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Outline

1. Analytical methods
— Spectrophotometric quantification
— Mass spectrometry



Spectrophotometric quantification

* Intrinsic absorbance
— Absorbance at 280nm
— Absorbance at 205nm

* Colorimetric assays

— Lowry
— Bradford
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Lambert Beer law
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Homework reading: proteinassays.pdf

x Das Bild kann nicht angezeigt werden. Dieser Computer verfiigt moglicherweise iiber zu wenig Arbeitsspeicher, um das Bild zu offnen, oder das Bild ist beschédigt. Starten Sie den Computer neu, und offnen Sie dann erneut die Datei. Wenn weiterhin das rote x angezeigt wird, miissen Sie das Bild moglicherweise loschen und dann erneut einfiigen



Mass spectrometry

1. Sample -> MS instrument -> vaporization

2. Sample ionization -> charged particles

3. Separation of ions by mass-to-charge ratio in

an analyzer
. Detection of ions (quantitative)

. Signal processing -> Mass spectrum



Mass spectrometer
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Protein Quantitation Using Mass Spectrometry

Guoan Zhang, Beatrix M. Ueberheide, Sofia Waldemarson, Sunnie Myung, Kelly Molloy,
Jan Eriksson, Brian T. Chait, Thomas A. Neubert, and David Fenyo

Abstract

Mass spectrometry is a method of choice for quantifying low-abundance proteins and peptides in
many biological studies. Here, we describe a range of computational aspects of protein and
peptide quantitation, including methods for finding and integrating mass spectrometric peptide
peaks, and detecting interference to obtain a robust measure of the amount of proteins present in
samples.



