











1415 -1435 Acetylation Plays Extensive Roles in Metabolic Regulation
Zhao Shimin
Fudan University, Shanghai, People’s Republic of China

1435-1500 Proteomic Analysis of Hepatocyte-derived Microvesicles as Approach to Identify
Non-invasive Biomarkers for Liver injury
Felix Elortza

CIC BioGUNE, Bizkaia, Spain

1330 - 1500 Symposium 19: Targeted Mass Spectrometry Bayside Auditorium B
Chair: Ruedi Aebersold

1330 - 1355 The Mechanics of Detecting and Quantifying the Complete Human Proteome
Rob Moritz
ISB, Seattle, Washington, USA

1355-1415 Targeted Quantitative Proteomics - New Strategies for High Specificity Peptide
Quantitation
Christie Hunter
ABSCIEX, Foster City, USA

1415-1435 Predictive Plasma Biomarkers for Colorectal
Cancer Chemotherapy Sponsored by gy | Industry &
Mark Molloy

Australian Proteome Analysis Facility, Macquarie University, NSW. Australia

1435-1500 A Novel MS Discovery-to-Targeted SRM Workflow Incorporating ROC Curve Analysis
of Putative Biomarker Candidates in bona fide Clinical Samples
Mary Lopez
ThermoFisher BRIMS, MA, USA

1330 - 1500 Symposium 20: Surfaces of Cells Bayside Gallery
Chair: Christine VWu

1330 - 1355 Intact Membrane Protein Complexes Reveal Subunit Stoichiometry and Specific Lipid
Binding Patterns in the Membranous Subunits
Carol Robinson

Department of Chemistry University of Oxford, United Kingdom

1355-1415 Plasma Membrane Proteomics: Fingerprinting Glioma Stem Cells
Miguel Barthelery
Novartis Institutes for Biomedical Research, Massachusetts, USA

1415-1435 Elucidating In Vivo Structural Dynamics of Integral Membrane Proteins by Hydroxyl
Radical Footprinting
Yi Zhu

Nanyang Technological University, Singapore

1435 -1500 Cell Surface ‘Shaving’ Proteomics in the Study of Pathogenic Staphylococcal Species
Nestor Solis

The University of Sydney, NSW, Australia

1500 - 1630 Afternoon Tea & Poster Presentations Exhibition Hall 5
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1630 - 1800
1630 - 1642
1642 - 1654
1654 - 1706
1706 -1718

1718 -1730
1730 - 1742

1742 = 1754
1800 - 2000

“Young Guns” Early Career Researcher Bayside Auditorium B
Sponsored by Agilent Technologies
Chair: Mark Baker and YoungKi Paik

Characterization of Primary Human Macrophage-Mediated Modification of
Apolipoprotein Al by Mass Spectrometry Analysis

Donna Lee Dinnes

Centre for Vascular Research - University of New South Wales, NSW, Australia

Histone Dynamics during Cardiac Hypertrophy and Failure: Disease-Induced
Chromatin Remodeling

Sarah Franklin

UCLA, los Angeles, USA

Application of Peptide-based Size Exclusion Chromatography Platform for Global
Profiling and Quantitation of Liver Cancer Biomarkers

Hyoungjoo Lee

Yonsei Profeome Reseach Center, Seoul, Republic of Korea

Multiplex SRM Assay to Verify Biomarkers for Differential Diagnosis of
Azoospermia

Andrei Drabovich
Samuel Lunenfeld Research Institute, Mount Sinai Hospital, ON, Canada

Proteomic Study on AGR2 Gene for Metastasis of HCC
Hongxiu Yu
Fudan University, PR China

Label-Free Nano-LC/MS Analysis of Myocardium from Patients with Heart Failure
Priscila Camillo Teixeira
Laboratory of Immunology, Heart Institute, School of Medicine, University of Séo, Brazil

Tyrosine Phosphorylation Profiling Reveals the Signalling Network Characteristics of
Basal Breast Cancer Cells

Falko Hochgrafe

Garvan Institute of Medical Research, NSV, Australia

Wine and Cheese Spectacular Exhibition Hall 5
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Day 3: Wednesday 22 September 2010

0730 -0845
0Q00 - 1030
0?00 - 0930
09230 - 1000
1000 - 1030
1030 - 1100
1100 - 1230
1100- 1125
1125 - 1145
1145 - 1205
1205 - 1230
1100 - 1230
1100 - 1125
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Beckman Coulter @BECKMAN Bayside Gallery
Industry Workshop sl
Plenary 3 Bayside Auditorium B

Chair: lan Smith and John Bergeron

Immunological Proteomics - Identification of Phosphorylated Peptide Antigens
Displayed on Cancer Cells and Prospects for their use as Inmunotherapeutics
Victor Engelhard

University of Virginia, USA

Proteomics - The Time has Come
Akhilesh Pandey
Johns Hopkins University, Baltimore, USA

Generating and Navigating Complete Proteome Maps by Mass Spectrometry
Ruedi Aebersold
Institute of Molecular Systems Biology, Zurich, Switzerland

Morning Tea Exhibition Hall 5

Symposium 21: Glycoproteomics Il Bayside Auditorium B
Chair: Nicki Packer

Isotopic Labeling Strategies for Quantitative Glycomics
Ron Orlando
University of Georgia, GA, USA

The Sweet Spot of Post-Translational Modifications - Understanding the Role of the
Glycosylation in Diseases and Health

Carlito Lebrilla

Department of Chemistry, UC Davis, CA, USA

Global Glycan and N-glycosylation Site Profiling of Crotalid Snake Venom
Proteomes

Ole Jensen

University of Southern Denmark, Denmark

ETD and ECD of Glycans and Glycoproteins
Catherine Costello

Boston University School of Medicine, MA, USA

Symposium 22: Stem Cells Il and Initiative Update Bayside Auditorium A
Chair: Tony Whetton

A Proteomic Approach to Study the Biology of Normal and Leukaemic Stem Cells
Reveals Mechanistic Detail on Transformation

Tony Whetton

University of Manchester, United Kingdom



11251145
1145 -1205
1205 - 1230
1100 - 1230
1100 - 1125
11251145
1145 -1205
1205 - 1230
1230 - 1330
1230 - 1330
1330 - 1500
1500 - 1630

Unraveling Key Molecular Components in Stem Cell Biology with Mass Spectrometry
based Proteomics vothi
Javier Munoz (Young Gun Prize) @
Utrecht University, Utrecht, Netherlands I

Quantitative Proteomics Reveals Fundamental Cellular Changes in Undifferentiated
Huntington Disease Human Embryonic Stem Cells

Lleon McQuade
Macquarie University, Sydney, Australia

The Human Adult Olfactory Mucosa contains a Mesenchymal-like Stem Cell
Chaker Adra
King Faisal Specialist Hospital & Research Center, Saudi Arabia

Symposium 23: Tissue Imaging Bayside Gallery
Chair: Richard Caprioli

SDS-PAGE-MALDI-TDS: Mass Spectrometric Top-Down Sequencing of Proteins
Extracted from Polyacrylamide Gels
Detlev Suckau

MALDI Applications R&D, Bruker Daltonics, Bremen, Germany

Tissue Imaging Mass Spectrometry an Emerging Technology with Great Potential
Peter Hoffman

The University of Adelaide, Adelaide, Australia

High Resolution Mass Spectrometry Imaging - A New Level of Information Content
and Validity

Andreas Roempp

Justus Liebig University, Germany

Quantification of Intracellular Protein Biomarkers Using Laser Scanning Cytometry

Wayne Leifert
CSIRO Food and Nutritional Sciences, Adelaide, SA, Australia

Lunch Exhibition Hall 5
Thermo Fisher Scientific '!'herm(? Bayside Gallery
Industry Workshop
Proteomics Idol 0))/ Bayside Auditorium B
Sponsored by MACQUARIE
Chair: lan Smith UNIVERSITY

=) |
)
' \’rmsA istralia

Bioplatic istral
\/»\‘_ )4

Judges Panel: lan Smith, Christie Hunter, John Yates, Ralph Bradshaw - Sponsored by

Afternoon Tea & Poster Presentations Exhibition Hall 5
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1630 - 1800
1630 - 1655
1655 -1715
17151735
1735 - 1800
1630 - 1800
1630 - 1655
1655 -1715
17151735
1735 - 1800
1630 - 1800
1630 - 1655
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Symposium 24: Plasma Proteomics and Initiative Update Bayside Auditorium B
Chair: Gil Omenn, Mark Baker, Ruedi Aebersold

The Human Plasma Proteome in PeptideAtlas
Eric Deutsch
Institute for Systems Biology, Washington, USA

Plasma Biomarkers for Diabesity
Richard Lipscombe
Proteomics International, Perth, VWA

A New Platform for Population Proteomics and Protein Biomarker Discovery
Richard Smith
Pacific Northwest National laboratory, WA, USA

A Library of 7000 SRM Assays for the Fast, Sensitive and Reproducible
Quantification of N-glycosites in Tissue and Plasma Samples: The N-glycosite
SRM Atlas

Bernd Wollscheid

Institute of Molecular Systems Biology (IMSB), Switzerland

Symposium 25: Proteins Meet Small Molecules Bayside Gallery
Chair: HoJeong Kwon

The Proteome Buccaneers: How to Unearth your Treasure Chest via Combinatorial
Peptide Ligand Libraries (CPLL)

Pier Giorgio Righetti

Department of Chemistry, Materials & Chemical Engineering, Politecnico di Milano, Milan, ltaly

Structural Proteomics Crosslinking Applications for Complex Protein Systems
Evgeniy Petfrotchenko
University of Victoria, BC, Canada

What Does Metabolomics Add to the “Omics in Systems Biology Studies: An
Example from Cereals, the Major Source of Food of Society

Ute Roessner

Metabolomics Australia, Victoria, Australia

Natural Products in Chemical Proteomics and Reverse Chemical Proteomics
Peter Karuso
Macquarie University, Sydney, Australia

Symposium 26: Hot Technologies Bayside Auditorium A
Chair: Ben Herbert

Quantitive LC-MSMS of Proteins and Peptides in the Clinical Laboratory Industry -
What’s the Diagnosis?

Nigel Clarke

Quest Diagnostics Nichols Institute, CA, USA



1655-1715 New Frontiers in Synchrotron-based Medical Imaging

1715-1735
1735 -1800
1800 - 2200

The Mea of Confidence

Daniel Hausermann
Imaging and Medical Beamline, Australian Synchrotron, Melbourne

Rudolf Grimm
Agilent Technologies, Santa Clara, USA

Alexander Archakov
Institute of Biomedical Chemisiry, Russian Academy of Medical Sciences, Russia

Paleontoproteomics or How Much We Can Learn from Analyzing Mummy Tissue

AFM Irreversible Fishing Technology for Revelation of Low- and Ultra-low Copied

Congress Gala Party Venue: Cruise on Sydney Harbour

Confidence Counts

Reliable proteomics tools
for every step

Only Agilent offers a complete portfolio of proteomics
products for every step of the workflow, from sample
prep through separation, detection, and analysis.
Agilent’s products set the standard for precision,
generating highly reproducible and reliable data for
your protein analysis research.

Visit the Agilent booth, see the latest instrumentation
on display and don’t forget to enter the iPad competition

© Agilent Technologies, Inc. 2010

2. Agilent Technologies
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Day 4: Thursday 23 September 2010

0830 - 1030
0830 - 0845
0845 - 0900
0200 - 0915
0915 -0935
0935 - 0955
0955 -1015
1015 - 1030
1030

1030 - 1100
1100 -1230
1100- 1125
1125 -1145
1145 - 1205

30

Human Proteome Project Launch Bayside Auditorium B
Chair: Gil Omenn and panel

Strategic Overview of the Launch of the HUPO Human Proteome Project (HPP), on
behalf of the HUPO HPP Working Group

Pierre Legrain and Gil Omenn

Contribution of Mass Specirometry-Based Methods to the Identification of At Least
One Protein for Each Protein-Coding Gene, Beginning with the MRMAtlas
Ruedi Aebersold

Contribution of Protein-Capture Methods to the Identification and Tissue Distribution
of Representative Proteins for Each Protein-Coding Gene
Mathias Uhlen

Databases and Data Management for HPP-SwissProt/UniProt, ProteomeXchange,
Tranche, EBI/PRIDE, PeptideAtlas
Amos Bairoch (with Cathy Wu, Eric Deutsch, Philip Andrews)

Inputs from Existing HUPO Initiatives/Cross-Analysis of Liver, Kidney, Plasma, and
Urine Proteomes using PeptideAtlas
Llaura Beretta (with Tadashi Yamamoto, Gil Omenn, Eric Deutsch)

National/regional HUPO Chromosome-based Contributions to HUPO HPP (Korea,
Russia, Iran, China)
YoungKi Paik (with Alexander Archakov, H. Salekdeh, Fuchu He

General Discussion of Progressive Goals for the HUPO Human Proteome Project
Pierre Legrain, Gil Omenn, Ruedi Aebersold, Matthias Uhlen, Laura Berefta, Warwick Anderson, YoungKi
Paik, Catherine Costello, Amos Bairoch, Christine VWu, Tadashi Yaomamoto, Eric Deutsch, Alexander

Archakov, Fuchu He, H. Salekdeh

Informal Further Discussion

Morning Tea Exhibition Hall 5

Symposium 27: Infection and Immunity Bayside Gallery
Chair: Victor Engelhard

Human Variability of Response to Vaccination for Typhoid and Cholera: A Proteomic
and Genomics Based Approach

James Stephenson

Research Triangle Institute, North Carolina, USA

Targeted Peptidomic Approaches to Study Immune Recognition
Tony Purcell
Bio21 Institute, University of Melbourne, Melbourne, Australia

Proteomics for the Investigation of Host Responses in Dengue Virus Infection
Visith Thongboonkerd
Siriraj Hospital, Mahidol University, Bangkok, Thailand



1205 - 1230
1100 - 1230
1100 - 1125
11251145
1145 - 1205
1205 - 1230
1100 - 1230
1100-1125
11251145
1145 - 1205
1205 - 1230
1230 1330

Regulation of Type I-Dependent and -Independent Antiviral Responses by
Respiratory Syncytial Virus Non-Structural Protein 1

Jeffrey Gorman

Queensland Institute of Medical Research, Queensland, Australia

Symposium 28: Kinomics and Signaling Bayside Auditorium A
Chair: Phil Robinson

Comprehensive Phosphoproteomic Mode of Action Analysis in Cultured Cell Lines
and Xenograft Models
Andreas Tebbe

Kinaxo Biotechnologies, Martinsried, Germany

High Throughput, Functional Proteomics of Cellular STAT1/3/5 Protein
Phosphorylation for Drug Discovery or Basic Research of Cytokine Pathways
Michael Crouch

TGR BioSciences, South Australia, Australia

Application of Kinase Inhibitor Beads to Study the Kinome in Drug-resistant
Leukemias
lee Graves

University of North Carolina, North Carolina, USA

the PP2A Activator, FTY720 _
Nicole Verrills (Young Guns Prize) ,;,fj
University of Newcastle, NSW, Australia ;

