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St E %‘Eﬁ‘.‘l.’il I1I32I HAEZ MEX|SHO| X[ 28 o AMDHS WOl A] JHEIEI
Ct. o|H MEXIYEL “Trace Element and Isotopic Application of Mass
Sepectrome’rry”"1 FHE MPBEIJ[L. AEXHO A= HF L 2 SBE20F A=
SAMietnl o|F X ul==2 “Stable isotope techniques applied for climate
change studies” & AIECZE SO S¥E w2 “A research on
arsenic species in food and dietary supplements by HPLC — ICPMS" M=
O] HPLC - ICPMSE O|-§ %t AE0AM2] H|A FT=2LU0| St 2AE ATt YA
Ct.

Forensic EO0I0AM= T O|HY L2 INHESES =F BME £ Q=
“Analytical Characterization of Laser Ablation ICP—MS for Direct Solld
Analysis” CHPt 201l [ IS A2 A 0] DIX|= 21AIC] “Natural Isotopes
and Trace Elements in Criminalistics “T 2H2I%0A EZF=E217| §§0j ATt
IE A0t F2 X It & UL UMI“*SE TAlc SEEFE0 QoA = Bt
SHXZHAAR/MO| FA HAIC| “Application of mass spectrometry |n
isotopic analysis of ultra frace nuclear materials’idt O] HZ A EX|S
TEOfFEA FEO X B pl=+=2| Analysis of long—lived rqdlonuclldes in
environmental samples using SF ICP/MS”Of| CHTt Q10| QUARLL.
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IR | XX KA/ M AH £XER H=E AZT X120 T 15 Tesla
Fourier Transform lon Cyclotron Resonance E¥=417| (FTMS) &1X|

FT-ICR control Data storage

Protein search systern  Data analysis server

High throughput FT-ICR MS data analysis
system with bio-, and nano- molecular
information & database

SERJ| XWX MAPR(O|T} J|XEAH)O M= X 48 MA XEZ2 HEEH DZHT TI120T 15 Tesla
Fourier Transform lon Cyclotron Resonance E¥F=E21J]| (FTMS)E 2 FME{0] &X|OIAFLL.

O|HHoj JE 15 E|S2Z FT-ICR EFE2I|= 0] I8 AXI1ZAFL(NHMFL : National High
Magnetic Field Laboratory, O] EZ2|CtF IO A X)L 71X TTOE WU OH, J|x1t
o DE 2O A E = U= THIOILE X2 YFTU(BT) EOF 0] ST X HHMEIN 24 2019
T X001 d|o|H, MAH ”EOI EﬁEHI='= AlCHe| S TN I”"“"'Iﬂ °1-_rl ﬂEUIJI Q0 =m&HR
AE =*'°§ FT-ICR EFEAIIE XY M =OtHL, b’“% Tz X0 FoF IR E F
TOt ULt EXET, *lel-?;' =L _T.IIWI%* II=EorT Et-aE.“.’_* E"JI ”’é!xﬂﬂ EEHFT-ICR) &
FTEAMII= [ U AP BX|Q OLO|LE S =L 7H 0| M Tt *'%°I°*‘—E1I O|tH BHII LS
SO MH J|s L2 OHYTE EOM|M AL = UE FT-ICR 2FTEAMIIE HEHE = A= GEHE 2
SYOZM “HIIC| XtFX HARFH| I J|BE -T'EUM It W= h”"1°|I I = US Ne =2
J|CHOtD] UL,

