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17" International Mass Spectrometry Conference: Prague, 2006, www.imsc2006.0rg
Applied Pharmaceutical Analysis 2006: September 11-15, 2006 Boston, MA

55th ASMS Conference on Mass Spectrometry
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Agilent?] &A1E0211200 Series LC &

6000 Series LC/MS AJAEIS ATHSHICT

HHE

« Agilent 1200 Series LC AlAE R 2§

« Agilent 1200 Series Rapid Resolution LC A48
« Agilent 1200 Series HPLC-Chip/M5

« Agilent RRHT LC 28

« Agilent 6100 Series Single Quadropole Time-of-Flight LC/MS
« Agilent 6210 Time-of-Flight LC/MS

« Agilent 6300 Series lon Trap LC/MS AlA8

« Agitent 6410 Triple Qudrupole LC/MS

« Agilent 6570 Quadupole Time-of-Flight LC/MS
« Agilent Mass Profiler 42 E8/0{

« Agilent ChemStation & EZChrom Efite AZE30
« Agilent DIIZITE MHA

2006'4 B 24Y(=) MEXIY 3-1

HiS : A bottom-up approach for biomarker discovery:
Proteome analysis of secreted proteins

YHA}: Christopher Gerner ZEAL H|AILF2|RICHEHD MEISHE 24
7|E} 2oJ&: F&t 031-230-2653 / A 031-230-2633

www.agilent.co.kr/ chem/ performancefd

Ehgilers Technologies, . A0SO 15774
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- Accurate mass
determination

- SigmaFit™
isotopic analysis

- MS/MS
performance

Uniqu é\ pmwe r?
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easy formular determination,
metabolic studies, analysis
of complex mixtures and
in-depth evaluation of
proteins:
Besides a focus resolving
power exceeding 15,000
FWHM, a mass accuracy
of better than 3 ppm, an
unequalled dynamic range
and the SigmaFit'"™ true
isotope analysis tool, the
micrOTOF-Q features
outstanding MS/MS
strategies, de novo sequencing
of peptides and analysis of
post translational modifications
are at your fingertips.

micrOTOE

BRUKER
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Enabling Life Science Tools Based on Mass Spectrometry™

BRUKER BIOSCIENCES KOREA Co., Ltd S HHIOI2ALOI A Al A E|OF =413 M
HNESESA MET BHEAS 49-5 TS 4015

TR2=s

TEL: 02) 596-3232 FAX: 02) 596-8383 E—-mail: info@bdal.co.kr




& Applied
3200 Q TRAP® LC/MS/MS System A 250 Sems | mps sciEx

Advanced Linear lon Trap
performance, plus outstanding
budget sensitivity.

The 3200 Q TRAP® LC/MS/MS system
provides excellent sensitivity, superior

dynamic range, and reliability across a

range of identification and quantitation

applications. With features found in our
industry-leading LC/MS/MS systems, the
3200 Q TRAP system brings true hybrid
triple quadrupolefLinear lon Trap
capabilities within the reach of any lab.

Move Beyond Conventional lon Traps

Hybrid triple quadrupole/Linear lon Trap technology provides increased sensitivity and enables you to
move from screening to identification to quantitation in a single analysis. By combining triple quadrupole
scanning functionality with sensitive linear ion trap scans, you can reduce analysis time and get more
information from every experiment.

Versatile, Integrated System

The 3200 O TRAP system meets multiple challenges because it is a powerful, easy to use, compact
penchtop system that is rugged enough to allow for continuous high throughput operation. With intuitive,
application-specific software and automation features it's easy to see why the 3200 Q TRAP system fits
perfectly into the workflows of any drug discovery, proteomics, or forensics laboratory.

Simultaneous Qualitative and Quantitative Analysis

The hybrid quadrupole/Linear lon Trap technology of the 3200 Q TRAP system provides you with the
ability to identify and quantitate components from complex samples in a single run. Triple quadrupole
specificity and quantitation combine with ion trap full scan MS/MS sensitivity for simultaneous gualitative
and quantitative results.

Big Performance on a Small Budget

Whether your work involves proteomics, drug discovery, drug development, or forensic studies, the 3200
0 TRAP system can improve your productivity by delivering an affordable, single-system solution with a
wide range of application capabilities, plus best-in-class technical performance.