Activating a Tumour Suppressor for Anti-Cancer Therapy: Mechanism of Action of
gl

NE

Symposium 29: Antibodies and Initiative Update Bayside Auditorium B
Chair: Peter Hudson

TBA
Matthias Uhlén
Royal Institute of Technology (KTH), Stockholm, Sweden

Engineered Antibodies Optimized for Clinical Diagnosis and Therapy (Arrays and
Ummunotechnology HAI session)

Peter Hudson

Victorian Cancer Biologics and Avipep Pty Lid, Victoria, Australia

Engineering of Biophysical Properties of Human Antibody Domains
Daniel Christ
Garvan Institute, University of New South Wales, Australia

Dual-Colour Protein Analysis on Complex Antibody Microarrays for the Profiling of
Cancer Proteomes

Christoph Schréder (Young Guns Prize)

German Cancer Research Centre, Heidleberg, Germany

Lunch ot delegates’ own expense
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1330 - 1500
1330 - 1355
1355-1415
14151435
1435 - 1500
1330 - 1500
1330 - 1355
13551415
1415 - 1435
1435 - 1500
1330 - 1500
1330 - 1355
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Symposium 30: Cardiovascular and Initiative Update Bayside Auditorium A
Chair: Jens Coorssen

Using Molecular Pathology to Predict Response in Heart Failure
Christine WWu
Department of Cell Biology and Physiology, University of Pittsburgh School of Medicine

Disease and Therapy Associated Changes in the Myocardium of DCM Patients
Undergoing Immune Adsorption Therapy

Uwe Volker

EmstMoritzAmdtUniversity, Greifswald, Germany

Peptidomic Analysis of Brain and Pituitary Tissues Reveals a Novel Post-Translational
Processing Mechanism for Regulating Appetite and Energy Homeostasis

lan Smith

Monash University Victoria, Victoria, Australia

Complementary N-linked Glycoproteomics of Myocardial Ischemia / Reperfusion
Injury Reveals Complex Changes In Extracellular Environments

Stuart Cordwell

The University of Sydney, Sydney, Australia

Symposium 31: Interactomics and Networks Bayside Auditorium B
Chair: Carol Robinson

Proximity Dependent Ligation Assays Enable Protein-Protein Interaction
Visualization in Single Cells and also High Throughput Low Abundance Plasma
Based Biomarker Discovery

Simon Fredrikkson

Olink Biosciences, Uppsala, Sweden

QUantitative BAC InteraCtomics (QUBIC): Combining BAC Transgeneomics and

Quantitative Mass Spectrometry for Rapid and Specific Protein-Protein Interaction

Mapping

Nina Hubner (Young Guns Prize) fgj
g

rinl

UN&E
iS5
VE

Max-Planck Institute of Biochemistry, Bavaria, Germany

MicroRNA Regulation in Protein Interaction Network
Hsuan-Chang Huang
National Yang-Ming University, Taiwan

Targeting Protein Networks on a Quantitative Scale: Affinity Based Approaches to
Study Molecular Interactions
Marius Ueffing

Helmholtz Zentrum Minchen, Germany

Symposium 32: Bioinformatic Standards and Initiative Update Bayside Gallery
Chair: Amos Bairoch

The HUPO Proteomics Standards Initiative - Molecular Interactions Work Group
Henning Hermjakob
European Bioinformatics Institute, Cambridge, United Kingdom



1355-1415
1415 - 1435
1435 - 1500
1500 - 1630
1500 - 1630
1630 - 1800
1630 - 1645
1645 - 1700
1700 - 1730
1730 - 1800
1800

Standards for Mass Spectrometry Data: mzML, TraML, and MIAPE-MS
Eric Deutsch
Institute for Systems Biology, Washington, USA

Data Standards and Guidelines for Proteome Informatics
Juan-Pablo Albar
Centro National Biotecnologia - Spain /' Proteored, Madrid, Spain

GPDE: An Easy-to-Use Protein Database for Clinical Proteomics
Johannes Griss
Medical University of Vienna, Vienna, Ausiria

Afternoon Tea Exhibition Hall 5
HUPO Annual General Meeting Bayside Auditorium B
Plenary 4: HUPO Awards and Plenary Lectures Bayside Auditorium B

Chairs: Catherine Costello and Maxey Chung
Plenary Chairs: Catherine Cosfello and Maxey Chung

Current Problems in Proteomic Publishing
Ralph Bradshaw

Sponsored by

21

The Development of a Cancer Centric Human Proteome Project (CC-HPP)
William Hancock
Northeastern University, Brookline, MA, USA

Cell Biology Through proteomics
John Bergeron

Department of Medicine, McGill University, Montreal, Canada

Image Mass Spectrometry: Looking Beyond Classical Histology
Richard Caprioli

HUPO 2011 - Welcome to Geneva, Switzerland
Conference Close
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unprecedented

mass accuracy

Thermo

SCIENTIFIC

39-66 = www.thermoscientific.com/ms
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Driving bold progress in proteomics at booths 55-56
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SUPERCHARGE YOUR PROTEIN ANALYSIS

ADVANCES IN HIGH SENSITIVITY CE-ESI-MS TECHNOLOGY

Protective
Do you face challenges in sensitivity, Fusails
resolution, and robustness of your
protein analysis by ESI-MS? pgpaiption

Electrospray
Ti|

Join Beckman Coulter at our ’
HUPO breakfast workshop to discover ffsf.iifj gdactive
how our new sheathless interface combining

the resolving power and low flow characteristics

of capillary electrophoresis (CE) with ESI-MS achieves

a protein and peptide biocanalytical breakthrough, especially
in the analysis of phosphorylated and/or heavily sialylated or

Conductive Housing
{HV Contact)

glycosylated peptides.

WHERE: WHEN:

Bayside Gallery 7:45am for 8.00am

Sydney Convention Centre Wednesday Sept 22nd BECKMN
Light breakfast provided COUU'ER

REGISTER YOUR INTEREST AT THE BECKMAN COULTER BOOTH We're betfer together




POSTER I!: 1. ﬁ

Poster presentations will be displayed in the Exhibition Area in Hall 5 on Monday, Tuesday and VWednesday. HUPO

2010 has instituted a compulsory poster presentation time of one hour during the afternoon tea in the Exhibition Area in
Hall 5 during which we ask all poster presenters to make themselves available to speak to their paper.

For delegates wishing to make confact with Poster Presentation authors, a message can be posted via the message board,
located next to the Registration Desk, Parkside Promenade.

Monday 20 September 2010
Poster Session, 1530 - 1630 Exhibition Hall 5

Theme: Glycoproteomics

POOO1
Characterization of Neutral and Acidic Glycopeptides by ZIC-HILC Enrichment and Mass Spectrometry
Ulrike SchweignerHufnagel

PO002
Identification and Characterisation of Glycopeptides via CID, ETD, and PQD Mass Spectrometry
Gene Hart-Smith

PO003
Glycoproteomic profiling and identification of serum protein markers for osteosarcoma: Champedak lectin and LC-MS/MS
approach

Puteri Shafinaz Abdul-Rahman
PO004

Investigation of Glycosylation-Modified Proteome From Francisella Tularensis Type B
Lucie Balonova

POO005

Enrichment and Identification of Glycoproteins from the Secretome of Human Colorectal Cancer Cell Lines Associated with
Tumour Metastasis

Thomas Barnes

PO006
Milk Glycoproteins and Infant Protection Against Pathogens
Wai Yuen Cheah

PO007
Revealing Human Serum O-glycosylation by Beta-Elimination/Addition-Based Methodology and Homemade Software
Yaohan Chen

PO009
Protection of the Eye: Tear Film Sugar ligands Binding to Pseudomonas
Liisa Kaarina Kautto

POO10
N-Glycoproteome Profiling of Chronic lymphocytic Leukaemia (CLL) for Identification of Poor Prognosis Markers
Philippa Kohnke

POO11
Quantitation and Identification of Sialylated Glycopeptides from Human Plasma Based on TiO2-enrichment and LC-MS
Sara Eun lendal
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PO0O12
UniCarb: Towards an Integrated Glycoinformatics Platform
Frederique Lisacek

PO0O13

Automated High-hroughout Glycopeptide Identification Software- GRIP: Glycopeptide Revealing & Interpretation Platform
Mingqi Liu

POO14

Developing Novel Method and Strategy for Comprehensive Glycoprofein Analysis

Xiaogiang Qiao Qiao

POO15
New Automated Workflow for Identifying Glycopeptides Using Combined HCD/ETD Fragmentation
Bernard Delange

POO16
Derivatization of Sialic Acid to Improve Sample Stability in Glycoproteomic VWorkflows
Sergei Snovida

POO17

Analysis of N-glycoproteins from Plasma of Liver Cancer Patients by Hydrazine-Functionalized Magnetic Particles and LC-
MS/MS

Shi-Sheng Sun

PO0O18

Differentiation and Quantitation of Biosimilar Monoclonal Antibodies using an Infegrated Microfluidic Based Online
Deglycosylation Chip

Ning Tang

POO19

Structural and Functional Characterisation of the NHinked CGlycans of Human Corticosteroid Binding Globulin using

Clycoproteomics and Functional Assays
Morten Thaysen-Andersen

PO020

Robust and Sensitive Relative Quantification of Isobarically Labeled CGlycans by LTQ Orbitrap Velos Hybrid Mass
Spectrometer

Rosa Viner

PO021
Clycopeptide Enrichment of Human Serum using Cellulose Based Column
Rosa Viner

PO022
Mass Spectrometry Based Quantitative Analysis of Plasma Glycoproteins and their Glycan Modifications
Koichi Tanaka

PO023
Effect of Two Different Glycoforms of Recombinant Human Thrombomodulin on Cell Migration and Angiogenesis
Guey-Yueh Shi
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Theme: Phosphoproteomics

PO024
Sequential Fe304 /TiO2 Enrichment for Phosphopeptide Analysis by Liquid Chromatography/Tandem Mass Spectrometry
Kun Cho

PO025
Simple Immunoprecipitation of Phosphorylated Proteins from Pervanadate Stimulated CHO Cells using Paramagnetic Beads
Susanna Lindman

PO026
Simple Enrichment of Phosphopeptides using TIO2 Magnetic Beads

Susanna Llindman

PO027
Evaluation of HCD for Phosphoproteomics with High Mass Accuracy at the MS and MS/MS Level on an LTQ Orbitrap Velos
Nagarjuna Nagaraj

PO028
Optimisation of Methods for the Defection of Protonated Phosphopeptides using Mass Spectrometry
ling Zhong

PO029
Quantitative Phospho-Proteomic Study of Transforming Growth Factor-beta Signalling in Colon Cancer Cells

Naveid Ali
PO030

A Proteomic Approach for Comprehensively Screening Substrates of Protein Kinases

Mutsuki Amano, Tomoki Nishioka, Kozo Kaibuchi
POO031

Separation of Phosphoprotein Isoforms by Preparative Native Electrophoresis on the ProtfeomeSep MF10
John Andrews

PO032

Maijor Role of EGFR And SRC Kinases In Promoting Oxidative Stress-Dependent Loss of Adhesion and Apoptosis In Epithelial
Cells

Yi-Wen Chen

PO033
Hidden Complexities of Phosphoproteomics Revealed by Targeted Analysis of Dynamin | Isoforms

LlingShan Chan

PO034
Phosphopeptide Enrichment and Sequencing Using TiO2 Coated Magnetic Beads and High-performance Tandem Mass
Spectrometry

lei Cheng

PO035
EZYprep LCcoupled MALDITOF/TOF MS: An Improved Matrix Spray Application for Phosphopeptide Characterisation
Mark Condina
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PO036
Simultaneous Quantification of NHinked Glycopeptides and Phosphopeptides in Mouse Brain Development
Benjamin Parker

PO037
Rapid Femfomole Sequencing and Quantitation on Phosphopeptides from Planar MALDI Surfaces
Garry Corthals

PO038

Phosphoprotein Profiling: Combining Hydroxyapatite-based Phosphoprotein Enrichment with Retentate Chromatography
MALDITOF Mass Spectrometry using the Lucid Proteomics System

Enrique Dalmasso

PO039
Phosphoproteomic Profiling of Infact Myocardial Tissue
Alistair Edwards

PO040
Quantitative Analysis of the Phosphorylation State in Neurons — Enrichment of Phospho-Peptides with Subsequent iTRAQ LC-
MALDI MS/MS

Cecilia Eriksson

PO041

Online Enrichment of Phosphopeptides using a Hydroxyapatite Column Coupled with MudPIT for Improved Reproducibility
and Quantitation

Bryan Fonslow

PO042
Histidine and Aspartic Acid Phosphorylation in Prostate Cancer
Alan Friedman

PO043
Comprehensive Tyrosine Phophorylation analysis of the G Coupled Receptor Regulatory Subunit, Gnai3, by EGFR Receptor
Kinase Reveals Novel Cross Talk Between Two Cellular Conserved Signal Transduction Pathways

Majid Ghassemian

PO044

Simultaneous Characterization of Glyco- and Phosphoproteomes of Mouse Brain Membrane Proteome With Electrostatic
Repulsion Hydrophilic Interaction Chromatography

Tiannan Guo

PO045

Defection of Tyrosine Phosphorylated Proteins by Combination of Immunoaffinity Enrichment, Two-dimensional Difference Gel
Electrophoresis and Fluorescent Western Blotting

Susanne Grimsby

PO046
Gas-Phase Phosphate Transfer is Negligible in HCD Fragmentation and Does Not Cause Incorrect Phosphorylation Site
localization

Christian Kelstrup
PO047

Quantitative Proteomics and Phosphoproteomics of Calcium-Calmodulin Protein Complexes in Chemical-Depolarized Nerve
Terminals
Katarzyna Kulej
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Cyanobacterial Phospho-Membrane Proteomics using Titania-Enriched Peptides Combined with nano-ESI Fourier Transform

PO048

Mass Spectrometry
Sang Oh Kwon

PO049
Detection of Histidine Phosphorylation in a Novel Prostate Cancer Progression Model

John lapek

POO050

Cytochrome C oxidase - A Key Enzyme of the Energy Metabolism and Its Hidden Phosphoproteome
Caroline May

POO51
Micro-scale Phosphoproteome Analysis Based on Hydroxyl AcidModified Metal Oxide Chromatography with Microgram
Amounts of Profein Samples

Takeshi Masuda
PO052

Evaluation of Different Enrichment Strategies for Proteomic Phosphorylation Analysis
Bernie Mclnerney

PO052a
Screening Plasma for Biomarkers of Mild Cognitive Impairment and Alzheimer's Disease by Quantitative Proteomic Methods

Fei Song

POO053
Selective Enrichment of Phosphopeptides by Peptide Methyl Esterification and Off-Gel Electrophoresis
Paolo Nanni

POO054

Identification of Rho kinase Specific Substrates by Combining Phosphatase Inhibitor And/Or Kinase Inhibitor Treatment and
Phosphoprotein Enrichment By 14-3-3zeta

