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+ Bak1 - Bak1

S1166 30% 18%

S1168/T1169 23% 22%

Wang, X., et al. Develop. 
Cell 2008;15, 220-235. 

LC/MS/MS Analysis 

PTM Stoichiometry 

Post-Translational Modifications 

Enrichment of Sub-Proteomes 

PTM  
Motif Analysis 



Emerging Protein and Peptide MS Technologies 

Zhu, M. M., Rempel, D. L., Du, Z., Gross, M. L., J. Am. Chem. Soc. 2003, 125, 5252. 

HD Amide Exchange and PLIMSTEX  

Barofsky et al, Rapid Commun. Mass Spectrom. 2009; 23: 3028–3030 

A linear radiofrequency-free magnetic cell  
for MS/MS 

Meistermann, H.  (2006)    Mol. Cell. Proteomics 5: 1876-1886 

Imaging Mass Spectrometry 

Chemoproteomics 

Bantscheff et al, Nature Biotechnology 29_255 (2011) 



Glycomics and Glycoprotein Characterization 
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MS3 of a (NGNA-GalNAc)-containing Glycan 
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Whelan and Hart, Circ. Res. 93:1047 (2003) 