/MEI =4 \

o HEl2 FI| T 24AH MF
o, AL ME 2 21
2006 NS +2 % X|EUY B(ZARME £114A1), 2008 AFEAHE 2 o & 2
3. 20074 ASMS BHRQIO| B BAI T HY
4. HUPO 6th Annual World Congress, Seoul 2007 (Oct. 6—10 2007 COEX, Seoul, Korea) X|#
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SI2AHIASS|INAME Soll 82 222L2H 242 DIX| 285322 A/ E HE
SIYA TI30HAM 20078 (IS HII&=U3 2 L= HEIELICH &0 &
HEAS0| LIZ0| 28RS S8% e FM =0 0lH st=0ig 2 =Xl
= Current Trend of Mass Spectrometry2 HoIASLICH EH2AS2 32
0120 &ML D U= MES8 20k OF OfLIcH 38, sk 9|8 AESH T
Zlsr, 228, sZe 200l OIEJINHK S8 82t 235t JUASULCH 2
Sll= HEI22YAZ0F2 &2 20 Pharmaceutical bioanalysistl &
Z5H SEHUAHA LD ASLICEH 010 st=Z 2SN Chest 232
OfF HAXC WERE H&XGHD WEH Lot ME22 2S48 J1I]0
st AEE HBot DA &Lt
MEEH BO X2 200 IKFEH Ut HEE =6t f06tK short course ZXE NS
1 e HdYAS2S =HSUL Sols JI&0 MM EH FH2EASO| J|X012HARE E2HAHEH
oA, Proteomics &2 OtLI2H T E2 a2 21D U= Pharmaceutical bioanalysistlAl 84 & Hef
24 S CIst 20t 220 28 8822 S2|0XF 88 222 HM L0l short course ZxE HEGIR
SLICH 2S4SO JIx0 A0 Zod st A AJAWANRH S22 HAE USHAIIIE AdtAl=
A, HARH L SHH AKX 2=Q H2 A2 QE SILICH
=M Z0l= 01=2 Washingtont &2 Michael Gross 4=} 28 224 st5| 3| &2l Hiraoka Kenzo
W S HNAHEC A8 = 28 2 A0 Plenary Lecturedt EHIZHUCH 22U 22 HAIZ =Fot

0! Pharmaceutical & Forensic, Large biomolecule, food, Fundamental, Metabolomics 12l 1
b

Environmental Mass Spectrometry &g 202 AZ XS L HE F=H|GIIASLICH s, st 9|8,
& XI&SH 2ele, StHE S LS 202 AN =20 24 U= 2010 TSt &0 EE29] &Oo
2 2352 AJYLICH Eor 2 2H QASH A7 LotRE Ues &= U= EAH MES Ot 12,
AUSHHER 2H HARTSO0| 8 Lisz U= SH2 QEAIZUE ZHIZHH H2E9 U2 HelE Al
e ENH2 UIISCE A4S uEotA = U= 0tE 2 =HlotA sLICH

OFXIS 42 22 240 DXED s HSR2AS 0|28 HHLQOFH HR0 &8 FT&S =6t
HSLICH HMCO gelsty 252048 DAID Q12 LolA E2E= HIOI0IHS 240 28t
Special Lecture2 I20 MIH 2t20A 24 HAIS S HIOIQ0FH &2 A0 et AEQAeE EEY &
0l ©IJ12 J|KELICt.

SHREHRASIEINAE Ol St=lis] OIEE Sol 2U 224 2019 ¢H, 24l B &5,
Ol WEO| A5t SOl JI0dted D oA SLICH 010 20073 8/ 22LU2H AT HEWA 2
EAE0IS AR L HA20 SAIGHAIl= HR XS0 X2 ZFOGIAIZ 28 S LICH
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: Current Trend of Mass Spectrometry

: 20064 8% 222(5)-24(2)
AT HY YYA I3 T E(http://www.phoenixpark.co.kr)

2007. 7.15~8.10
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Short course AIMTE
X
| S—

(
TE %

SHIO|X|E T2t 22421 TE)
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2007. 8. 22(=)

Short course(2F2A1 1)

2007. 8. 23(%)

SIEXE (67HE0H

2007. 8. 24(3)

Workshop: Biomarker discovery

Short course

Pharmaceutical

=°t el £ 2l awEancl &8 bioanalysis
: . o HHMEIO| CHOF EYEA OIO|LC-MS/MSE ©O|§ Tt BT
ohr Igﬂtr'odufrlor;’of MS/MS: 2E1 ey Elajoag BEALEAE A O[XHE! BIA (LG
Sl nl= (M ZTH) (KBSI) ey
— = 0|8 O} or=m1
ohr PRI 748 X ¥2: FQuantitation of protein b? JII\E/MSLTAJ%HTM_EHE}E
YE uS(H30) by MS: 2B 2IAHKBS) 5 Sop ==
SEH(ZEUY,
AME L 70,000 70,000 70,000
wXiH[(uX) 2= 30,000 30,000 30,000
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Plenary Lecture |

