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C-terminal proteomics: strategies for characterization of
protein C-terminus using MS-based techniques
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Abstract:  C-termini of proteins often play an important role in various biological processes, such as the transcription and
translation from DNA to protein and also participating in various biological regulations. The determination of protein
C-terminus is so crucial because it provides not only distinct functional annotation, but also a way to monitor the
proteolysis-modified proteins. Based on the biological mass spectrometry, a series of novel methods and technologies were
developed both for qualitative and quantitative analyses of protein C-terminus. These methods or technologies can be
applied to accurate and effective protein C-terminus profiling, including the sequences and quantitative information of
C-termini, which reveals the biological function of C-termini in life’s activities and provides a better understanding of the

Received: January 17, 2014; Accepted: April 9, 2014
Supported by: National Basic Research Program of China (973 Program) (No. 2012CB910602), National Science Foundation of China
(No. 21025519).
Corresponding author: Haojie Lu. Tel: +86-21-54237416; Fax: +86-21-54237486; E-mail: luhaojie@fudan.edu.cn
973 ) (No. 2012CB910602) (No. 21025519)



1084 ISSN 1000-3061 CN 11-1998/Q Chin J Biotech July 25,2014 Vol.30 No.7

degradation of mature proteins. Combined with our research, this review highlights the improvements in C-terminal
proteomics study in the past decades, including the methodologies for recognition and identification of C-terminus, as well
as the enrichment strategies for protein C-terminus.

Keywords: proteomics, protein C-terminus, biological mass spectrometry, enrichment
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