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A, Relationship between component and depth. B, Relationship between component number and analytical time in proteome

analysis.
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Fig. 2 Comparison of the strategies in proteomics

(western blot, etc)

Features of proteome analysis were compared by the throughput, components, and depth. Blue area indicates matrix of obtained
data in each strategy. The depth of blue indicates the consistency and reproducibility of the identification of proteins.
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Fig. 3 The number of proteins involved in metabolic pathway

The number of components was calculated from the
KEGG database.
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Advances in sensitivity, scanning speed, and resolution of mass spectrometry extensively facilitated comprehen-
sive identification and quantification of proteome. However, one of the major techniques used in the current proteom-
ics, data-dependent acquisition (DDA), has technical limitations that prevent in-depth proteome analysis across large
number of samples. Recently, targeted proteomics, such as multiple-reaction monitoring (MRM) has been developed
to promote high-throughput, accurate and consistent quantification of given protein sets, that serves the extended
application of proteomics for biology. In this review, I describe the current topics in targeted proteomics and the
sample processing procedure required for targeted proteomics.
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