Modern Mass Spectrometry Enables Protein Footprinting:H/D Amide
Exchange, Acetylatioin, lodination, and OH Radical Reactions: Prof.
Michael L. Gross (Washington University)

Plenary Lecture I

Recent development of ionization methods for gas, liquid, and solid
samples: Prof. Kenzo Hiraoka (Univ. Yamanashi)

The Emerging Field of Metabolomics: Investigating Biology from

SHEXSE 1 Cells to Humans : Dr. Bill Wikoff (Scripps Research Institute)
Metabolomic Pl ad A stable isotope—mass spectrometric method for measuring
Mass —- Imetabolic kinetics in vivo: 2183 W (B=CH)
Spectrometry Targeted endogenous metabolite profiling: A step toward
metabolomic study : %Y W% (2IXICH)
On-Line LC—-MS Approach Combining CID, ETD, and CID of an
MR 2 Isolated Charge—Reduced Species for the Trace—Level
Large Characterization of Proteins with PTM: Shiaw—Lin Wu, Ph.D (Barnett
biomolecule 2YHE Institute, Northeastern University)
= Comparative proteome analysis of human breast cancer using 2D
Mass liquid separation coupled with mass spectrometry: Bt &2t AHKBSI)
Spectrometry Proteomic analysis of cell line secretome as a detour in discovery
of serological cancer biomarkers: O|&F BtAHKIST)
Structure Elucidation of Designer Drug Analogues of Anti—
8. 23 SEXSE 3 Impotence Drugs in Food: 20 BfAL (M E2U4EHY)
(2) Mass 21y Determination of Acaricides in Honey by Solid—Phase Extraction
Spectrometry in | © T |and GC/ MS : $F 7| ul= (BBUCH)
Food Application of Isotope Dilution Mass Spectrometry (IDMS) for Food
Analysis: 25 8| 8EAL (KRISS)
AMIX|S 4 Kinetics of lon Dissociation:O|¢& %= (11240H)
Fundamental |44, |Infrared Photodissociation Spectroscopy of Biological Molecules in
Mass == the Fourier—transform Mass Spectrometry: 28I nlZ (MBCH)
Spectrometry High Performance 15T FT—ICR MS: ZIS1&] HkA} (KBSI)
Confirmation method development for anti—estrogenic agents and
BIEXHE S5 steroid using tsq and ltq—orbitrap: 3215 EtAL (KIST)
Pharmaceutical o|xy ! Absorption, distribution, metabolism and excretion of 14C—-KR31378
& Forensic Mass “'lin rats; LC/MS applications in ADME study: 881 BtA} (KIST)
Spectrometry The application of GC/MS in forensic toxicology : T¥ P AL (ZE LU
Sr=AIARA)
AT X 6 CINIA|ZOIA POPs, PAHs =3It 7|2 2T ul (TFH)
Environmental Current Research Trend about Micropollutants in Korea;With a Focus
Mass HY|%= lon Water: 282 4 (M)
A metabolomic approach to evaluating the toxicological effects of
Spectrometry nonylphenol in rat urine: O[O EtAL (KIST)
EAH e AL
Special Lecture | 32! Biomarker Discovery using Clinical Samples: ZZ 2 ul3= (21AM|LH)
Mass spectrometry—based metabolomics: pathway for discovery of
8. 24 o|g Af disease—related biomarker : X|9tF 2FA} (KIST)
= Biomarker LB Finding Biomarkers for Translational Research: B8 & 2FA} (KRIBB)
discovery Metabolomic study on the relation between toxicity/toxicokinetics

and metabolic change in the oral administration of valproic acid:
BBt BAL (KIST)
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LG M8t Bioanalysis & Mass Spectrometry (BAMS) HRAR2
OIS EIALE ZACZ 6o AHRRAS0| HHEAMIIE 0188
HYU2A) FHAEA L AD|s LS Soll ALY 2= 209
AN S KNAAdtD JUCH