Applied Biosystems Korea (ZIZ MH[& 3 71&X|#), dHl2AH0[(AB W S ci2|d - Tof 3 oiAE)
MEA ME=7 HUEls 275 S8 B/D 12F, Tel: 02-2057-2207~8 Fax: 02-2057-2208)
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The next generation in MALDI CID MS/MS -

A TOF-TOF mass spectrometer with high energy
MS/MS for advanced proteomics studies and
biomarker discovery

sHIMADZUD
OJei1oTECH

www.SHIMADZU.co.kr

Axima-TOF?* - a highly flexible
research grade mass spectrometer-
from high energy MS/MS of
proteomics and other biological and
organic samples to uncompromised
analysis of high mass intact proteins.

@ True high energy MS/MS-CID with a
laboratory frame collision energy of 20keV

e Optimal precursor ion selection resoultion
using revolutionary gating technology

e Outstanding sensitivity- uncompromised
design, to ensure no MS/MS signal is
discarded

D5 LA = ()

135-818 MEA| e+ =8s 901 CIoj0] MR2AKS 35
CHEXS} 02-540-5541 HA 02-541-2163
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* Multiple dissociation techniques (PQD, ETD, CID)

* Extensive coverage for predicted and
unpredicted metabolites

* Fast polarity switching for high-sensitivity
analysis of unknowns

* Intelligent Data Dependent™acquisition
» Platform for high resolution, accurate mass hybrids

LTQ Orbitrap™

* Superior accurate mass alternative
to ToF mass spectrometry

* Unsurpassed dynamic range for metabolite
identification in complex matrices

* Routine high-resolution operation
on a fast chromatographic time scale

* Highest confidence protein ID

* Parallel MS and MS” acquisition
for increased productivity

ELECTRON CORPORATION

SCINCO CO., LTD

74-27 Nonhyeon-domg, Gangnam-gu, Seoul, Korea, 135-010
TEL : (02)545-7300 ! FAX :(02)546-1336 Web : http:/Avww.scinco.com




ELECTRON CORPORATION

Thermo Electron DFS High Resolution GC/MS

*Optimized for low level target
compound applications
— Ultimate high sensitivity
« High productivity
—with dual GC and common autosampler(optional)
» Ease of operation
— Common Xcalibur user interface
— One unique calibration independant from resolution

— Autotune
« Low cost of ownership

—Small footprint, low weight
—Low power consumption

* Ultra sensitivity for 100 fg/uL 2,3,7,8-TCDD
— S/N =800:1

Sensitivity: 2,3,7,8-TCDD > 800:1 S/N ratio with 10,000 Resolution (10% valley)

N

100 fg/pL 2378-TCDD

Competition 125 : 1
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47 Euro Science

MEEEA GT 942%F T08-8 MU 73(136-919)
Tel:02-640-0661 Fax: 02-540-4145
Home:http://www.euroscience.co.kr Email:kits@kits—euro.co.kr
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TRACE GC Ultra DSQ Series Single Finnigan Surveyor Plus
- Utmost sensitivity through Quadrupole GC/MS HPLC System
Large Volume techniques - Large dynamic range - Increased R.T reproducibility
- Ultra Fast GC to boost - Fast scanning: 10,000 amu/sec with precise solvent delivery
lab productivity - Mixed mode acquisitions - Patented LightPipe technology
provides up to 5X sensitivity

FOCUS GC PolarisQ Series

- Small and productive (QA/QC) lon Trap GC/MS" (n=1~5) Finnigan Surveyor MSQ Plus
- High quality ease-of-use - Designed for productivityand  Single Quadrupole LC/MS

- Powerful standard features ultimate quantitation - Standard ESI and APCI probes

- Unparalleled selectivity with MS" - Patented cone-wash feature
TriPlus Autosampler - Data Dependent Scanning optimized for complex matrices

= NSEWA| UM AIRSE 89-106 (9)158-849 TEL. 02)2644-1991 FAX. 02)2644-1996/2478
INYOURG [CHE] TEL. 042)822-2944 FAX. 042)822-2945 [£AH TEL. 051)331-0795 FAX. 051)331-0796
QM3 ZobE(F) [cH] TEL. 053)951-6414 FAX. 053)951-6415 Homepage : www.insung.net E-mail: is@insung.net
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Whatever protein quantification
questions you face, Waters gives you
the biostatistically significant answer.

Waters

With the only labelfree system using patented LC/MSE technology - plus unparalleled
bicinformatics for isotopic/isobaric labeling using classic LC/MS/MS — Waters has the tools
you need for confident protein quantification. Our comprehensive Q-Tof Premier™ system enables
you to measure changes in biology, draw biostatistically significant conclusions, and create
a knowledge base for scientific advances. For more information, visit www.waters.com/p2

faters Corporafion. Waters and GUTof Premier are trademarks of Waters Corporation.




