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iTRAQ® Reagents: Celebrating over 150 peer-
reviewed publications

Application Reference Your Partner in Ad?ﬂﬂﬂil‘lg Proteomics J— ——
11,12, 13,1 Thei ™ reagents were first launched at ASMS 2004 and e
1.12,1.13, 1.1 further enhanced with 8plex capabiites at ABRF 2003, and o
Biomarker Discowery 1.21,1.22, 1.2 mTRAQ™ reagents at ASMS 2008. Today, they have been ‘:’ -',‘-: -
1.30, 1.31, 1; adopted as a powerful mainstream proteomics technique. The ' e _,.:_-_;:_ -
1.30.1.40, 1. eaze-of-use of this reagent based strategy has meant that e - - _.__ ..____-
17 21 272 3 accurate quantitative proteomics is now within the reach of all d q\"-:h
- ) ) ) T T baological scientists.
Signaling/ Differential PTM Analys:s 2122 T3 2T qhic technical note is not meant o be an exhaustive list of al of the
2.21,2.23, 2. publications mveolving the iITRAQ™ reagents, but rather an overview of papers where the i ™ reagents have been used
Genomic proteomic comslation 14,18 31,2 to make breakthrough discoveries and advance biological research.
Last wpdated: October 2008
Time Course Analysis 1841 42,4 . . .

21,51,22,52,41,63,54,55 58,57, 58,59,
Bacterial Analysis 510,511,512, 513, 5.14, 5,15, 5.16, 517, 5.18.
5.19, 520, 5.21, 8.8

6.1,8.2 63,84, 85 66 67,68, 609, 8.10, 8.11,

Membrane / Sub-celular Analysis 6.12,6.13,6.14
Lipids | Phosphelipids 71,72
Plant Biclogy 28,81,82.83,06
Stem Cells 33,24, 121
52 518.510. 01,02 03,04 05 06 07 96 00,
TRAQ™ reagent Methods 010, 2.1, 0.12, ©.13, 0.14, 9.15, 0.16, 0.17, 0.18,

.18, 8.21]
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— 4800 MALDI TOF/TOF (MALDI-TOF/TOF)
— Qstar Elite (ESI QqTOF)
— 4000QTRAP (ESI-QqIT)
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4800 MALDI TOF/TOF™ Analyzer
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4800MALDI TOF/TOF™ Analyzer® &
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QSTAR® Elite LC/MS/MS System &3 ?
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- —oo0—%iggt 1 !
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4000QTRAPHAIREZZ R >

— Product lon Scan

— Precursor lon Scan

— Neutral Loss Scan

P9 & & (quadrupole) Hh32 & % M TMRM(Multiple lon Monitoring) A3 a] &E

— QSTARMA[EEL R F v
— Product lon Scan
— Precursor lon Scan
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