o =&
Analytical Chemistry0fl total solution M&0lete €248 WZ 1
OI ‘— OlXHOI l:ll-)\|> E.I O /\l Oth \:no| ijl Cl—);” /\aa| (o] 0-||A—|
worIdW|de bottleneck@! high-throughput bioanalysis 0| % & ol Z
otJl <8t Ultra—fast generic LC-MS/MS instrument AIAEIS JHf
2 & A=X3t1 ballistic gradientE 0l &8t Ultra—fast generic LC-
MS/MS Jl=2 01386t0 discovery CHAHI2l PK, TK & PD AIE2 2
2 MENX TSt AISES SESE2 X0 2HSG0l AlZH
S 350% 245te =10H generic 3EEA AlAEE 2906t
QUCE 0l HEN 2006 GLPRISS 210 Y SHAHAS HEF
28t GLP—-compliant bioanalysis AIASE 2ol UL

24 AR 0|A0E Al el 2 SHOA LC-MS/MSE
£t metabolic profilingdt CHAIXM 2228 L =& 22 IDSW
22 342488 +8otl JU2M S5| LC-MS/MSE 0|28t THAL
M 72x Z232 ?16t0 mechanism-based mass spectrum oH &1 ot
low-energy CIDOIl Al & M & = fragmentation/rearrangement
mechanismOi| 2 &t 0&—717 B D QUCH UAM X 22X &2
2 4 202 HPE S50 discovery HHOMA A SE2H
2 =2 8 structural deS|gn01| =88t IEE M35t H &
A U AA HHUA active/toxic metabolite ID X 2E CHALA
regulationtff 2t F2E M35t QUL

AL 2

o Jx 0

0

st small to large molecuIeOﬂ Olege K 20t=2 &4
bottleneck 2 o & ot JI <l &t chromatographic & mass
spectrometric new technologyE2l M2 XZHe=Z =
UOM JI=0l™MUE =3t UL

2% &l

LC/MS/MS systems (8 systems)

- API-4000 (2CH), API1-2000 (1CH), Quattromicro (2CH),
Micromass ZQ (1CH), Hybrid Q-TOF (1CH), LTQ ion trap (1CH)

MultiPROBE Il liquid handling system

HPLC systems (13 systems)

- Agilent, Waters, Shimadzu, Shiseido, HTLC

1jst Bioanalysis & Mass Spectrometry 9144

LG "“%‘I'-IQ. Bioanalysis & Mass Spectrometry 9+
|= Ol.g.U} K-I%tblm K-IIsIHI\rIQ. %8" I\|Ol

g 2E Hoo| AW APt YsUD

’d

1% j”'”E]

17 ooy

Drug Discovery & development

- Higher-throughput bioanalysis by LC-MS/MS

- ADME study using 4C-labeled compound

- Structural elucidation of metabolites by LC-MS/MS & NMR
- GLP-compliant bioanalysis

Mass spectrometry

- Elucidation of fragmentation/rearrangement mechanism under
low-energy CID

- Mechanism-based interpretation of CID
Chromatography

- Enantiomeric separation and chiral discrimination
- Instrumentation for ultra-fast generic LC-MS/MS

- Chromatographic technology development for analysis of highly
polar compounds

Proteomics
- Global phosphoproteomics by nanoLC-MS/MS
- Enrichment technology development

Molecular & Cellular ProteomicsXl 0l =& H X

OIS} BFAtE =2 “Mitochondrial phosphoproteome revealed by
an improved IMAC method and MS/MS/MS"ct= M S22
Molecular & Cellular Proteomics (impact factor 9.9) 20074 485
0l =22 HHSHRALCS.

Protein phosphorylation2| global proteomics= phosphopeptide
9| low stoichiometry 2t poor backbone cleavage & ¢l &t
efficient isolation 1t informative fragmentationOlct= S Ot
major challenge £ le Ct. Of A0 M OMY EA=E
phosphopeptideE 2 EC U & 22 enrichment 6tJ| 28t
batchwise IMAC enrichment J|&S JHEotD 3l+8 &% 77%=Z 2
Mool d3ctALCH. 0 DI %E} neutral loss data dependent
MS/MS/MSE 0l & ot 0 mitochondriall 62 protein Ol M 84
phosphorylation siteE 3% Ct. S35l 0l HAR= J|IE2 on-line
IMACSl & 321 MELS ==ot= M2 Z-olcts 20l