Tomoki Nishioka

POO055
Infegrated Workflows for Quantifying Phosphopeptides using Intelligent SRM Transitions
Scott Peterman

POO056
Validation of Phosphopeptides using Spectral Library of Simulated Phosphopeptides
Veronika Suni

PO0O57
Enhanced Phosphoproteomic Profiling Workflow for Growth Factor Signaling Analysis
Marc Sylvester

POO58
High-Specific Zr4+IMAC Material for the Enrichment of Phosphorylated Peptides
Marina Wotske

PO059

Organicnorganic Hybrid Silica Monolith Based Immobilized Titanium lon Affinity Chromatography Column for Analysis of
Mitochondrial Phosphoproteome

lihua Zhang
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PO060

Mechanisms of Synaptic Vesicle Endocytosis Revealed by Its Regulatory Phosphoproteome

Nicolai Bache

PO061
Quantitative Phosphoproteomics Studies using Stable Isotope Dimethyl Labeling Coupled with IMAC-HILIC-nanolC/MS/MS
for Estrogen-nduced Transcriptional Regulation

Shu-Hui Chen

Theme: Other Post-Translational Modifications

PO062
Defection and Verification of PTM as M/Z Pair Tags in LCMS Measurement of HA2X Hisfone
Michael Athanas

PO063
Redox Proteomic Evaluation of UV-induced Photo-oxidation in Human Skin Cultures
Ancy Thomas

PO064
A Chemical Profeomics Approach for the Detection and Analysis of Protein 3-nitrotyrosine
John Ng

PO065
Analysis of Amphibian Sulfated Peptides by IMAC-Galium and High-resolution Mass Spectrometry
Cesar Vicente Batista

PO066
C-Terminal Glutamination: A New Alpho-Tubulin Modification
Stephen Byers

PO067
Assessing the Dynamic Change of S-itrosoproteome in Human Colorectal Cancer by Labelfree Quantitation
Yuju Chen

PO068
lysine methylation: Identification and Functional Significance in Saccharomyces Cerevisioe
Timothy Andrew Couttas

PO069
Racemisation of Amino Acids in the Life-long Proteins of Human Lenses
Yu Sung Hooi

PO070

Mass Spectrometry-based Identification of Coronin as an Interactor of Deubiquitinating Enzyme USP+ Regulating N-CoR
Complex

Bharathi Hosabale Rangappa

POO071

Characterisation of Unusual Modifications of the Circulating Signal Peptide of Btype Naturetic Peptide, A Potential
Biomarker of Cardiac Ischemia

Torsten Kleffmann
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Arginine Methylation and Methyliransferases in Saccharomyces Cerevisiae: Evidence of Unidentified Methyliransferase(s)

PO072

Jason low

PO073

Analysis of Disease-Specific Post-Translational Modifications on a UT Small Nuclear Ribonucreoprotein 68k Subunit, a Major
Antigen for Anti-RNP Autoantibodies

Kouhei Nagai

PO074
Mass Spectrometric Detection of Differential Methylation of hnRNP A2/B1 Paralogs in Neuronal Cells and Cell Lines
Amanda Nouwens

POO075
Oxidative Stressinduced Posttranslational Modification of Peroxiredoxin ¢ in Diabetic Acetic Acid-nduced Gastric Ulcer
Tomoko Oya-lfo

POO076
Redox Profeomics of Myocardial Ischemia,/Reperfusion Injury
Jana Paulech

PO077
Identification of Trisulfides Using High Accuracy Mass Spectrometry
Jon Wriedt Poulsen

POO078
Posttranslational Modifications in STOOAS8
Mark Raftery

PO079
Proteomic Analysis and Functional Validation of Deubiquitinating Enzyme USP17 as a Potential Regulator of HDAC Activity
Suresh Ramakrishna

PO080

A Combined Top Down and Bottom Up Approach to Defermine Free PSA Microheterogeneity from Human Seminal Fluid
Samples

Taha Rezai

POO081
ISGylation of the Innate Immune Sysfem
Richard Rogers

PO082
Proteomic Identification of S-Nitrosylated Proteins in Alzheimer’s Disease Brain Regions

Saadia Zahid
PO083

The Characterisation Of Acetylation in Saccharomyces Cerevisiae and Ifs Role in Protein-protein Interactions

lelin Zhang

PO084

Decreased selenocysteine Abundance Found in the Hepatic GPX1 Protein of SOD1-/- mice by Quantfitative LCMS/MS
Analysis

Sheng Zhang
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PO085
Effect of Postranslational Modification on the Antirinflammatory Activity of Thrombomodulin
Huarlin Wu

Theme: Pathways and Networks
PO086

Express Biological Pathway Analysis of Mass Spectrometry Based Proteomics Datasets
Michael Andersen

PO087
PloGO: A Gene Ontology Plotting Tool Blending Annotation and Sample Abundance Views

Brett Cooke
PO088

A Novel Approach to Exfract Biological Knowledge from Proteomics Data
David Horn

PO089
Differential Analysis of Glioblastoma Multiforme Tissues Suggests Involvement of Inferesting Protein Interaction Networks
leroi De Souza

PO090
Phosphoproteomic Study of Signalling Pathways Activation in the Trophoblast Derived Cell line Hir8,/Svneo
Sandra Susana Novoa Herrén

PO091

Quantitative Proteomics of E. coli Knock-Outs to Confrol Bioprocesses and to Reveal Potential Meta-Balancing of Protein
Networks
Martin Eisenacher

PO092
Quantitative Temporal Phosphoproteomic Analysis of the Insulin Signalling Network in 3T3-L1 Adipocytes
Sean Humphrey

Theme: Bioinformatics
PO093

Corordinating Molecular Interaction Data Curation - The International Molecular Exchange Consorfium (IMEx|
Henning Hermjakob

PO094
Proteomics Metadata: Democracy or Oligarchy
Suruchi Rao

PO095
DANTER: is there an “Easy” button?
Yuliya Karpievitch
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Theme: Bioinformatics - Databases
PO096

An Infegrated Protein Repository for Mining Proteomics Data
Andreas Huhmer

PO097
From protExpress to CPAS: A Profeomic Data Repository Workflow af the National Cancer Institute
Xiaopeng Bian

PO098

OmicsHub Proteomics: A Novel Software Tool for Analysis, Collection and Management of Data which is Used to Gain
Reproducibility in a Multicentric Study
Patricio Yankilevich

Theme: Cell Membranes

PO099
Analysis of Membrane Proteome by Data-dependent LC-MS,/MS Combined with Data-independent LC-MSE Technique
Joseph Kwon and Seong Hwa Park

PO100

Systematic Cyanobacterial Membrane Proteome Analysis by Chemical and Enzyme Double Digestion with Nano-liquid
Chromatography-Fourier Transform Mass Specfrometry

Seong Hwa Park

PO101

What Can We Learn from the Cytosolic and the Membrane Proteome about the Mechanism of Action of Short Cationic
Peptides?
Julia Bandow

Theme: Cell Surfaces

PO102
Temporal Changes in Host Cell Surface and Internal Rafts upon Salmonella Infection by SILAC
Yu Zi (Emma) Zheng

PO103
Mass-spectrometric Cell Surface Protein Phenotyping of Natural Killer Cells
Andreas Frei

PO104
Rapid Protein Analysis and Screening of Membrane Protein Buffer Conditions by Gel Filtration
Anne-Marie Modin

PO105

Cell Surface Profiling by Biotin-labeling and Glycoprotein Capturing Followed by Mass Spectrometry-Based Protein
dentification

Kohji Nagano

PO106
lonic Liquids Based Solvent Sysfem for Rat Brain Membrane Proteome Analysis

Yukui Zhang
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PO107

Identification and Differential Protfeomic Analysis of Membrane Glycoproteins in Doxorubicin-resistant cancer cells

Pierre Faou

PO108
Are Cultured Cells a Good Model for Studying Membrane Protein Glycosylation in Colorectal Cancer?
Jenny Chik

PO109
Buccal Epithelial Cell Membrane Protein Glycosylation : Role as Ligands for Pathogens
Arun Dass

Theme: Organelles

PO110
AGR2, An Endoplasmic Reticulum Stress-Inducible Protein
Byoung Chul Park

PO111
Characterization of Angiogenic Activity of Cell Permeable UQCRB, a Terpestacin-Binding Mitochondrial Protein
Junghwa Chang

PO112
Impact of G399S Mutation in the Mitochondrial Serine Protease OMI HirA2 on the Cellular Proteome
Caroline May

PO113
Phosphoproteome Analysis of Mitochondria from Rat Heart, Liver and Muscle Tissue using TiO2 and LCMS/MS.
Steffen Bak

PO114

Innovative Proteomics Approaches to Increase the Knowledge of the Human Mitochondrial Proteome with its Specific
Processing

Christine Carapito

PO115

Evaluation of Altered Mitochondrial Proteome in Distal Renal Tubular Cells During Calcium Oxalate Monohydrate Crystal
Adhesion and Internalization

Sakdithep Chaiyarit

PO116

Phosphoproteome Analysis of Functional Mitochondria Isolated from Resting Human Muscle Reveals Extensive
Phosphorylation of Inner Membrane Protein Complexes and Enzymes

Xiaolu Zhao

PO117
A Human Liver Proteome Llocalization Map by Organelle Separation and Quantitative Proteomics Analysis

Ying Jiang
PO118

Comparison of In-solution and In-gel Based Shotgun Strategies for Analysis of Mouse Liver Microsome Membrane Proteome
lifeng Peng
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PO119
The Profile of Mitochondrial Proteins and their Phosphorylation Signaling Network in INS-1 Beta Cells
Fuguan Yang

PO120
Quantitative ShotGun Proteomics for Revealing Gender Differences in Enzyme Contents for Rat Liver Microsome

HungJen Huang and Shu-Hui Chen

Theme: Degradomics

PO121
Cancer Degradomics: ADAM17 regulates TGFbeta signaling through the cleavage of vasorin
Francesc Canals

PO122
Applying a Novel Proteomic Approach to Comprehensively Screen for Kallikrein-Related Peptidase 4 Substrates In Prostate
Cancer

Ruth Fuhrman-Luck

PO123
Identification of Fibroblast Activation Protein (FAP) Profease Substrates by MALDITOF Mass Spectrometry
Fiona Keane

PO124
Detection of Caspase Dependent Cleavage Substrates in TRAILInduced Apoptosis by a SILAC Based Approach
Gabriele Stoehr

Theme: Asthma, Arthritis and Bones

PO125

The Identification of Circulating Natural Antibodies Against Endogenous Mediators in the Peripheral Blood Sera of Patients
with Osteoarthritis of the Knee: A New Diagnostic Frontier

Yulia Anatolevna Savitskaya

PO126
Protein Array Screening Reveals Autoantigenicity Patterns Predicting Therapy Response in Rheumatoid Arthritis Patients
Karl Skriner

PO127

Acetyl-Profeomics for the Investigation of Pathological Molecules In Rheumatoid Arthritis
Mitsumi Arito

PO128

The Evaluation of Revascularization Following Arthroscopic Anterior Cruciate Ligament Reconstruction Using Vascular Imaging
and Serum Vascular Markers

Yulia Anatolevna Savitskaya

PO129

Understanding the Molecular Mechanisms of Skeletal Dysplasia through Quantitative Proteomics of Mutant Collagen X-
expressing Chondrocytes

Julian A. Tanner
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PO130
Proteomic Biomarkers as Novel Clinical Diagnostics for Asthma
Xiao Yan He

PO131
Proteomic Analysis of Pathways Associated with I1-2 and Il-4 Induced Resistance to Glucocorticosteroids in Eosinophils
Alexander Kurosky

PO132
Different Protein Profiles in Nasal Polyp According to Aspirin Hypersensitivity of Asthma
lae-Hoon Kim

Theme: Diabetes

PO133
Quantitative Proteomic and Metabolomic Profiling by UPLC-MS/MS Confirms Altered Pathways in Diabetes

Amrita Cheema

PO135
Proteomic Analysis of Vitreous Humor in Eyes with Diabetic Refinopathy
Narelle Jay

PO136
Comparative Profeomic Analysis of the Liver of Mice Fed with a High-Fat Diet
Hyun Tae Kim

PO137

Analysis of Muscle Biopsies of from Lean, Obese, and Obese Type 2-Diabefic Subjects Reveals Profound Differences in
Energy Metabolism

Gereon Poschmann

Theme: Cardiovascular Proteomics
PO138

Looking Deep into the Aortic Stenosis Plasma: A Proteomic Insight

Felix Gil Dones
PO139

Differential Protein Excretion in Essential Hypertension Studied by Mass Spectrometry Based Proteomics
Pia Hennerup Jensen

PO140
Proteomic Analysis of Human Carotid Arteries and Atherosclerotic Plagues
Masaya lkegawa

PO141
Quantitative Proteomic Approach for Identification of Proteins Involved in Acute Coronary Syndrome
Maria Barderas

PO142
Valvular Aortic Stenosis: A Proteomic Insight
Tatiana Martin Rojas
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PO143
Identification of Proteins Secreted by Aortic Valves in the Search for Biomarkers
Maria Barderas

:1. II ﬁ
PO144

IGFBP-7 Contributes to Vascular Remolding during Hypertension Development in Ouabain-induced Hypertensive Rats
Qiv J, Gao H, Zhao G, Wang Y, Zhao S, Qie L, Ji X

PO145
Tracing Endogenous Peptide and Protein Release during Myocardial Ischemia / Reperfusion Injury
Melanie White

PO146
Multiplexed LC/MS-based Assay of Human and Rodent Apolipoproteins

Jinsam You

PO147
Analysis of Micro Particles from Coronary Artery Disease Patients Treated with External Counter pulsation

Ali Al Kaabi

PO148
Proteomics Study of Oxidative Stress and Src Kinase Inhibition in HOC2 Cardiomyocytes: A Cell Model of Heart Ischemia
Reperfusion Injury and Treatment

YI-Wen Chen

PO150
Identification of the Targets of Myeloperoxidase-Derived Chlorinating Oxidants in Endothelial Cells
Clare Hawkins

PO151
Identification of Susceptibility Proteins in Thoracic Aortic Aneurysm
Sanela Kurtovic

PO152
Proteomic Analysis of Aorfae from Human Lipoprotein(A) Transgenic Mice Indicates an Altered Metabolic and Redox
Response that Precedes Atherosclerosis

Sally McCormick
PO153

Two-Dimensional Differential Gel Electrophoresis (2D-DIGE) Analysis of Chronic Anthracycline Cardiotoxicity on Experimental
Model in Rabbits
Martin Sterba

PO154
Disease and Therapy Associated Changes in the Myocardium of DCM Patients Undergoing Immune Adsorption Therapy
Uwe Volker

PO155
Using Molecular Pathology to Predict Response in Heart Failure

Christine VWu
PO156

Time Course of Functional and Proteomic Changes in Mouse Hearts After Llocalised low-Dose lonising Irradiation
Zarko Barjaktarovic
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PO157
Quantitative Phosphoprofeomics Reveals the Acute Molecular Signal Response of Murine Heart to Pressure Overload
Yu-Wang Chang

