mass accuracy, including 

accurate detection of the MS/MS fragment ions, a new capa-

bility for our lab.  Feel free to stop by and celebrate our 

new arrival!! (November 2008) 



Post-Translational Modification Analysis  

An increasing area of interest for many investigators is 

post-translational modification of proteins.  We have 

experience in detecting and identifying sites of phos-

phorylation, methylation, acetylation, and ubiqutination.  

We provide enrichment methods for phosphopeptide 

detection, and all sites of modification are manually veri-

fied for accuracy.   

Quantitation  

As the field of proteomics matures, investigators are 

increasingly interested in quantitation of species such as 

post-translational modifications as well as their identifica-

tion.  Here at the mass spec facility, we are perfecting 

techniques to quantify the level of phosphorylation on 

both a single-protein and a global scale.  We rely on en-

richment techniques to increase the range of detection of 

post-translational modifications, and we are exploring 

both labeled and label-free methods of quantitation. 

 

 

 

We offer a 

wide range 

of services 

designed to 

aid the in-

vestigator in  

almost any 

aspect of 

r e s e a r c h .  

From simple mass determination of unknown sam-

ples to analysis of complex mixtures to identifica-

tion and quantitation of post-translational modifi-

cations, we can provide the information you need. 

Analysis of Binding Partners  

Mass spectrometry can be used to examine the 

binding partners of a protein or complex of pro-

teins.  Proteins co-eluting with the protein of in-

terest are detected by mass spectrometry, and the 

percent coverage of the co-eluting proteins can 

give some indications of whether the binding is 

specific or non-specific.  Further validation steps 

can then be taken to confirm the binding and 

specificity. 

 

 

 

What the Mass Spectrometry 

Core can do for you!  
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Complex Mixtures  

In the field of proteomics, slicing a gel band and 

identifying 2-10 proteins often serves as only the 

starting point for a project.  Sometimes, investiga-

tors need to identify as many proteins as possible 

in an extremely complex mixture.  With the high 

duty cycle and high mass accuracy of our LTQ-FT 

hybrid mass spectrometer, we can detect 300-

1000  proteins in a solution sample with a single 

LC-MS/MS run.   

 

Dr. Kristina Nelson, Assistant Director 

Dr. Antonio Pinto, CMC Liason 

Dr. John Shannon, LC and MALDI 

Ms. Emily Andre, Laboratory Specialist 

Shared interacting proteins of the PAK1-PIX-GIT1-

Paxillin complex are depicted here with asterisks indi-

cating previously reported direct interactions. 

Listing of iTRAQ labeled phosphopeptides detected for cortactin 

in a single C18 and a single TiO2 run.  The overall ratio for 

cortactin was 3:1, which is in agreement with the ratio of the 

original mixture.  The ratios of the phosphopeptides indicate a 

large spread in the ratio.   