2 2|0IE #=C0.
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m  HUPO 6th Annual World Congress Seoul 2007

oIy A ¢ COEX, Seoul, Korea
2 Al: Oct. 6—10 2007

www.hupo.org

m The 9th Asian Conference on Analytical Sciences

o9|%¥4A : Ramada Plaza Jeju, Jeju Island, Korea

2!A| : November 4-8, 2007

www.asianalysis2007.org

n 56th ASMS Conference on Mass Spectrometry

oYy A : Denver, Colorado
Al ; June 1 -5, 2008

www.asms.org

ol
A
= o] [o] Jo. Jm W/,
(F)MEA7L Waters Korea
Waters Korea & chromatography & Mass
Spectrometry 2°°IM MHAQI MFS 0=
Waters Corporation 8= BiQILC},

1. TEOIY : 00% °lY (10 °lY, £NE Chromatography R Mass Spectrometry &°tM
A S S =R e wMe MTOM M MHE ©ZO e Waters
= Korea®t 2T & FAXO|D {58 AME HAILIA

2. MZE : (MY, ¥3) Tandem Mass 4%

Spectrometry A&TIEAL 5% O, MH|
I\|pﬂ %51_3/,“ o-nu(;(l. 5|:|1°o||_|.| ° 28, GC/MS/MS, GCT % magnetic sector
= ° Ho[9| Marketing spemallst

3. g% : HET Y (S5 JIML) 2.2%2H : GCMS (Single quad E¥) 29|

A} 'I=|§1IK[
. AN 02-866-5533, E-mail 3Bl ; 0 B
novakim@splab.co.kr 4018 - HN T HY
5. HaTM - 4058 OEe| OINEENE 5.M= 7‘1 e-mail ;ki_joon_choi@waters.com

6.1t T ; 02-820-2701
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Korean Society for Mass Spectrometry

http://www.ksms.org

H8A R84 o123 52HA|

SI N ZAPOIAI A ARA AZH RS (2305-806)
M2} 042-865-3922

HA: 042-865-3929

SIAMRNY (KSMS)= MYEAY Hojo| UNG CRST NYRAL AT B2
ot 2NOZ 2004H°] MEEUALT DFHMMS NI 0|g0 F34T
=
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KSMSIME 200545El AMKS By SJAUD U HZo RFEAMH LNES [T
A U SASMNE B2 AT o ofEEs g
stpaU,
ATE NZUSMANTY TN : 02-920-0791, e-mail : jiseo@kbsirekr) oY HUF
NB gL

o /




Agilent2] S1A150I 1200 Series LC %!
6000 Series LC/MS A[AEIS AJHSHLICE

AHE

= Agilent 1200 Series LC AlAE B 95

» Agilent 1200 Series Rapid Resolution LC AJAE

= Agilent 1200 Series HPLC=Chip /118

« Agilent RRHT LC 2

= Agilent 6100 Series Single Quadropole Time—of—Flight LC/MS
= Agilent 6210 Time—of—Flight LC/MS

« Agilent 6300 Series lon Trap LC/MS A|AE

= Agilent 6410 Triple Qudrupale LC/MS

* Agilent 6510 Quadiupole Time=of=Flight LC/MS
» Agilent Mass Profiler 22E80f

= Agilent ChemStation % EZChrom Elite £Z2E30{
* Agilent SIHIBIHE AH|A

20074 8¥ 23Y(F) MEXH 1-1

HI= : The Emerging Field of Metabolomics :
Investigating Biology from Cells to Humans

YFEX} : Bill Wikoff 2XAL Scripps Research Institute
7|El 22X : F3} 031-230-2653 / TA 031-230-2633

www.agilent.co.kr/chem/performanceAd

©hgilent Technalogies, Inc. 2005 MC 15774

OfRIHMEL| AKE 1200 LC L 6000 AlZ|= LC/MS AAHE 0251,
TFlotel MEsolM U2 sh= S8 R 24 2TAMHS WSl SEst
ez, 4 ¥ 2elsS 22 4 USLCH 1200 ARIE LC AlAHD
ZORBAX Z&2 12 22|8(Rapid Resolution) LC f25E HPLCChip
Z=0] 0|127|7K] BE 158 LC 2342 HBEUCH 1200 A=
LeE ® MAol HAIE 60,0000 AlAHE S8 US= 1100 A2I=E LC
&g He2 MAEY O Hsat AEME BAELC, M22 HPL-
CChip/MSE 71Z2] HPLCO| H|3] |2 3,500t =2 Z=2 HFZeict,