PO158

Quantitative Proteomics Revealed a Novel Positive ROS Feedback Pathway in Cardiac Ischemia and Reperfusion Injury
Xin Li

PO159

Attenuating Ischemia-Hypoxiainduced H9c2 Myablasts Apoptosis by Therapeutic Hypothermia: Involvement of Small

Molecular Weight Proteins Expression
Cheng-Kuei Chang

PO160
Normalizing Cardiac Protein Expression and Function by Both Cooling in a Rat Heatstroke Model
Mao-Tsun Lin

PO160a
Lpla) Proteomics: Unravelling the Evil Side of Lipoproteins

Anne von Zychlinski

Theme: Liver and Liver Cancer Proteomics
PO161

Plasma Membrane Proteome Analysis of the Early Effect of Alcohol on Liver: Implications for Alcoholic Liver Disease

Lijun Zhang

PO162
Measurement of FIC 5.9 by MALDITOF MS with Stable-lsotope Labeled Standard in Patients with Liver Diseases
Kazuyuki Sogawa

PO163
dentification of a Novel Serum Marker for HBV-related Hepatocellular Carcinoma by ClinProt
Wei Sun

PO164

New Strategy for Identification and Assay Development of Circulating Peptide Biomarkers for Chronic Liver Disease and
Hepatocellular Carcinoma

Kazuhiko Uchida

PO165

Quantitative Peptidomic Analysis Reveals Novel Circulating Biomarkers for Chronic Inflammation in Transaminase-Negative
Chronic Hepatitis and Nonalcoholic Fatty Liver Disease

Hideaki Suzuki

PO166

A Universal Quantitative Strategy Integrated 180 Incorporation with MS Multiple Reaction Monitoring and Its Application in
HCC Biomarker Research

Qian Xiaohong

PO167
Analysis of Human Serum Albumin Redox State in Plasma and lts Application for Hepatic Disease Biomarker

Naoyuki Yamada
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PO168
A Potential Serological Marker of Hepatocellular Carcinoma
Xiaohang Zhao

PO169
Antitumor-Effect Evaluation of Vorinostat and Gefitinib Drugs in the Hep-2 Cell Line Using 2d-Dige and Metacore Pathway
Analysis
Lluca Bini

PO170

A Role of Non-parechymal Cells Indicated by Recurrence Proteomics of Hepatocellular Carcinoma from Non-umorous Liver
Tissues

Mariko Esumi

PO171

Differential Tissue Proteome Analysis in Hepatocarcinogenesis Using Comparative Two-Dimensional Liquid Chromatography-
Tandem Mass Spectrometry

Takao Kawakami

PO172
Membrane Proteome Analysis in Patient with Hepatocellular Carcinoma
Rizma Khan

PO173
Validation of Selected Human Liver Cancer Plasma Biomarker Candidates by MRM Quantitation
Jong Shin Yoo

PO174
Hepatocellular Carcinoma in Non-Fibrofic Liver: a Phosphoproteomic Approach
Jean-Marie Schmitter

PO175
Dipeptidyl Peptidase 8 and @ Expression in lymphocytes and Liver Disease
Yigian Chen

PO176

Prediction of the Effect of Pegylated Interferon Alpha and Ribavirin Therapy by Serum Peptidomics in Patients with Chronic
Hepatitis C

Yohei Noguchi

PO177

Proteomics-Based Analysis of Non-Alcoholic Fatty Liver Disease (NAFLD) in Mice
Takanobu Watanabe

PO179
Proteomic Analysis of Hepatocyte-derived Microvesicles as Approach fo Identify Non-invasive Biomarkers for Liver Injury
Felix Elortza

PO180
Quantitative Proteomic Analysis of PKC -Deficient Mice Reveals Alterations in Hepatic Lipid Metabolism

Katy Raddatz
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Theme: Human Proteome Project

PO181
Knowledge Base for 18th Chromosome: Exploiting the Gene-Centric Paradigm within the Neosemantic Framework

Andrey lisitsa

PO182
Russia on the 18th Chromosome: Road Map(Current State]
Alexander Archakov

Theme: Kidney, Bladder and Urinary Proteomics
PO183

Application of Proteomics in Kidney Disease Biomarker Discovery: Global Profein Expression Profiling of Serum in Focal
Segmental Glumerulosclerosis (FSGS| Families
Ayodele Alaiya

PO184

A Strategy for Identification and Quantification of Protein Degradation Products Indicative of Pathologic Cartilage
Degradation from Minute Amounts of Urine Samples

Arkadiusz Nawrocki

PO185
Immunostaining and Differential Expression of Alpha B-crystallin in Rat Kidneys Subjected to Cold Ischemia
lea Novak

PO186
Proteome Analysis of Urine from Patients with Polycystic Kidney Disease
Ole Dstergaard

PO187
Urine Profeome Analysis Identify a Pattern of Seven Protein Characteristic of Balkan Endemic Nephropathy
Ivana Pesic

PO188
Protein Microarrays Identify Novel nHLA Antibodies Specific to Chronic Renal Allograft Injury
Tara Sigdel

PO189
Onssite Proteomics Study on Laser Microdissected Rat Renal Cortex and Human Glomerulus Tissues
Bo Xu

PO190
Verification and Standardization of Comparative Proteomic Analysis of Human Glomeruli Prepared by Laser Microdissection

from Frozen Block
Yutaka Yoshida

PO191

Proteomic Discrimination of Noninvasive Papillary Urothelial Neoplasia using Difference In Gel Electrophoresis
Corinna Henkel

PO192

Profeome Changes in Distal Renal Tubular Cells Induced by High-Calcium Environment
Somchai Chutipongtanate and Visith Thongboonkerd
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PO193

Proteomic Analysis Revealed Alpha-Enclase as a Receptor for Calcium Oxalate Monohydrate Crystal Binding on Apical
Surface of Renal Tubular Epithelial Cells

Kedsarin Fong-Ngern

PO194
Investigation of Molecular Factors Associated with Megaureter by Proteomic Study
Ji Hee Jun

PO195
Difference of Specific Proteins Between Tissues and Primary Cultured Cells of Neurogenic Bladder by Proteomics Study
Hyun Jin Jung

PO196
Function of Apolipoprotein A-1 and Triosephosphate Isomerase in Smooth Muscle Cells Derived from Bladder
Hyo Jin Kang

PO197
High Confidence Proteomic Profile of Minute Amount of Human Kidney Glomeruli
Yutaka Yoshida

PO198
The Human Urinary Proteome Analysis and High-Accuracy Proteome Database, MAPU
Jun Adachi

PO199

Identification of Proteins Adhering to Indwelling Ureteral Stents and their Role in Bacterial Adhesion
Hans Adomat

PO200
Urine Proteome Analysis Revealed High Predictive Value of LFABP and H-Fabp by Patients with Acute Renal Injury
Hassan Dihazi

PO201
Qualification and Quantification of Biomarker Candidates for Bladder Cancer by Selected Reaction Monitoring in Urine
Samples

Elodie Duriez

PO202

Differential Protein Expression Profiling by iTRAQ-2DLC-MS/MS of Human Bladder Cancer EJ138 Cells Transfected with the
Metastasis Suppressor KiSS-1 Gene

Keith Ashman

Theme: Ocular Proteomics
PO203

Mass Spectrometry Based Proteomic Analysis of Human Aqueous Humor
Evgeny Nikolaev

PO204
Identification and Quantification of Low Molecular Weight Peptides in Human Lenses
Xiaomin Song
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PO205
Proteome analysis of myopia refinas - characterization of role of Apolipoprotein Al
King Kit Li

Theme: Proteomics of Reproduction
PO206

Seminal Plasma Profeomics: Identification of Candidate Biomarkers for Non-Obstructive Azoospermia
lhor Batruch

PO207
Mining the Biomarker from the Eutopic Endometrium of Patients with Endometriosis using a Proteomics Application

Hong-Gu lee
PO208

Discovery of a Novel Biomarker in Urine in Endometriosis
Natsuko Tokushige

PO209
Peritoneal Fluid Proteome Studies in Endometriosis
Anni Vehmas

PO210
Apolipoprotein as a Novel Gene Associated with Polycystic Ovary Syndrome
Kwang-Hyun Baek

PO211
Defining the Endometrial Proteome of VWWomen Affected by Endometriosis
Cecilia Ng

PO212

The Novel Use of Titanium Dioxide to Find Phospho-Proteomic and Total Protein Changes During Sperm Maturation using
labelree Quantitative Proteomics

Mark Baker

PO213
Molecular Characterisation of Bovine Endometrium and Uterine Flushings by a LCMS/MS Based Proteomic Approach
Ceorg J. Arnold

Theme: Model Organisms
PO214

Remarkable Changes in the Yeast Proteome are Observed during Early-Stage Fermentation Under VWinemaking Conditions
Alamgir Khan

PO215
Preliminary Proteomic Characterizations of Macrobrachium Rosenbergii Hemolymph
Jaya Vejayan

PO216
Apis Mellifera Proteomics of Innate reSistance (APIS): Quantitative Profeomic Analysis of Honey Bee Populations
Robert Parker
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PRESENTATIONS

Tuesday 21 September 2010
Poster Session 1530 - 1630

Theme: Protein Interactions and Complexes

POOO1
Revealing in vivo Conformational Change of L 2 Integrin by laserinduced Hydroxyl Radical Footprinting
Yi Zhu

PO002
The Ternary AICD-Fe65-Tipb0 as Modifier of the Cellular Proteome Complex
Caroline May

PO003

Temporal Proteomics of Poly(ADP-ribose) Binding Proteins and Poly{ADP-ribose)-Associated Protein Complexes
Maxim Isabelle

PO004
Simultaneous Identification and Quantification of Profeins in Cell Signaling Complexes
Lorne Taylor

POO005
Novel Method for Efficient Isolation of Infraceullar Protein Complexes from Mammalian Cells
Marjeta Urh

PO006
Characterization of Paraspeckle-Associated Proteins by Coiimmunoprecipitation, RNA-Affinity Enrichment and LCMS,/MS.
Alex Apffel

PO007
Profein Complexes of Mycoplasma hyopneumoniae Revealed by HighResolution Clear Native Electrophoresis
Jessica Tacchi

PO008
Pre-synaptic Protein Complexes Identified by Interaction Profeomics

Ning Chen
PO009

Characterizing Protein Inferactions with a High-Sensitive BiacoreTM System
Jos Buijs

POO10
Quantitative Inferaction Proteomics and Genome Wide Profiling of Epigenetic Histone Marks and their Readers
Michiel Vermeulen

POO11

Qualitative and Quantitative Multiplexed Proteomic Analysis of Complex Yeast Protein Fractions that Modulate the Assembly
of Prion Sup35

Futoshi Sato

PO012

Exploring the Inferaction Environment of Blood Cells: Proteomic Analysis of PlatelerMonocyte Interactions
Juergen Kast
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POO0O13
A Network-motif View of the Evolution of Protein Interaction Networks
Dong Li

PO0O14
Screening of Target Genes of Yap?2
Seo Young Bang

POO15
Order in Regions of Disorder: Directing Interaction Specificity
Melissa Erce, Jason Low, Marc Wilkins

POO16
Four-Dimensional Visualisation and Analysis of Protein Inferaction Networks

Apurv Goel
POO17

Corordinating Molecular Interaction Data Curation - The International Molecular Exchange Consorfium (IMEx|
Henning Hermjakob

PO018
A Better Way to Study the Interactome: PCP-SILAC Combined with Size Exclusion Chromatography
Anders Kristensen

POO19
A Profein Interaction Map for the Human Liver: From Interactome to Functional Organization of the Proteome

Dong Li
PO020

Sequence-specific Capture of Protein-DNA Complexes for Mass Spectrometric Protein Identification
Cheng-Hsien Wu

PO021
Rab7a and Arf1 inferact with Cellular Prion Protein and Contributes in its Endosome Mediated trafficking
Saima Zafar

PO022
Visualisation of the Complexome
Simone Li

PO023
New Leads for Analyzing the Topology and Tissue Specificity of Protein Complexes
Mario Albrecht

Theme: Systems Biology
PO024

Transcriptome Analysis of the Helminth Pathogen Fasciola Hepatica: Comparison with Proteomic Data
Ranjeeta Menon

PO025
Proteomic Bioinformatics to Increase Genome Annotation Complexity
Candong Wei, Fan Yang, lillian Sun
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PO026

Infegrated Proteomics, Metabolomics and Transcripfomics Analyses to Reveals the Molecular Mechanism of Stem Reserve
Remobilization in Wheat Under Drought Stress

Mitra Mohammadi Bazargani

PO027
Temporal Proteomic, Transcriptomic and Metabolomic Profiling of Changes in Glucose-Starved Bacillus Subtilis

Andreas Otfo
PO028

Insights into the Ontogenetic Variability of Bothrops Jararaca Snake Venom from Proteomic, Peptidomic and Trancriptomic
Approaches
André Zelanis

PO029
Phosphoproteome and Transcriptome Synergistically Uncover Oncogenic Signaling Networks in Gastric Cancer
Tiannan Guo

PO030
Multidimensional System Biology of Leukemia HL6O Cell Differentiation
Artur T Kopylov

POO031

Re-addressing Heredity and Self-organisation of Living Systems Through a Systems Biology Approach Applied at Several
Organisational levels

Pierre legrain

PO032
Infegrative Network Biology and Proteomics
Rune Linding

PO033
In-depth Analysis of Aquaporin 8 Knockout Mice Colon using Tandem Mass Spectrometry
Sameh Magdeldin

PO034
A Systems Biology Approach; Rapamycin Treatment on Human Cancer Cell Line
Sudha Rajagopalan

POO035

Hepatic Proteome & Transcriptome in Cancer Cachexia: Tumour-derived Cytokines Disrupt Circadian Control of Mefabolic
Pathways

Ryland Taylor

PO036
A Molecular Mechanism Analysis and Proteomic Study of Anti proliferative Effect of Pomegranate Fruit Juice on DU 145
prostate Cancer Cells

Che-Chuan Wang
PO037

Colorectal Cancer Cells-derived Microvesicles Trigger a Unique Proangiogenic Gene Expression Pattern in Endothelial Cells
Yae Jin Yoon
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Theme: Neuroproteomics
POO038

Differential Protein Levels and Post-Translational Modifications in Acute Spinal Cord Injury of the Rat

leila Afiehi-Sadat

PO039
Protective Effects of Ginsenoside Rg1 against A 25-35 Induced Cell Impairment

Jianguo Ji
PO040

Peptidomic Profiling of the Bovine Hypothalamus
Michelle Colgrave

PO041
Proteomic Changes in the Rat Somatosensory Cortex Upon Chronic Exposure of Low Dose Methylmercury

Hang Kin Kong
PO042

Proteomic Analysis of Brain Samples from Beluga Whales and Polar Bears in the Canadian Arctic Region
Samuel Chun lap Lo

PO043

Identification of Novel Biomarker Candidates by Proteomic Analysis of the Cerebrospinal Fluid from Patients with Moyamoya
Disease Using SELDIFTOF-MS

