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Application 
M e m b r a n e p r o t e i n s o l u t i o n s 

Absolute quantification of membrane proteins 

Absolute quantification of membrane proteins with 

stable isotope labelled synthetic peptides1 as an 

internal standard is the ultimate method for 

biomarker quantification. LPI™ FlowCell is the 

ultimate tool for this method.   

 

LPI™ FlowCell enables quick and easy immobilization 

of membrane proteins for quantitative proteomics. 

In the first run, a set of peptides generated by the 

digestion of membrane protein extracellular loops is 

easily collected for downstream analysis by mass 

spectrometry. A signature peptide with proven high 

detectability from the protein of interest is chosen, 

synthesized and labelled with 13C or 15N to create a 

heavy peptide, an AQUA peptideTM. A known amount 

of the chosen AQUA peptideTM is added to the biologi-

cal sample and a trypsination is performed on LPI™ 

FlowCell. By the use of LC-MS, ion chromatograms 

are generated for native and AQUA peptidesTM. 

Quantification of native peptide is enabled by com-

paring peak area ratios.  

Quantitative proteomics 
with LPITM FlowCell 
 

Flow Flow 

Biological membrane of interest 

Transform into cell vesicle Inject into FlowCell 

Tryptic digest 

Signature peptide 

Quantitative 
proteomics

Native extra-cellular  
domains exposed 

Internal standard 
 
1. Characterize membrane proteins by MS 
2. Choose carefully the signature peptide 
3. Synthesize signature peptide; 13C, 15N 
 
Absolute quantification 
 
1. Add labeled tryptic fragments 
2. Analyze tryptic fragments by MS 
3. Compare tryptic fragments 
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