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Impact/Outcome Data
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ProteinClassification/ 

Pathway analysis

050812-07 #5662 RT: 53.13 AV: 1 NL: 4.76E5
F: ITMS + p NSI Full ms [500.00-2000.00]
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050812-07 #3302 RT: 38.77 AV: 1 NL: 2.83E5
T: ITMS + p NSI d Z ms [1024.00-1048.00]
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Expression

Labeling (e.g. 13Cn
15Nn Arg/Lys)

“Light”-labeled

Gel based separation

SAMPLE A SAMPLE B

PTM analysis

Enrichment of PTM

e.g. Anti-pTyr (4G10, P-Tyr-100)

p-PKA substrate, IMAC/TiO2

Acetyl-Lys, Biotin Switch Assay
Gel based separation

Protein interaction

IP/Pull-down

“Heavy”-labeled

Enzyme digestion

Enzyme digestion

Protein-protein interaction

Post-translational modification analysisProtein identification

R.TEAK(Acetyl)VVNTGLSIGK.E 

Xcorr: 2.81  Cn 0.39

LC MS

MS MS/MSLC

Enzyme digest

~2 kV
500 nL/min

Large-scale quantitative proteomics
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Facility 

Grants Supported

Firestone Medical Research Building 143

https://vbrn.org/proteomics/

• Supported a total of 55 grants (since 2006)

• Provided support letters and/or preliminary data for 81 grant 

applications (since 2011) 

• 33 active grants (2018-2019)
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Data Processing

Tandem Mass Tags

Structural proteomics 

Stable isotope-based cross-linking

Parallel Reaction Monitoring

Heppner et al, Nat. Commun. 2018
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H:L = 78.57 + 5.54

(n=3)

DIM- Light

1119.509++ 

1209.547 (W[y10]+)

1023.468 (M[y9]+)

892.427 (G[y8]+)

434.236 (G[y4]+)

299.171 (Q[b3]+)

DIM- Heavy

1122.528++ 

1209.547 (W[y10]+)

1023.468 (M[y9]+)

892.427 (G[y8]+)

434.236 (G[y4]+)

299.171 (Q[b3]+)

Manuscript in preparation

Munson et al, 

FASEB J. 2018

Publications

User Bases

Establish a central resource of 
proteomics technologies Mission Establish a highly efficient research and 

educational environment
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Hydrogen deuterium exchange workflow station, HDx-3 PAL            Data Analysis

Eclipse                   Exploris 240