OHEZE 6000 Al2|== MZE Triple Quadropole, 0-TOF, &= ¢
J3o|= & jon—trap, TOFE & 26| M2 LC/MS AAY ZE
EE|22 M AEAC MMNE 0= 45, AR U AEe] Ha|MMX]
HERA7[0l MEZ BES EEEUCH AHZE 6100 AlZ|= Single
Quadropole LC/MS A|ABIE H33 DHMM T4 Ay 22y
0|27|7Hx| EtEst Z=E MIZELIC

Workflow—£§ AZE 0|2} &7 OfEEE LC L LC/MS AlAHS
0|83l A7z £XIZ 9rfst 0|HE HEY £ UBLICH EH 2E
AlABI0| HEILE ZT2| 502 HAs 4 QIEE FIEH0|T HHS
Mu|AZ HZELC
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Proven solutions for proteomics

* LTQ xL™ Faster, More Sensitive, Linear Ion Trap

* Electron Transfer Dissociation (ETD)
for PTM Analysis

* LTQ Orbitrap” : High Resolution and Accurate Mass
* Biomarker Discovery : LTQ Orbitrap™ + SIEVE

Part of Thermo Fisher Scientific

) ) : SCIENTIFIC
TEL : (02)545-7300 FAX :(02)546-1336 Web : www.scinco.com E-mail : sc02best@scinco.com
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TSQ Quantum GC

Continuing over 25 vyears of triple
quadrupole GC/MS technology
leadership, Thermo Fisher Scientific
introduces the TSQ Quantum GC, a high-
performance GC-MS/MS system that
offers class-leading features and
specifications that match your most
demanding quantitative needs.

Product Detail

The TSQ Quantum GC is the next evolution in GC triples, offering unique features
including Highly Selective Reaction Monitoring (H-SRM). It is the most sensitive
GC-triple mass spectrometer available today, which enables increased analyte
selectivity in complex matrices, and Quantitation-Enhanced Data-Dependent
MS/MS (QED-MS/MS), which provides simultaneous quantitation and structural
confirmation.

In addition, the option to switch between GC and LC modes or to change from EI
to CI provides an extremely flexible system to meet your mass spectrometry
needs.

Signature Benefits

Multi-residue screening — quantitate hundreds of compounds in a single run with
1 ms dwell time

Higher selectivity and more confidence with H-SRM

Simultaneous quantitation and structural confirmation with QED-MS/MS
Eliminate false positives with Zero Cross-Talk Collision Cell

21 CFR Part 11 enabled software for regulatory compliance

The TSQ Quantum GC delivers:

Highest sensitivity

Highest selectivity (H-SRM)

Lowest limits of quantitation

Simultaneous quantitation and structural confirmation with QED-MS/MS
Greater than 300 SRM transitions per second

s~ Euro Science Co., Ltd.

4 ASA ST &8 E 101-2 SHEY Y 55(2:138-839)
.17ﬁ"'ﬂ E{ A #}: 02-540-0651 =4 . 02-540-4145
Copyright(c)2006 EuroScience Co.,Ltd., All rights reserved.
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BRUKER

For every life science challenge
the perfect tool!

Bruker Daltonics offers a complete range of mass spectrometry
tools for success in pharmaceutical drug discovery and

development, proteomics and biomarker discovery.
Turnkey system solutions such as CLINPROT™

and PROTEINEER™ mean seamless
integration of sample preparation. mass

spectrometry and bioinformatics to
go effortlessly from raw sample

to real information.