Yoshio Araki

PO044
Multi-dimensional Chromatography Proteomics Platform towards the Discovery of Multiple Sclerosis Biomarkers
Alexander Buko

PO045
Plasma and Cerebrospinal Fluid Profiling for HIV-Associated Neurocognitive Disorders
Pawel Ciborowski

PO046
Involvement of Acute Phase Proteins in Mild Cognitive Impairment and Alzheimer's Disease
Tharusha Jayasena

PO047
Time Course Analysis of 12 Proteins in Cerebral Microdialysis Samples of Severe Traumatic Brain Injury Patients
Véronique laforte

PO048
Bioastronautics: Microgravity Influences the Expression Proteome of the Human Brain

Helder Marcal
PO049

Comprehensive Analysis of Serum Peptides in Patients with Alzheimer's Disease

Miwa Noguchi

POO0O50
Comparative Studies of Cathepsin B as a Biomarker for Thyroid Malignancy
Nilubol Paricharttanakul
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POO51
Correlation of Plasma Abefa with Cognition and Brain Volumetrics in Mild Cognitive Impairment
Anne Poljak

PO052
Development of High-Resolution Method for Quantitation of Infact Transthyretin Isoforms in Crude Cerebrospinal Fluid from
Alzheimer's Disease Patients and Confrols

Keld Poulsen
POO052A

Screening Plasma for Biomarkers of Mild Cognitive Impairment and Alzheimer's by Quantitative Proteomic Methods
Fei Song

PO053
Correlating Protein and mRNA Expression Changes in Neuroblastoma Cell Lines Upon Hypoxia
Paolo Cifani

POO054
Investigating the Chemotherapeutic Resistance of Glioblastoma Multiform Cells to Perillyl Alcohol

Domont Gilberto B

POO55
Hypoxia-induced Changes in U373MG Glioma Cell Secretome

Jaeyoon Kim

POO056
Infegrated Proteomics of Brain Tumor Cell Signals Related to Chemotherapy Sensitivity
Souhei Mizuguchi

POO0O57
Quantitative Profiling of Sialylated and Phosphorylated Proteins from Brain Tumor Inferstitial Fluid
Melanie Schulz

POO58
Brain Edema And Tumours Cells of CNS
Tahir Shah

POO059

Identification of Membrane Proteomic Changes Associated with SH-SY5Y Neuroblastoma Cell Differentiation Secondary to
&#947 -secretase Inhibition

Cheng-Hsien Yang

PO060
Role of Hsp70 Cochaperones in the Degradation of Neurodegenerative Profeins

Jin Sun Choi
PO061

Optimisation of Formalin-Fixed Brain Tissue Processing and Application fo the Study of Multiple Sclerosis
Ben Crossett

PO062

Analysis of Alzheimer's Disease Samples using Antibody and Chromatographic Arrays Combined with MALDITOF Mass
Spectrometry using the Lucid Proteomics Sysfem

Enrique Dalmasso
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PO063

Temporal Signature of Cerebral Ischemia-Reperfusion Injury by iTRAQ-Based Quantitative Proteomics
Armab Datta

PO064
Epigenetics Inferplay in Alzheimers Disease
Beena Hasan

PO065

Quantitative Proteomic Analysis of Serum Proteins in patients with Parkinson Disease Using iTRAQ Labeling, Two-dimensional
liquid Chromatography, and Tandem Mass Spectrometry

Hong Jin

PO066

Analysis of Large Format 2D Gels in a Alzheimer Disease Biomarker Discovery Study with a Mouse Model using Ludesi
REDFIN Image Analysis

Aran Paulus

PO067
Proteomic Expression Difference Profiling in Alzheimer's Disease Cortical Brain Regions
Anne Poljak

PO068
Quantitative Proteomics of Delirium CSF

Anne Poljak
PO069

Quantitative Phosphoprofeomic: Analysis of Modified Proteins in Alzheimer's Disease

Nikhat Ahmed Siddiqui

PO070
Phenotyping of an in Vitro Model of Ischemic Penumbra by iTRAQ-Based Shotgun Quantitative Profeomics
Armab Datta

POO071

Quantification of Prostaglandin D Synthase in Human Cerebrospinal Fluid by Isotope Dilution using a Dual Pressure Linear lon
Trap Mass Spectrometer

Julie Horner

POO072
Quantitative Proteomic Ano|ysis of Synaptic Protein Expression in Punishmentmotivated Learning

Thilo Kaehne
PO073

A Proteomic Integrated Approach for Targefing and Elucidating the Functions of Novel Proteins Involved in Neuronal
Differentiation and Disorders

Daiki Kobayashi
PO074

Investigation of Profein Expression under Llong Term Depression in Hippocampal Neurons
Jeong Hee Moon

POO075
Proteomic Analysis of Spinal Cord Injury in Early Development of Monodelphis Domestica

David Steer
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PO076
ITRAQ-Based Proteomics and Ultrastructural Analysis of Synapses in a Mouse Model of Fragile X Syndrome
Roel Van Der Schors

POO077
Verification of Alzheimer's Disease (AD) Progression Markers with Targefed Proteomics

Weixun Wang

PO078

Differential Expression Profiling of the Hypothalamic Proteome in a Rat Model of Heatstroke With Whole Body Cooling
Therapy

Ching-Ping Chang

PO079
Profeomic Changes in Rat Hypothalamus Following Heatstroke-Induced Cerebral Ischemia and Neuronal Damage
Jinn-Rung Kuo

PO080
The Effect of Nitric Oxide on Prefrontal Corfex of Stressed Rats
Mehdi Mehdizadeh

POO081
Proteomic Alterations Associated with Acquired Temozolomide Resistance in Human Malignant Gliomas: The Role of Protein
Disulfide Isomerase

Stella Sun

Theme: Infection and Immunity
PO082

Using Proteomics and Bioinformatics to Analyze Lung Proteome Alterations in a Mouse Model of Allergic Airway
Inflammation Induced by Pen C 13 Allergen
Lu-Ping Chow

PO083

Innate Immune Profection of the Tammar Wallaby (Macropus eugenii) by Milk Glycoproteins

Katherine Wongtrakul-Kish

PO084
HOSCN Targets Protein Thiols: An Underestimated Role in Disease Progression?
Tlessa Barrett

PO085
Revealing the Chronic Wound Fluid Proteome
James Broadbent

PO086
Identification of Bacterial Peptides that have a Role in Triggering HLA-B27-Associated Diseases

Alexandra Corbett
PO087

Targeted Analysis of Salmonella Effector Proteins using Multiple Reaction Monitoring
Joost Gouw
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PO088
Neurokinin-1 Receptor Antagonist Treatment In Polymicrobial Sepsis in Mice

Akhil Hegde

PO089

Immunodepletion of Human Wound Fluids - Always the Best Way to Go?
Christoph Krisp

PO090
Identification of Protein and Antigen Specific TCell Biomarkers for Diagnosis of Sarcoidosis
Muhunthan Thillai

PO091
Comprehensive Analysis of Protein Expression in Peripheral Blood Mononuclear Cells from Patients with Behcet's Disease
Takuya Yoshioka

PO092
Effects of LCarnitine in SNP Induced RAW 264.7 Macrophages
Fugen Aktan

PO093

Specific Antibody Responses Against Membrane Proteins of Erythrocytes Infected by P. Falciparum of Individuals Briefly
Exposed to Malaria

Lionel Almeras

PO094
Proteomic Insights info Influenza Infection Reveal Novel Anti-Viral Responses in Bronchiolar Epithelial Cells
Daniel Barr

PO095
Identification of Novel Tuberculosis Associated Markers in Urine
Jonathan Blackburn

PO096

Comparative Analysis of Salivary Gland Proteome from Malaria Vectors: Selection of Protein Candidates to Evaluate
Individual Exposure to Anopheles Species Bites

Albin Fontaine

PO097

Enhanced Production of Secrefed Virulence Determinants by Pseudomonas Aeruginosa Australian Cystic Fibrosis Epidemic
Strain (AES) Revealed by Quantitative Proteomics

Nathan Hare

PO098
Comprehensive Quantitative Membrane Proteomics to Elucidate the Cellular Response of Antimicrobial Peptides
Benjamin Franzel

PO099
Dynamic Clustering of Signal Transduction Proteins in Host Cell Lipid Rafts During Helicobacter Pylori Infection.
Thilo Kaehne

PO100

Role of Protein Disulfide Isomerase in Viral Replication during Anfibody Enhancement of Dengue Infection in Human
Monocytes
Sa-Nga Pattanakitsakul
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PO101
Automated Detection of Mixed Cultures of Microorganisms from Positive Blood Cultures using MALDITOF Mass Spectrometry

Matthias Pelzing
PO102

Differential Expression of Proteins in Cryptococcal Lung Infection

Michael Sivell
PO103

Immunological Synapse - The Key to Understand Adaptive Immunity. Global Analysis of Parallel Signaling Events During T

Cell -Antigen Presenting Cell Interactions
Radoslaw Sobota

PO104
Comparative Quantitative Profeomics of Burkholderia Cenocepacia in a Synthetic Cystic Fibrosis Medium
Prasanth Subramani

PO105
Iron-inducible Signal Transduction in the Human Pathogen Trichomonas vaginalis
Jung-Hsiang Tai

PO106

Adaption of Oral Bacteria fo Community Lifestyles: Proteomics by O(16)/O(18) Proteclytic Labelling and LC-MALDF-
TOF/TOF

Paul Veith

PO107
Defection of Specific IgG Antibodies in Infectious and Autoimmune Diseases by Hypothesis-driven Proteomic Approach
Shiaw-Lin Wu

PO108
Use of Secreted HLA Purification and Mass Spectrometry to Probe the HLA A*0201 Immunopeptidome
Katherine Scull

PO109
Identification of Albumin Precursor and Hsp70 Proteins, their Role During Corneal Epithelial VWound Healing.

Shamim Mushtaq

PO110
Highly Efficient Classification and Idenfification of Human Pathogenic Bacteria by MALDITOF MS
Hsiu-Chu Lin

Theme: Proteomics of Viruses

PO111
Identification of Membrane Profeins Associated with Hepatitis C Virus Replication with Proteolytic 180 Labeling-Based
Proteomic Analyses of Replicon-Expressing Hepatoma Cells

Chang-Hong lee

PO112
Role of Glycans for Subtype, Virulence and Host Specificity of Avian Influenza Viruses
Zheng i
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PO113
Combination of AFM Fishing and MS for Identification of HCV Proteins in Serum
Anna Kaysheva

PO114
Isolation and Identification of Candidate Host Protein Receptor of Dengue Virus

Nadia Yaacob

PO115
Identification of Differential Markers of HIV-1 and HCV Mono-Infection Versus Co-Infection
Luis Cubano

PO116
Proteomic Profile of Children Suffering Seasonal Influenza A Infection
Luis Teran

PO117
Ubiquitin-profeasome Pathway is Important for Dengue Virus Infection in Primary Human Endothelial Cells

Visith Thongboonkerd
PO118

Proteins Related to HIV Infection
Lijun Zhang

PO119
Coronavirus Immune Modulation by PostTranslational Modification of @ MHC Epitope.

Andrew Webb
PO120

Direct Quantitation of MHC Class | Anfigen Presentation during Viral Infection: Relevance to Optimal Design of Viral Vaccine
Strains

Nathan Croft

Theme: Microbial Proteomics
PO122

In Silico Secretome Analysis of Echinococcus Multilocularis and Echinococcus Granulosus Using Expressed Sequence Tags

Gagan Garg
PO124

Characterization of Triclosan Tolerant and Triclosan Degrading Bacteria in Wastewater Treatment Plants.

Allan Stensballe
PO125

Proteome Analysis of Halophilic Bacterium, US6-1 Isolated from PHAs Contaminated Environment
Sung Ho Yun

PO126

Analysis of the Campylobacter Jejuni NHinked Glycoproteome using ZIC-HILC Enrichment with Fragmentation by CID, HCD
and ETD-MS

Nichollas Scott

PO127
Identification of Tuberculosis Drug Toxicity Marker
Taiyoun Rhim
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PO128

MALDITOF/TOF Analysis of Lipids Extracted from Porphyromonas gingivalis Mutants Reveals that LptO Is Required for the O-
deacylation of Lipopolysaccharide

Yu-Yen Chen

PO129
Exploring Resistant Determinants of Methicillin in Staphylococcus Aureus with Comparative Proteomics Approach

Sameh Magdeldin
PO130

Proteomic Analysis of Outer Membrane Vesicles Derived from Pseudomonas Aeruginosa
Dae-Kyum Kim

PO131
Identification and Characterization of Microorganisms by Proteomic Analysis can Complement the DNA-based Methods
Jinkyu Lim

PO132
Proteome Analysis of Mycobacterium Tuberculosis Isoniazid Resistant Strain at Sub-cellular Level

Ye lu
PO133

Mycoplasma Hyopneumoniae: A Model Proteomics Organism.
Matthew Padula

PO134
Characterization of Recombinant Lipoprotein Ag4/3 of Group B Neisseria Meningitides
Wang-Chou Sung

PO135
Comparative Analyses of Periodontal Pathogens Grown in Polymicrobial Biofilm (PBF) and Plankionic States

Zamirah Zainal-Abidin
PO136

Protein Alternations of Pseudomonas Syringae pv. Tomato DC3000 during Defense Response in Arabidopsis Thaliana
Samuel Chun lap lo

PO137
Development of Rapid Identification and Typing Method for Highly Pathogenic Bacteria using MALDITOF
Jiri Dresler

Theme: Mass Spectrometry

PO138
Surfactant and C18 Empore Disk Aided Peptide Exiraction of In-Gel Digested Proteins for Mass Spectrometry Analysis
Santanu Deb-Choudhury

PO139
Improved Positive Charge Derivatization for de novo Peptide Sequencing Using LTQ-Orbitrap-ETD Mass Spectrometry
Jianguo Ji

PO140
Evaluation Of LC-MS Based Multiple Separation Methods for Superior Proteomic Coverage
Linn Antberg
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PO141

Characterization of a Modified Filler Aided Sample Preparation (FASP) Method for Routine Proteomic Sample Processing
Alex Apffel

PO142
A Faster, Quantitative and Accurate PACIFIC Method for Data-independent Proteome Profiling
Young Ah Goo

PO143

Electron Transfer Dissociation Mass Spectrometry in Duel Pressure lon Trap for Topdown Protein Identfification “C A Complete
Workflow

Andreas Huhmer

PO144
Unidimensional LCMS with Meterlong Monolithic Capillary Columns to Unveil Expressed Proteome
Yasushi Ishihama

PO145
Conformational and Functional Analysis for Quality Control of Protein Drugs Using lon Mobility Mass Spectrometry
Haruhiko Kamada

PO146
A Bioinformatics Approach to Improving Protein Identification in Formalin-Fixed Tissue Samples

Webber lico

PO147
GDP Capture Compound — A Unique Small GTPases Profiling Tool

Yan luo

PO148

In Depth Characterization of Protein Changes Induced by Glucose Limitation Using Complementary lonization Techniques
Benjamin Mueller

