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Our SIL-proteins are the gold standard for
quantitative LC-MS. 

SIL-Proteins correct bias occuring during
the preparation and analytical workflow
and due to losses, incomplete digestion,
adsorption, proteolysis... With SIL-Proteins,
the accuracy and reproducibility of your
quantification data is improved.

This product is useful for :

Why using our SIL-Protein ?

How to use it ?

Characteristics

Unlike the use of SIL-peptides, Promise’s SIL-proteins are processed along with the
target analytes throughout the pre-analytical  and LC-MS workflow.

Promise Proteomics is a pioneer and expert in mass spectrometry-based
quantification methods development and in bioproduction of 

Stable Isotope Labelled (SIL) proteins

SIL-PROTEINS
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28

SIL-Proteins* are available to support your innovative and ambitious studies

Your protein of interest is not listed ? 
For 10 years with more than 150 proteins produced, Promise Proteomics offers

custom bioproduction options. Contact us for further information.

OFF-THE-SHELF PRODUCTS

For  any fur ther  in format ion or  to  request  a  quote  :
orders@promise-proteomics .com

*for Research Use Only
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