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Abstract: Quantitative proteomics is an important research field in post-genomics era. There are two

strategies for proteome quantification: label-free methods and stable isotope labeling methods which have
become the most important strategy for quantitative proteomics at present. In the past few years a number
of quantitative methods have been developed which support the fast development in biology research. In
this work we discuss the progress in the stable isotope labeling methods for quantitative proteomics inclu—
ding relative and absolute quantitative proteomics and then give our opinions on the outlook of proteome
quantification methods.
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Fig. 1 Mass spectrometry-based quantitative proteomics methods and workﬂows ( adapted from references 2 * )
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a. different variations of isotopically labeled formaldehyde and cyanoborohydride for dimethylation result in labels of different masses. The combina—

tion of label “L” and “H” and “M, ” and “M,” respectively results in peptides of the same mass and containing the same number of deuterium iso—

topes.

b. TriplexdPTL labeling of three samples can be achieved by combining the labels ( N-/C~erminus) L/H M, /M,

c. MS/MS fragmentation pattern and correct peak assignments for b—and y-ions are depicted.
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