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(Discovery proteomics )
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Label-free quantification
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Label-free quantification example: Murine Liver
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Unreported phosphosites in red.
Reported phosphosites in black.
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(Targeted proteomics)
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Molecular & Cellular Proteomics Editorial

© 2013 by The American Society for Biochemistry and Molecular Biology, Inc.
This paper is available on line at http://www.mcponline.org

Western Blots versus Selected Reaction
Monitoring Assays: Time to Turn the Tables?

Ruedi Aebersold, Alma L. Burlingame, and Ralph A. Bradshaw

Authors who submit paperscontaining quantitative protein data
generatedvia MS are frequently askedby reviewersto validate
someof thevalueswith Westernblotting.

Unfortunately, the quality of quantitative data obtained via
Westernblotting is not comparabldo thatobtainedwith SRM.

We posit that the requestto validate quantitative MS data by
Westerrblotting is no longerjustified.

In fact, it maybetimetoil t uhetn a b hnelrequesthat\Western
blotting resultsbe validatedoy MS.
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« DDA (Shotgun, IDA, topN)
« SWATH/DIA
« Targeted method (MRM, SRM; PRM, MR1%)
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