PO149

An Analytical MS Based Approach for Quantitative Defermination of the Ratio of - and -Asp/ Isoforms of the Amyloid-
Peptide in Biological Samples

Evgeny Nikolaev

PO150
Ultrahigh-Resolution Top-Down Proteomics Analysis
Matthias Pelzing

PO151
Topdown structural analysis of 60-150 kDa proteins with ETD-based Tandem Mass Spectrometry
Matthias Pelzing

PO152
Peptide Side-Products of the lys Tag Derivatization reaction

Frode Selheim

PO153
High Quality Discovery and Quantitation on a Single MS Platform
Stephen Tate
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PO154
Evaluation of low Specificity Proteases for Protein Identification Using High Resolution Mass Spectrometry
Clifford Young

PO155
Multidimensional Liquid Chromatography Based Integrated Platform for High Efficient Analysis of Intact Proteins
Huiming Yuan

PO156

In-Source Decay MALDI lons Produced in a Collisional Cooling Interface and Defected with an lon Trap — Orbitrap Hybrid
Mass Analyzer

Amy Zumwalt

PO157
1000 Proteins Per Hour [pph] = Maximizing Protein ID From Complex Mixtures
Amy Zumwalt

PO158
Experiment Design for Concurrent Quality Control and Assessment for Long Running Two-Pass LC-MS Study
Michael Athanas

PO159

Clinical Sample Proteomic Profiling: Time-course Reproducibility of Retentate Chromatography MALDITOF Mass
Spectrometry using the Lucid Profeomics Sysfem

Enrique Dalmasso

PO160
Quality Confrol Standards to Validate the Performance of Every Aspect of the Mass Spectrometry Platform
Amol Prakash

PO161
Spiking Study to Evaluate Alignment of Label Free LC-MS Data
Habtom Ressom

PO162
A Comparison of Sample Preparation Methods Based on Enzymatic Processes for Efficient Profeomic Analysis

Hyunsu Choi

PO163

Crossover Labeling Revealed a Quantification Error Reproduced in the LC-ESHMS/MS Analyses of Stable Isotope Labeled
Peptides

Susumu Imanishi

PO164

High-Throughput Sample Preparation Using Protease-lmmobilized Magnetic Beads for Protein Structural Analysis by Mass

Spectrometry
Yukie Sasakura

PO165
A ProteoRed Multi-Centric Study to Assess Reproducibility of Relative Quantification by LC-MS Proteomic Analysis
Francesc Canals

PO166
Reduction of Sample Carry-over in Proteomics LC-MS Experiments

Chris Cowie
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PO167

Infact Protein Analysis Combining Micro-High Performance Liquid Chromatography and LTQ Orbitrap Mass Spectrometry
Chris Cowie

PO168
Ulira-high-performance nanolC-MS/MS Analysis of Complex Profeomic Samples
Chris Cowie

PO169

Improved Sequence Coverage and SILAC Quantitation of Low-Abundance Proteins from Hela Cell lysates using a
ProteoMiner Bead Library and MudPIT

Bryan Fonslow

PO170
Enhanced Sensitivity for Profein Quantitation uing a Triple Quadrupole with a Dual lon Funnel

Christine Miller
PO171

A Novel Cysteine-reactive Tandem Mass Tags for Subproteome Labeling, Enrichment and Quantitation
John Rogers

PO172

Enrichment and Six-plex Profiling of the DNA Damage Response Pathway using Amine- and Cysfeine-reactive Tandem Mass
Tags

John Rogers

PO173
Approaching 100% LC-MS Uptime for Peptide Analyses using Matched Chip Columns

Remco Van Soest

PO174
Online cHiPLC Based Digestion in nanolC-MS for Increased Reproducibility
Remco Van Soest

PO175
Nanoscale Characterization of Spider Venom Peptides by High Resolution LCMS/MS Analysis
Andreas Huhmer

PO176

Inhibition of Humicola Lanuginosa lipase by Orlistat is Reversible: A Mechanistic Study Using Mass Spectrometry And
Fluorescence

Ali Tiss

PO177

A Semi-empirical Approach fo Predict Unobserved Peptide MS/MS Spectra from Spectral Libraries

Yingwei Hu and Henry lam

PO178
MALDI Top-down Sequencing (TDS) uing In-Source-Decay (ISD) for Analysis of Proteins Separated by 2-Dimensional Gels.
Christopher Bolcato

PO179

A Proteomics Jurassic Park: The Isolation of Proteins from Organisms Encapsulated in Amber from the Oligo-Miocene Epoch
30-40 Million Years Ago

Pier Giorgio Righetti
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PO180

Electron Transfer Dissociation Mass Spectrometry in Duel Pressure lon Trap for Topdown Protein Identification - A Complete
Workflow

Andreas Huhmer

Theme: Mass Spectrometry - Absolute Quantitation
PO181

Absolute Quantification of Microvesicular Protfeome Elucidating the Origin Specific Signature
Dong-Sic Choi

PO182
Absolute Quantification of the Translation Machinery of Yeast Using QconCAT
Amy Claydon

PO183
Hierarchical Use of Peptide-concatenated Standard (PCS) for Absolute Protein Quantification with Mass Spectrometry

Keiji Kito
PO184

Targeted Protein Quantitation using aHybrid Linear lon Trap - Orbitrap Mass spectrometer
Andreas Huhmer

PO185
Development of a Synthetic Protein Quality Control (QC) Standard for the Assessment of Sample Proteclysis Reproducibility
Bryan Krastins

PO186
MS1-based Relative Quantitation of Peptides by mTRAQ-abeling
Cheolju Llee

PO187

Implementation of QuantMode on a Velos-Orbitrap Makes Isobaric Tagging a Viable Alternative to Metabolic Labeling for
Peptide and Protein Quantitation

M. Violet lee

PO188
Analytical Prerequisites for Differential and Quantitative Profeomics
Vita levina

PO189
Coupling liquid and Gas Phase Separation; A New Paradigm for the Comprehensive Quantitative Analysis of Proteomes
Therese McKenna

PO190
Multiple-Antigen Profiling (MAP) with Supersensitive Multiplex Tag (MUSTag) Technology

Yoshihito Morizane

PO191
3DSpectra: A 3D Quantification Software for LC-MS Labeled Profile Data
Sara Nasso
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PO192
Targefed Peptide Quantification using High Mass Accuracy LCMS Data
Amol Prakash

PO193

A Heavy lsofope Labeled Protein Combined with AQUA Peptides Provides More Accurate Quantitation when used with an
Enzymatic Digest prior to LC-SRM

Taha Rezai

PO194
PTH Immunocapture and Quantitation with iISRM Coupled to Low Microliter Flow LC
Taha Rezai

PO195
A Complete Evaluation of 3 Peptide Quantitation Strategies in Serum using LC-SRM
Taha Rezai

PO196

Assessment of the Reproducibility of a Muscle Fractionation Procedure for Comparative Proteomics Using 2DE and Metric
Multidimensional Scaling.

Pedro Rodrigues

PO197
Variations of Tryptic Peptide Yields in Digestion and their Implications for Quantitative Proteomics
Stephen Stein

PO198
CysTRAQ — A Novel Strategy For Uncovering and Quantifying Hidden Profeomes
Vojtech Tambor

PO199
Development of a Direct Quantitative Workflow for Absolute Quantitation of MHC Peptide Epitopes
Chor Teck Tan

PO200

Optimization of a Differential Proteomics Platform Based on Tryptic O-18 Peptide Labeling Technique for Screening Protein
Biomarkers Associated with Neuroblastoma Cell Differentiation

Yeou-Guang Tsay

PO201
High Precision Quantitative Profeomics using TMT on an LTQ Velos Orbitrap
Rosa Viner

PO202

Selective Reaction Monitoring for Validation of iTRAQ Data: Quantitative Characterization of Human Myotubes in Type 2
Diabetes
Tine Thingholm

Theme: Mass Spectrometry - Bioinformatics
PO203

Implementing the Trans-Proteomics Pipeline in a Web-Based Data Analysis VWorkflow Environment
Brett Chapman
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PO204

Knowledge-Based Refinement in Mass-Spectrometric Identification of Profeins

Alexey Chernobrovkin

PO205
A New Software for Automated, High Throughput Quantitative Proteomics
Bernard Delanghe

PO206
Time Alignment Strategies for Accurate Alignment of Complex Proteomics Samples
Peter Horvatovich

PO207
Infegrating Monoisotopic Mass Defermination Methods for Improved Peptide Identification
Heejung Jung

PO208
New Functionality for the Trans-Proteomic Pipeline: Tools for the Analysis of Proteomics Data
Luis Mendoza

PO209
APCF Computational Cluster: Post-Processing of Proteomics Search Results
Jagan Kommineni

PO210
Extending UNITE to Perform Post Processing Validation of Profeomics Search Results on the APCF Computational Cluster
Simon Michnowicz

PO211
Statistical Approaches for the Analysis of Label Free Shotgun Proteomics Data and Benchmark Datasets
Dana Pascovici

PO212
Advanced Automated Data Processing for ETD in Top-Down Proteomics
Matthias Pelzing

PO213
Strategies for Analyzing Spectral Count Data in Labelfree Tandem Mass Spectrometry-based Proteomics
Thang Pham

PO214
Accurate Peptide and Protein Confidences for Robust Combination of Data from Multiple Instrument Platforms
Sean Seymour

PO215
High Throughput MS/MS Spectrum Identification using Cloud Computing on Amazon VWeb Services
Joe Slagel

PO216
NCBI Peptidome, a Repository for Mass Spectrometry-based Proteomic
Douglas Slotta

PO217

IDEAL-Q Plus: An Integrated Platform for Stable Isotope Labeling, Llabel-Free, and Comparative Quantitation Analyses with
Confidence MeasureoOn Protein Ratios

Chih-Chiang Tsou
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PO218
OmicsHub Proteomics 2.0: A Proteomics LIMS to Manage, Qualify and Quantify Mass Spectrometry data
Patricio Yankilevich

PO219
Studying False Positive Identifications in Targetdecoy Search of Mass Spectrometry-based Proteomics
Pengyi Yang

PO220
Mass Spectrometry Data Pre-processing and Comprehensive Analysis Pipeline
Penghao Wang

Theme: Mass Spectrometry - Imaging and Other Imaging

PO221
MALDHmaging MS in Plants: Studying Cell Aging in Soybean
Julia Grassl

PO222
Tissue Imaging MALDI: A Novel Approach to Histopathology
Suruchi Rao

PO223

Citric Acid Antigen Refrieval (CAAR) for Tryptic Peptide Imaging Directly on Archived Formalin-Fixed Paraffin-Embedded
Tissue

Johan Gustafsson

PO224

A Comparative Analysis of Human Lens Capsule from Pseudoexfoliation Syndrome and Unaffected Subjects by MALDITOF-
ImagingMS

Maurizio Ronci

PO225

Novel Fluorescent Activity-Based Probes for Protein Profiling in Living Cells

Yu-Hui Zhang
PO226

The Extracurricular Activities of Upstream Open Reading Frames
Ross Smith

Theme: Mass Spectrometry - Targeted Analysis

PO227

Comparing MRM and MRM3 Strategies for Targefed Protein Quantitation in Human Serum
Christof lenz

PO228
Peptide and Transition Selection for Selected Reaction Monitoring Experiments in MRMAtlas
Dave Campbell

PO229
Targeted In-gel MRM: A Hypothesis Driven Approach for Discovery of Colorectal Cancer Biomarker in Feces
Ching-Seng Ang
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PO230
Optimised Strategies for Rapid Development of TMT-SRM Assays
Emma Scofield

PO231
Multiplexed MRM Analysis and Absolute Quantitation of 25 Proteins Implicated in Coronary Artery Disease
Dominik Domanski

PO232

Quantification of Selected Plasma Profeins in Non-Depleted Human Plasma Using Multiple Reaction Monitoring with Ulira
Performance Liquid Chromatography-Tandem Mass Spectrometry

Kwang Youl Kim

PO233

Quantitative Analyses of Biomarker Peptides in Human Serum by SRM Mass Spectrometry Combined with a Novel Peptide
Extraction Method

Yoshio Kodera

PO234
Knocking Down Tumor Invasiveness - Quantitaitve Profeomics using MRM and Accurate Mass Mass Spectrometry
Devanand Pinfo

PO235
Digital Pathology: Discovering and Verifying Barretts’ Disease Progression Markers in LCM Tissue Samples using SRM Assays.
Amol Prakash

PO236
Further Development of High-Sensitivity Targefed MRM Assays for Peptide and Protein Quantification.
Therese McKenna

PO237
Development and Implementation of a TMT-SRM Assay for the Qualification of Candidate Biomarkers of Alzheimer’s Disease
Emma Scofield

PO238

The Combination of Improved 180 Incorporation and Multiple Reaction Monitoring for Absolute Quantitation of Serum
Candidate Biomarkers

Wantao Ying

PO239
Quantitative Proteomic Investigation of BCM-7 in milk using MRM method
Thiri Zaw

PO240

Selection of MRM Transitions for the Development of Scheduled Multiple Reaction Monitoring [sMRM) Methods to Monitor a
Phosphorylation Mediated Dynamic Cell Signaling Cascade

Cunjie Zhang

PO241
Human Peptide- and MRM-Atlas Development
Ulrike Kusebauch
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PO242
Rapid Assay Development and Refinement for Targeted Protein Quantitation using an Intelligent SRM (iSRM|] Workflow

Andreas Huhmer

Theme: Mass Spectrometry - Metabolomics
PO243

Identification and Quantification of In Vitro Protein Metabolites using a Novel Mass Spectrometry-Based Workflow
Scott Peterman

PO244

LC-MS and GC-MS Metabolite Data Processing using Mass Profiler Professional, a Chemometric Data Analysis and
Visualization Tool to Determine Mefabolomic Pathways

Syed lateef

PO245
Characterizing the Metabolic Changes in Response to Radiation by UPLC-QTOF
Habtom Ressom

PO246
Tomato Metabolite Profiling and Identification Employing High Resolution MS Strategies
Madalina Oppermann
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Post Translational Modifications
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Wednesday 22 September 2010

Theme: Plant Proteomics

POO0O1

Proteome Analysis of Two Contrasting Rice Mutants and Wild Type Parent under Control and Salt Stress Conditions af the
Vegetative Stage

Akram Ghaffari

PO002
Proteins Involved in Tension Wood Formation Monitored at High Tissue Resolution
Joakim Bygdell

PO003
Differential Metabolic Response of Rice (Oryza sativa) Cell Cultures and Plants Exposed to High and Low Temperature Stress
Chumithri Gayani Gammulla

PO004
Analysis of the Proteome Related to Apple (Malus Spp.) and Apple Scab (Venturia Inaequalis) Interaction
lizex Husselmann

POO005
Quantitative Shotgun Proteomic Analysis of Rice Leaf During Drought Stress and Recovery

Mehdi Mirzaei
PO006

labelfree Quantitative Profeomic Analysis of Cold-responsive Proteins in Rice
Karlie Neilson

PO007

Identification and Characterization of Osmotic Stress Responsive Proteins in Soybean Plasma Membrane Using Quantitative
Proteomics Analyses

Mohammad-Zaman Nouri

PO008
Proteomic Analysis of Secreted Proteins during Grape Berry Ripening
Sharathchandra Ramasandra Govind

PO009
Identification of the New Pathogen Related Protein/type | Allergen in Parsley (Pefroselinum crispum) cv. Olomoucké dlouhé

Pavel Rehulka
POO10

The Remodeling of Plant Mitochondrial Metabolism in Response to Thermal Variation
Nicolas Taylor

POO11
Grape Profease Profiling with Activity-Based Probes
Steve Van Sluyter

PO012

An Integrated Workflow to Simultaneously Investigate the Changes in the Profeome and Phosphoproteome of Arabidopsis
Membranes in Response to Environmental Stress

Jerome Vialaret
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POO13
Enhancing Proteome Coverage and Quantitative Precision by Combining OGE-RP and hpRPRP 2DLC-MS/MS
Approaches for iTRAQ-based Analysis of Potato Extracts

Yong Yang
PO0O14

Phosphoproteome Analysis of Plant Plasma Membrane Proteins Under Salt Stress
Juanying Ye

Theme: Agricultural and Environmental Proteomics
POO15

Unravelling the Wool Profeome
Stefan Clerens

POO16
Profeomic Examination of the Plant CelFVVall Degrading System of B. proteoclasticus, An Important Fibrolytic Rumen Bactferium
Jonathan Dunne

POO017
Discovery of Protein Biomarker Candidates for Predicting Carcass and Meat Traits in Cattle
Haruka lkegami

POO18
Protein Biomarkers of QX Disease Resistance in Sydney Rock Oysters
Alison Kan

POO19
Shotgun Proteomics Reveals Promoters of Germ Line Immortality in the Starlet Sea Anemone Nematostella vectensis
Casimir Bamberger

PO020

Identification of Protein Biomarkers of Heavy Metal Stress in Sydney Rock Oysters (Saccostrea glomerata) Using Labeled
and Label Free Quantitative Proteomics.

