Fenzi Zhiwu Yuzhong (Online), 2013, Vol.11, 1047-1051

[“ Sy THIYE Fh(M4RIR), 2013 4E, 5 11 %%, 43 1047-1051 T
http://mpb.5th.sophiapublisher.com

@

Vi 5

Review and Progress

iITRAQ BIARTEMY) E B A % N H

sk, phg)
1. btk Rz AR A B, b at, 100083
2. HZEAS TRHARDIFCL, 65T, 100083
WIES: sunsm@163.com; B fE
S TREMIT R, 2013 4F, 114, 85 doi: 10.5376/mpb.cn.2013.11.0008
X JE—H K] Creative Commons Attribution License MEATHZAN MM FF SO 18 30 o REEXAAEA R 151 H, BAUITA N RV ERES =5 ik
PR 54 5
S (30
kA 4E, 2013, iITRAQ BiARTEMM HE LA 2= N, 43FHE% & Fi(online), 11(8): 1047-1051 (doi: 10.5376/mpb.cn.2013.11.0008)
S (FES0):
Zhang et al., 2013, Application of iTRAQ Technology in Plant Proteomics, Fenzi Zhiwu Yuzhong (online) (Molecular Plant Breeding), 11(8): 1047-1051
(doi: 10.5376/mpb.cn.2013.11.0008)

W E BRI R R, E RO CUR A R R R4S OIS A R, HOR R4 i
R ZRIC (ITRAQ)HIA L & I ST B 2 AWM (0 6 I B AR AE S B AT Bl . ROR B IR (A e MERE TR TR, &
PN T SR R . G iTRAQ BRI B . SEB0MAL . Rk UG J LAELE A B (1 R 412
FRIGEECHE BT RN, DU ITRAQ B AR RE ) 2 1 A1 AT U A 4

KPR ITRAQ; H T4 MW

Application of ITRAQ Technology in Plant Proteomics

. =
Zhang Yang™, Sun Ming?
1. College of Landscape Architecture, Beijing Forestry University, Beijing, 100083, P.R. China
2. National Engineering Research Center for Floriculture, Beijing, 100083, P.R. China

Corresponding author, yuyongm@163.com; = Authors

Abstract With the rapid development of proteomics, the quantitative proteomics has been one of the important technologies in
proteomics research. Isobaric tags for relative and absolute quantification (iTRAQ) combined with tandem mass spectrometry and
multidimensional liquid chromatography technology have become the latest and best tools in the current quantitative proteomics
research. In order to make the iTRAQ technology have a better application in plants and provide some tips for researchers during
research, we summarized the principle of iTRAQ technology, including its experimental process, advantages and disadvantages, and
application in plant proteomics in recent years.
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