1004

£ T B % MR RER S/BBAEORASNINGEREETEERNFEE S R A

Chinese Journal of Biotechnology
http://journals.im.ac.cn/cjbcn July 25, 2014, 30(7): 1004-1017
DOI: 10.13345/j.cjb.130669 ©2014 Chin J Biotech, All rights reserved

RAEXRS, BYEL BHEH 2 4T

1 230032
2 102206

, 2014,

s 5 s

30(7): 1004-1017.
Yi TL, Tian MM, Yang XM, et al. Progress and application of phosphoproteomics in the proteomics of liver pathological and
physiological state. Chin J Biotech, 2014, 30(7): 1004—1017.

i OE: RAOMBBRAUEARTALNEGRMFEMGHHX. & F &G R FFEAT X T A 45k 8 55 Fo 5%
BB AT T B 6)A4E, ITAERS AT FH IR TR ROBARASIHRE T EZGAEMER, At
HAEDKRNEGRBBEAGHGZAART TR TEAGHZOEAMEF -0 EL. BF K, MAERER
A e 13 & F R A RBFBACIKEL G & k9 KR, AR R F £ AR WM& & R B BAGAS A6 A 5T 69 35
A B R FFIAEAARREZORBALZEET, RARRAIE @A E G B BRG] X2 T
EMAAREIAEZHFEL. B, RELRGBRAE O MAFIHA LY Z R B IR 60
AMFRRY . ZEFRWET AN IEGERRRBREG S TEADFNHAGTH., KXLEET 4
AL R O A F ARG R A BE B AL R & AL 5 T IE F 69 AR 7

D EARAEAL, BB ZARE, BRILKESR, TERORE, £MEEF

Received: December 27, 2013; Accepted: May 28, 2014
Supported by: National Basic Research Program of China (973 Program) (Nos. 2011CB910600, 2013CB911200), National High
Technology Research and Development Program of China (863 Program) (Nos. SS2012AA020502, 2011AA02A114), National Natural
Science Foundation of China (Nos. 31070673, 31170780), Beijing Natural Science Foundation (No. 5112012).
Corresponding author: Ping Xu. Tel: +86-10-83147777-1314; Fax: +86-10-80705155; E-mail: xupingghy@gmail.com
XiaomingYang. Tel: +86-10-66931424; Fax: +86-10-68212874; E-mail:xiaomingyang@sina.com
973 ) (Nos. 2011CB910600, 2013CB911200) (863 ) (Nos.

SS2012AA020502, 2011AA02A114) (Nos. 31070673, 31170780) (No. 5112012)



REN SMEICEDRESIO RN H I RS e

Progress and application of phosphoproteomics in the
proteomics of liver pathological and physiological state

Tailong Yi"?, Miaomiao Tian? Xiaoming Yang"?, and Ping Xu®?

1 Anhui Medical University, Hefei 230032, Anhui, China
2 Institute of Radiation Medicine, Academy of Military Medical Sciences, Beijing Proteome Research Center, State Key
Laboratory of Proteomics, Beijing 102206, China

Abstract:  The phosphorylation is one of most common protein post-translational modifications. The protein
phosphorylation plays important roles in the life through the reversible process of phosphorylation and dephosphorylation
by kinases and phosphatases. Systematical analysis of the phosphorylation state of proteins would greatly help to reveal the
mystery of the life. Recently, with the development of mass spectrometer, bioinformatics sortwares and enrichment
methods of phosphopeptides, phosphorylation stduy of orgnism proteins by mass spectrometer has become mature
gradually. Liver is one of the most important metabolic and immune organs. In-depth study of protein phosphorylation in
liver is of great importance to reveal its function. And booming phosphoproteomics has been applied into the study of liver,
which has deepened the knowledge of molecular mechnism of its physiology and pathology states. Here, we review the

recent progress on the research and development of phosphoproteomics and their application in liver proteomics study.

Keywords: proteinphosphorylation, phosphoproteome of liver, enrichment of phosphopeptide, quantitative proteome,
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Table 1 Comparison of different types of
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Table 3 Comparison of commonly used

phosphopeptides dissociation methods
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method ability
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