Sridevi Muralidharan

Theme: Stem Cell Proteomics
POO021

Profeomic Analysis of Bovine Omental, Subcutaneous and Intramuscular Preadipocytes During In Vitro Adipogenic
Differentiation

Hyunjeong lee

PO022

Proteomic Analysis of Bovine Muscle Satellite Cells during Myogenic Differentiation

Hyunjeong lee
PO023

Wound Healing: A Comparative Expression Secretome Profile of Foetal Versus Adult Skin
Sonia Ho

PO024
PatientDerived Induced Pluripotent Stem Cells for Phosphoproteomic Profiling of Bipolar Disorder
Brian Tobe
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PO025
The Human Adult Olfactory Mucosa Contains a Mesenchymalike Stem Cell
Chaker Adra

PO026
Normal Breast has two phenotypically distinct bi-potent cell populations
Chaker Adra

PO027
Mapping the Proteome of Human Breast Cancer Stem/Progenitor Cells: Towards Discovery of Stem Cell Specific Biomarkers
Ayodele Alaiya

PO028
Anti-Inflammatory Effects of Adipose Derived Mesenchymal Stem Cells in Osteoarthritis Treatment

Sinead Blaber

PO029
Comparative Profeomic Approach to Highlight the ESC-like Nature of Multipotent Adult Germline Stem Cells
Hassan Dihazi

PO030
An Analytical MS Based Approach for Quantitative Determination of the Ratfio of - and -Asp7 Isoforms of Proteome
Characteristics of Human VWharton's Jelly Mesenchymal Stem Cells by SDS-PAGE Combined with NanolC-MS/MS

Analysishe Amyloid- peptide in Biological Samples
Chang-Chun Hsiao

POO031
Profiling of Cell Surface Proteome in Human Mesenchymal Stem Cells and Labelfree Relative Quantification
Sang Kwang lee

PO032
Proteome and Phosphoproteome Revealed Unique Features of Mouse Embryonic Stem Cells
Qing-Run Li

PO033
Proteomic Comparison of Adipose Derived Stem Cells to a Neurogenic Differentiated Linage
Jerran Naidoo

PO034

Quantitative Phosphoproteome Analysis of Mesoderm-induced Mouse Embryonic Stem (ES) Cell using iTRAQ Labeling and
TiO2 Phosphopeptide Enrichment
Manvela Piazzi

POO035
Comparison of Protein Expression profile in Human Mesenchymal Stem Cell and Human Tenocytes
Sik Loo Tan

PO036
Extensive Alterations in the Quantitative Proteome Profile during Early Embryonic Development
Myriam Demant

PO037
Profeomics Analyses of Human Embryonic Stem Cells Differentiated to Neural Cells

Ali Fathi
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PO038

Comprehensive Comparison of the Profeome, Phosphoproteome and Sialiome of Human Embryonic Stem Cells with Human

Neuronal Stem Cells
lene A. Jakobsen

PO039
Quantitative Proteomic Analysis of the CD4+ Cell Nucleus during the Early Stages of Th2 Differentiation
Robert Moulder

PO040
Comparafive Profeome Analysis of Milnesium fardigradum in Early Embryonic State and Adults in Active and Anhydrobiotic State
Martina Schnélzer

POO041
Differential Protein Expression in Honeybee [Apis mellifera L.) Larvae: Underlying Caste Differentiation
Jianke I

Theme: Stem Cells and Development

PO042
Insight info Honeybee (Apis Mellifera L.) Drone Dmbryo Proteome
Jianke I

Theme: Cancer - Adenocarcinoma
PO043

Discovery of Serum Biomarkers for Pancreatic Adenocarcinoma using Proteomic Analysis
Ai Qun Xve

Theme: Cancer - Breast
PO044

Antibody Colocalization Microarray: Validation and Clinical Application to Breast Cancer
Véronique Laforte

PO045
Secretomic and Proteomic Analysis of Potential Breast Cancer Markers by Two-Dimensional Differential Cel Electrophoresis
Hong-lin Chan

PO046
Biomarker Discovery Strategies for Early Stage Breast Cancer Using LC/MSbased Proteomic Platforms
Mu Wang

PO047
Fascin Mediate Breast Cancer Mefastasis via Regulation of Metastasis-Associated Genes
Chaker Adra

PO048

Profein Changes Induced by N-acetylaminothiazol[ 3, 2-a]benzimidazole-2-carbonitrile, a Synthetic-Small Molecule,
Modulator of the-G2/M-checkpoint with Specific Therapeutic Effect on Breast Cancer Stem Cells
Ayodele Alaiya
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PO049

Detection and Identification of the Potential Protein Biomarkers for Breast Cancer Diagnosis

liping Chung

PO050
Development of SRM Method for Identification of Protein p53 and its Mutations in Breast Cancer Cell Lines
Alena Fuéikové

POO51
Novel Protein Biomarkers and Drug Target Candidates for Triple Negative Breast Cancer
Louise Alldridge

PO052
Validation and Functional Analysis of Tyrosine Phosphorylated Proteins Isolated from Breast Tumour Core Biopsies Associated
with Neoadjuvant Chemotherapy Responsiveness

Louise Alldridge
PO054

Quantitative Measurement of Kinase Profiles in Human Breast Cancer Tissue by Multiple Reaction Monitoring
Ulrike Kusebauch

POO55
Cytokeratin Expression in Breast Cell Lines using Multiple Reaction Monitoring (MRM] Profiling.
Rachael Murray

POO056
Combining Quantitative Profeomics to Identify and Validate Estrogen-Regulated Proteins in Breast Cancer Cells
Maria Pavlou

POO57
Protein Profiling of Breast Cancer Patients Among North Indian Population

Yogeshwer Shukla
POO58

Identification of CRIP1 as a Novel Biomarker for HER2-positive Breast Cancer
Detlev Suckau

POO059

Proteomic Profiling of Cancer Stem Cells Isolated from Glioblastoma and Breast Cancer Cell Lines with Reference to Drug
Resistant Markers

Sudha Warrier

PO060
Two Panels (HIN-1/RASSF1A and RIL/CDH1 3) of Methylation Profiles Correlated to Hormone Receptor Status in Breast Cancers
Yinhua Yu

PO061
ABCBS is Expressed in Normal Breast and Breast Cancer
Chaker Adra

PO062
Identification of Sphingosine Kinase 1 Interacting Proteins via SILAC
Daniel Yagoub
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Theme: Cancer - Carcinoma

PO063

Identification of Amyloid-Protein Precursor and Cystfatin C as the EGFRRegulated Secretory Proteins in Nasopharyngeal
Carcinoma Cells

Yongjun Guan

PO064
Differential Protein Expression Profiling by iTRAQ-TOF-MS,/MS and Laser Capture Microdissection for Purified Human Lung

Squamous Carcinoma and Normal Bronchial Epithelial Tissue
Cui li

PO065

Quantitative Proteomic Analysis of Formalinfixed and Paraffin-embedded Nasopharyngeal Carcinoma with diverse
differentiation degrees

Zhefeng Xiao

Theme: Cancer - Cervical
POO066

A Comparative Proteomic Study of Cervical Cancer Invasion
Diana Jazmin Garay Baquero

Theme: Cancer - Colorectal
PO067

Function Clustering-based Differential Profeomics in Colon Cancer and its Application for the Discovery of Biomarkers
Chen Chen

PO068
Identification and Validation of Prognostic Biomarkers in stage C of Colorectal Cancer
Lucy Jankova

PO069
Proteomic and Mutational Analysis of 18 Colorectal Cancer Cell lines-Derived Secretome for Mining Potential Biomarkers
Suresh Mathivanan

PO070
Plasma Protein Biomarkers for Personalising Colorectal Cancer Chemotherapy
Sarah Randall

POO071

Identification of Plasma Biomarkers Associated with Distant Organ Metastasis of Colorectal Cancer using Cy Dye Labeling
Combined with Multi-Dimensional Fractionation

Ming-Hung Tsai

PO072

Antibody-based Differential Proteomics Discover Different Expressions of Function Clustering Proteins between Colon Normal
and Cancer Samples
Chen Chen
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PO073

Identification of Biomarkers in Colorectal Cancer (pre- & postchemotherapy) by Nucleic Acids Programmable Protein
Microarrays (NAPPA) approaches
Manuel Fuentes

PO074
Sulindac-induced Anoikisvia Apoptosis-dependent Extracellulor Matrix and Cell Surface Proteolysis
David Greening

POO075

Quantitative Proteomic Approaches for the Identification of Key Regulators of the Metastatic Cascade in Colorectal Cancer
Desmoplastic Microenvironment.

George Karagiannis

POO076
Discovery of Candidate Biomarkers for Colorectal Cancer Using Mass Spectrometry-Based Proteomic Analysis of Cell Line
Conditioned Media

George Karagiannis

PO077

A Comprehensive Platform for the Identification of Secreted Markers of Epithelialto-Mesenchymal Transition in Colorectal
Cancer Using Secrefome Analysis

George Karagiannis

PO078
Comparative analysis of hypoxia-dependent colorectal cancer plasma membrane proteome by 2D-DigestlC/MS/MS
Jaeyoon Kim

POO079
Protein Biomarkers for Predicting Colorectal Cancer Spread
Chandra Kirana

PO080
Comparison of Purification Strategies for the Isolation of Exosomes Derived from Human Colorectal Cancer Cell Lines
Bow Tauro

POO081
Search for MetastasisRelated Biomarker Proteins in Colorectal Cancer by Proteomics and Tissue Micro Array Analysis
Takuya Yamashita

PO082
Immunophenotypic Profiling of Colorectal Cancer Cell Surface Proteomes using Antibody Microarrays and Fluorescence Multiplexing
Jerry Zhou

PO083

Application of Proteomics and Gene Expression to Identify Potential Mechanisms of Butyrate-Induced Apopitosis in HT29 and
HCT116 Colorectal Cancer Cell Lines

Kim YC Fung

Theme: Cancer - Gastric
PO084

Screening for Early-Stage Gastric Cancer: Translating Proteomics Research into Clinical Outcomes using Emerging Mass
Spectrometry and Photonics Technologies
Megan Penno
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PO085

Upregulation of Soluble Resistance-Related Calcium-Binding Protein(Sorcin) in Gastric Cancer

Guiying Zhang
PO086

In-depth Analysis of Gastric Cancer Membrane Proteome
Tiannan Guo

Theme: Cancer - Leukemia
PO087

Extensive Cell Surface Profiles to Classify Stable and Progressive Chronic lymphocytic Leukaemias
Pauline Huang

PO088

Identification and Characterization of Differentially Expressed Proteins in Acute Lymphoblastic leukemia Cells in Accordance
with Initial Response to Chemotherapy

Kee Ryeon Kang

PO089
Global Analysis of the Phosphoproteome of Human Blasts as a First Step to Discover Phosphorylation Biomarkers for the
Treatment of Acute Myeloid Leukemia

Andreas Tebbe

PO090

The Lipid Raft Proteome of B-cell Chronic lymphocytic Leukaemia Cells
Munther Alomari

PO091

Proteomics Analysis of Differences Between Imatinib Sensitive and Imatinib Resistant Leukaemia Cell Lines and Changes after
HspQ0 Inhibitor SNX7081 Treatment

Yiping Che

PO092

A Quantitative Mass Spectrometry-Based Proteome Study Identifies Aurora A/multi-Kinase Inhibitor Networks and Pathways
in T-cell Acute Lymphoblastic Leukaemia

Alice len

PO093
Differential Analysis of Vitamin D Treated U937 Myeloid Leukemic Cells
Fiona Durand

Theme: Cancer - Lung
PO094

Infegrative Analysis of Secreted and Membrane Proteomes for Lung Cancer Markers and Cancerrelate Genes Discovery

Lichieh Julie Chu
PO095

Systemic Analysis of Secrefome for Lung Cancer Metastatic Biomarker Discovery

Lichieh Julie Chu
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PO096
Identification of Non-Small Cell Lung Cancer Biomarkers using Mass Spectrometry
Angelo GamezPozo

PO097
Haptoglobin Beta Chain as a Supportive Biomarker for Human Lung Cancer

SungMin Kang
PO098

A Clinical Scale Test of Selected Reaction Monitoring Assay for Non-small Cell Lung Cancer
Yansheng Liu

PO099
Serum Autoantibodies as Tumor Markers for Lung Carcinoma
Samuel Chun lap Lo

PO100
Systems Pathology of Human Lung Adenocarcinomas using Lectin Glycoarrays and Tandem Mass Spectrometry

Michael Roehrl
PO101

Activity-Based Profeomics: Biomarker Identification in Human Lung Adenocarcinoma

Thomas Wied|

PO102
Systematic Exploration the Role of MicroRNA-7 in Lung Cancer
Ying-Che Chang

PO103
Identifying Potential Biomarkers for Malignant Mesothelioma using ITRAQ
lan Dick

PO104
Identification of Lymph Node Metastasis-Related Profeins in Lung Cancer by Antibody Proteomics Technology
Kazuya Nagano