Please call for more
£ nformation or a
demonstration!

micrOTOF/BicTOF-Q
ESI-TOF & Qq-TOF systel
* Metabonomics — Metaboli
= Accurate Mass Determil
The Formula Machine

APEX series -
FTMS and Qg-FTMS systems

= Expression Proteomics — Top/Pro™ flex series
= Super Accurate Mass Determination MALDI-TOF & TOF/TOF systems
= Expression Proteomics — PRO

= Biomarker Discovery — CLINPR

= Genotyping and Olige QC —

HCT series/esquire series
ESI-LC/MS" lon Trap systems
ression Proteomics
LG

1]

Enabling Life Science Tools Based on Mass Spectrometry™

think forward

BRUKER BIOSCIENCES KOREA CO., Ltd H2HUIOI2 A0 HA AT 2l0F FAISIAL

MESHEA AEST WHELAES 49-5 FHYE 4018 TEL: 02) 586-3232  FAX: 02) 596-8382  E-mail: Info@bdal.co.ki
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Chemical Inkjet Printer
(ChiP)

= The ChlIP, a unique tool for accession proteins separated by gel electrophoresis,
was developed in partnership with Proteome Systems Ltd.[Australia).

» Pico-liter reagent delivery to specific protein micro-spots on PVDF
membranes for faster and more effective enzyme digestion.

= A new research tool for the study of separated isoforms.
» Allows multiple chemistries on a stable, achievable support.

» ChIP opens new horizons for biomedical research and true micro-scale analysis
supported by MALDI-MS and fluorescence detection.

SHIMADZUD DB 5L A = (F)

BIOTECH 135-818 MSA| ZT =55 901 Clojo| M2ALS
B naray ahalyere o iits HEFE} 02-540-5541 BA 02-541-2163
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Vallail, 11C.

Information Rich Detectio

WVarian’s Informiition Rich Detection Suite

_— !

900-MS FT/MS 320—MS GC/MS,LC/MS 400—MR NMR

Qur broad suite of IRD products includes FTMS, ion trap and quadrupole, a comlete
suite of NMR Spectrometer, including LC—NMR/MS is offered.

900—MS delivers outstanding resolution and mass accuracy to make data interpretation easy.
320—MS delivers femtogram sensitivity, as well as switchable LC/MS and GC/MS capabilities
in a compact footprint.
400—MR makes hightly informative NMR data available to the open—access user in a small unit.
4> l’< ) Varian Technologies Korea, Ltd.
AN Ae=EA 2T A5 966-5 AAAI2NY 25 / Tel 02.3452.2452 / Fax 02.3452.2451 / www.varian.cokr



[REVOLUTION]

DON'T JUST PUSH
THE BOUNDARIES OF
MASS SPECTROMETRY.

REDEFINE THEM.

Breakthrough discoveries begin with
breakthrough technology. Introducing
Waters® Synapt™: the first-ever High
Definition MS™ Now you can analyze your
samples based on size, shape and charge -

as well as mass — and therefore characterize
and define your samples like never before.
Using Waters’ patented Triwave™ technology,
the Synapt HDMS™ combines high-efficiency,
ion-mobility based measurements and separations
with high-performance quadrupole, time-of-flight
mass spectrometry. Consider your boundaries
redefined. To learn more, visit www.waters.com/HDMS,

© 2007 Waters Corperation. Waters, The Science of What's Possible, Synapt,
High Definition MS, Triwave, and HOMS are trademarks of Waters Corporation,

Waters

THE SCIENCE OF WHAT'S POSSIBLE™
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The world's most sensitive
LC/MS/MS system

= The best guantitation tools for rapid results - reduce your integration method
development and data review time

= Rapid acquisition method development - automated compound optimization
and tuning routines

= Intelligent integration - new, parameter-free algorithms reduce time spent
revising and reviewing results

- The most comprehensive suite of features available for 21 CFR Part 11
compliance - complete, role-based security, auditing, and electronic records

- Centralized security management - power and flexibility in one easy-to-use
console provides the finest security model for regulated labs

= Powerful auditing features - complete, easily managed auditing tools give
you project-based auditing on your terms, for all levels of compliance

= Direct network acquisition - eliminate manual file management and enhance
your data security by acquiring data directly over your network

« Support for your workflow = from LIMS to processing tools, Analyst software

has the flexibility to be integrated quickly into your environment
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