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proteome analysis. Analytical Chemistry, 2014, 86, 1170-7
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N-terminal labeling of peptides by trypsin-catalyzed ligation for quantitative proteomics.

16 Angewandte Chemie - International Edition, 2013, 52, 9205-9

16.4 12

A six-plex proteome quantification strategy reveals the dynamics of protein turnover. Scientific
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