Theme: Cancer - Melanoma
PO105

Comparative Profeomic Analyses of Stage lll Melanoma Metastases with Good and Poor Clinical Outcomes
Kimberley Kaufman

PO106
In Vivo Quantiftative Phospho-Proteomics to Elucidate Skin Cancer Progression
Sara Zanivan

Theme: Cancer - Other
PO107

Onco-Proteogenomics: Toward the Identification of Oncogenic Peptides and Proteins
Mohamed Helmy

PO108
Proteomic Approach to Study Binding Partners of P53 in Raji Cells
Juhura Almazi
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PO109
A Quick Cancer Proteome Validation System by a Fully Automated 2DE-western Blotting Device
Norie Araki

PO110
Proteomic Profiling of Cholangiocarcinoma Cells Effected with Extracellular Environmental Factors

Suthidarak Chaijan

PO111
Biomarkers for Canine Hemangiosarcoma: a Potential Spontaneously Occurring Model of Human Angiosarcoma
Eunju Choi

PO112
Super-SILAC Accurately Determines the Proteome of Archived Tumor Tissues
Tamar Geiger

PO113
Quantitative Proteomics Discloses MET Expression in Mitochondria as a Direct Target of MET Kinase Inhibitor in Cancer Cells
Tiannan Guo

PO114

A Quantitative Proteomic Approach to Identify Key Mediators of Cancer Progression in “Tumor-Host Cell Interaction” Model
Systems

George Karagiannis

PO115
Analysis of Profeome Profiling of Anti-Angiogenic Small Molecule Reveals the Role of Peroxiredoxin 2 in Angiogenesis
Nam Hee Kim

PO116

Quantitative Proteomics Revealed Instant Regulation of Park? in the Mefabolictargeting Anti-cancer Drug DCA Treatment
Xin Li

PO117

Cancer: A Proteomic Disease

Zhefeng Xiao

PO118

Proteomic Analysis of Differential Profein Expression in Human Normal Thyroid Cells Transfected by PPFP

Cui Li

PO119

Proteome Analysis of Human MHCC97H Cells Following Tanshinone A Treatment Using nano-liquid Chromatography
Coupled With Mass Spectrometry

Xiaohui long

PO120

Proteomic Profiling of MDCK Plasma Membranes Reveals VWnt-5a Involvement During Oncogenic H-Ras/ TGF-B-mediated
Epithelial-mesenchymal Transition

Rommel Mathias

PO121
Analysis of Complex Peptide Mixtures Extracted from FFPE Tissue Archives by a Novel LCAMSMSE Strategy

Therese McKenna
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PO122
PROTEOMEX and Cystag-Protein Chip Technology for Cancer Biomarker Discovery
Kazuyuki Nakamura

PO123
Oncosialobiology: the Sialylation and Mefastasis Linker
Giuseppe Palmisano

PO124
Correlation between Protein Regulation and Coordination Sites in the Escherichia coli Profeome after cisplatin-induced Stress.
Maria Stefanopoulou

Theme: Cancer - Ovarian
PO125

Secrefome Analysis of Cell lines Derived from Ovarian Clear Cell Adenocarcinoma, A Highly Malignant Type of Ovarian Cancer
Noriaki Arakawa

PO126
Immunoproteomic Approach toward Biomarker Discovery for Ovarian Cancer
Karina Martin

PO127
New MALDIMass Spectrometry Imaging Procedures to Highlight Potential Profeic and Lipidic Biomarkers in Ovarian Cancer
Céline Meriaux

PO128
Obestatin Promotes Cell Migration in Ovarian Cancer — A Combined In Vitro and Proteomic Approach
Carina Walpole

Theme: Cancer - Pancreatic
PO129

Proteome Analysis of Partfial Pancreatectomy

Jong-Ho Choi

PO130
Discovery of Differentially Secreted Profeins Regulated by Potential Pancreatic Cancer Marker ERO 1L
Ya-Ting Chang

PO131
Characterisation of Kinase Signaling Networks in Pancreatic Cancer by Phosphoproteomics.

Emily Stoddart

Theme: Cancer - Prostate
PO132

Proteomic Analysis of Exosomes Derived from Prostate Cancer Cell Lines
Elham Hosseini-Beheshti

PO133
A Rapid Method for Biomarker Evaluation & Validation: Application to a Marker for Prostate Cancer
WenKui Lan
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PO134
Defection of Glycoprotein Membrane metallo-endopeptidase in Prostate Cancer Tissues Using Glycoproteomic and

Clycomic Analyses
Yan Li

PO135
Identification of Pofential Biomarkers for Prostate Cancer in Tears and Serum Using Proteomic Approaches
Jingjing You

PO136
Characterization of Signaling Pathways Associated with Docetaxel Resistance in Prostate Cancer
Brian lee

PO137
Mass-Spectrometry-Based Plasma Profeome Barcode to Discriminate the Prostate Cancer Samples
Sergei Moshkovskii

PO138
Identification of a Cell Surface Prostate Cancer Biomarker

Brad Walsh
PO139

Prostate Cancer Exosome Isolation and Differential Protein Expression Could Play a Key Role in the Search for Biomarkers
Robert Speirs

Theme: Cancer - Sarcoma
PO140

Early Diagnosis of Osfeosarcoma by Identification of Novel Serological Markers as Circulating Natural IgM Antibodies
Against Angiogenin and Triiodothyronine.
Yulia Anatolevna Savitskaya

PO141
Differential Proteome Analysis of Ewing Sarcoma Cell lines
Florian Weiland

Theme: Cancer - Testicular
PO142

Predicting Vaccine Responses in Clinical Trials using Cancer-Testis Anfigen Microarrays
Jonathan Blackburn

Theme: Biomarkers
PO143

Support Vector Machine in Lucid Proteomics Software Increases the Predictive Power of Biomarkers
Victoria Hall

PO144
PanelComposer: Stafistical Platform for Composing Multi-Protein Biomarker
SeulKi Jeong

86



ﬁ

PO145

Efficiently Generating Multi-biomarker ROC Curves to Identify Significant Multi-biomarkers
Amol Prakash

PO146
A Novel Paradigm for Cancer Diagnosis

Arie Admon

PO147
A Novel Nanoparticle-Coupled MALDITOF Approach for High Throughput Low Molecular Weight Biomarker Enrichment,
Isolation, Preservation and Discovery

Brian Feild
PO148

Characterization of the Human Gastric Fluid Profeome and its Potential Application for Biomarker Discovery
Siok Yuen Kam

PO149
Implementation of a New Cancer Profein Biomarker Development Pipeline - NCl's Clinical Proteomic Technologies for Cancer
Christopher Kinsinger

PO150
Finding Protein Biomarkers for Human Diefary Infake of Elaidic Acid
Toke Krogager

PO151

Discovery and Validation of Highly Specific Protein Markers for the Identification of Biological Stains: Adapting Comparative
Proteomics to Forensics

Kevin legg

PO152

Detection of Conformational changes in Plasma Apolipoprotein B: A Novel Method to Improve the Diagnositic Utility of a
Cardiovascular Biomarker

Joseph Macri

PO153
Supersensitive MUSTag Technology: Diagnostic Applications for Multiplex Detection of Protein Biomarkers
Futoshi Shibasaki

PO154
Marks and Markers from Assault - Proteomics in New Zealand Forensic Science
Joanne Simons

PO155
Incorporation of a New Class of Dye Based Affinity Baits in Sieving Hydrogel Nanoparticles Overcome Roadblocks o
Cancer Biomarker Discovery

Brian Feild
PO156

Multiplex Oligonucleotide-linked Immunosorbent Assay for the Simultaneous Detection of Cancer Markers

Ki-Cheol Han

PO157
Towards The Identification of Potential Biomarkers for CML: A Proteome Study in Human K-62 Cell Line
Lakshminarayan Reddy Teegala
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PO158
Identification of Azurocidin as a Potential Periodontitis Biomarker by the Proteomics Analysis Of Gingival Crevicular Fluid
Young Jin Choi

PO159
Discovering Cytome Biomarkers of Alzheimer's Disease Risk in Isolated Buccal Cells Using Laser Scanning Cytometry
Maxime Francois

PO160
Biomarker panel discovery for early detection of colorectal cancer (CRC) in blood samples
Kim YC Fung

Theme: Biomarkers - Toxicology

PO161
Toxicological Biomarkers from Raf Exposed to Di-2-ethylhexyl Phthalate
Min lee

PO162
Toxicological Biomarkers from Rat Exposed to Benzyl Butyl Phthalate
Ji-Youn Lim

PO163
Proteomic Analysis of the Secondary Molecular Response Associated to the Scorpion Toxin Cn2 In Excitable Cells.
Maria Martha Pedraza-Escalona

Theme: Plasma Proteomics

PO164
Plasma Protein from Rat Exposed to Di-2-ethylhexyl Phthalate
Min lee

PO165
Age-Related Differences in the Human Plasma Profeome
Vera Ignjatovic

PO166
Development of High-Yield Peptide-Extraction Method for the Discovery of Subnanomolar Biomarkers from Small Serum Samples
Yusuke Kawashima

PO167
Critical Importance of Ambient Temperature Prior fo Plasma Separation from Blood in the Quest of Biomarker Discovery
Regent lee

PO168
Plasma Biomarkers in Plasma of Chronic Obstructive Pulmonary Disease
Salim Merali

PO169
New Strategies for the Evaluation of High-Resolution Serum Peptide Profiles from Duchenne Muscular Dystrophy Patients
Vishna Devi Nadarajah

PO170
Analytical Validation and Evaluation of Sandwich Enzyme Llinked Immunosorbent Assay for FIC5.9 in Serum
Kenta Noda
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PO171

Assessing Mulfiple Micronutrient Deficiencies in Undernourished Populations through the Plasma Nutriproteome
Ingo Ruczinski

ﬁ
PO172

Peptide IPG-EF Characterization of the Human Plasma Proteome following Deep Serial High Abundance Protein Immunodepletion
Sock Hwee Tan

PO173

Proteomical Defection of Altered Fibrinogen Molecules in Plasmas of Patients with Hereditary Dysfibrinogenemias and
Hypofibrinogenemias

Roman Kotlin

PO174
Cold Temperature Stimulated Plasma Proteins in Rats
Xiaohang Zhao

PO175
Reproducible and Efficient Depletion of Albumin & IgG from Human Plasma using New Prepacked Columns
Susanna Lindman

PO176
Does High Abundance Protein Depletion Enhance Cytokine, Chemokine and Growth Factor Defection in Human Plasma

using a Multiplex Immuno-Detection System?
Vidya Nelaturi

PO177
Quantitative Analysis of Plasma Samples, using Ludesi REDFIN Software, after Enrichment using ProteoMiner Technology
Aran Paulus

PO178
Cleavage Site Identification for the Ectodomain Shedding of Angiotensin-converting Enzyme-2 Mediated by ADAM17
Zon lai

PO179
Flucidation of Changes in Human Saliva Protein Profiles during Resting and Stimulated States
Amanda Nouwens

PO180
Peptide Enrichment and Quantitative Profiling to Facilitate Marker Discovery in Plasma
Valerie Wasinger Sponsored by

Theme: Antibodies

PO181
N-Glycosylation of Anfibodies Characterized by Mass Spectrometry — an Integrated Software Approach
Ulrike Schweigner-Hufnagel

PO182
Application of Electrophoresis and LCMS Technology in Comprehensive Analysis of Monoclonal Antibodies
Ravindra Gudihal

PO183

Optimization of Sample Preparation & Mass Spectrometric Analysis for the Rapid Proteomic De Novo Sequencing of
Monoclonal Antibodies

Jennie Lill
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PO184
Peptide Epitope Mapping of HPR Antibodies

Hansjuergen Thiesen

PO185
Towards 100% Sequence Coverage in Protein QC: In-depth Sequence Characterization of monoclonal Antibodies
Stuart Pengelly

PO186
Userfriendly Web Inferface to Interrogate the Profeinatlas Database
Hansjuergen Thiesen

PO187
The Use Of VERIFY Tagged Anfigens™ As Positive Controls in Western Blot Antibody Validation.
Caijsa Algends

PO188
Epitope Mapping of HPA antibodies
Barbara Hijelm

PO189
High Throughput Robotic Production of Monoclonal Antibodies from Protein and Peptide Determinants
Daniel Layton

PO190
Engineering Bispecificity into a Single Albumin-binding Domain Aimed for Drug Targeting and In Vivo Half-ife Extension
Johan Nilvebrant

PO191
High Throughput Epitope Mapping of Antibodies using Cell Surface Display
Johan Rockberg

PO192
High capacity smallscale antibody purification using magnetic beads
Ulf Hellberg

PO193
Differential Proteome Analysis of the Chicken Bursa of Fabricius at Different Developmental Stages
Julia Korte

Theme: Protein Arrays

PO194
Identifying Novel CopperRegulated Signaling Processes With Antibody Microarrays
Anthony White

PO195
Design And Fabrication of Planar Anfibody Nanoarrays using Dip Pen Nanolitography
Christer Wingren

PO196
Rapid Profiling of Signaling Pathways in Melanoma Cell Lines by Reverse Phase Protein Arrays
Kian-Chung lee
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PO197
Miniaturized and High Sensitivity Profein Defection Assays using High Density Multiplex Nanoarrays
Nabil Amro

PO198

Development of a Novel P450 Protein Microarray Platform to Assess Polymorphic Effects on Drug Metabolism and Adverse
Drug Reactions

Jonathan Blackburn

PO199

Multiple Applications of Reverse Phase Arrays
Daniel Clutter

PO200
AFM Measuring of Activity and Elasticity of Single Enzyme Molecules
Yurii lvanov

PO201
Characterisation of Autoimmune Antibodies of Parkinson's Disease Patients by Protein Arrays
Caroline May

PO202
Improvement of the Immune Fluorescence Detection in Protfein Arroy—Bosed Experiments

Caroline May
PO203

A Next Generation Plasma Proteome Profiling Bead Array
Jochen Schwenk

PO204
A Novel Design of Protein Arrays for Quantitative Multiplexed Clinical Assays
Zhen Zhang

PO205

Biomarker Discovery Via Monoclonal Antibody Proteomics: Microarray Profiling With Mab Libraries Generated Against The
Natural Plasma Proteome

Istvan Kurucz

PO206
Plasma Protein Profiling of Different B-Cell Lymphoma with Complex Antibody Microarrays
Christoph Schréder

Theme: Separations Technology
PO207

Fixing Proteomics Initiative — Healing the Achilles Heel In 2 Dimensional Gel Based Proteomics
Kumar Bala

PO208
High Sensitivity In-gel Profein Defection using Coomassie Blue as a NearIR Dye.
Jens Coorssen

PO209
High Resolution Separation of Membrane Protein Complexes using Standardized, Horizontal 2D BN-SDS-PAGE

Duncan Veal
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PO210

Small-Scale Purification of Histidine-Tagged Recombinant Proteins using Magnetic Beads

UIf Hellberg
PO211

Increased Process Understanding through Characterization of Hostcell Protein Patterns
lena Jonsson

PO212
Proteome Expression Database of the Agarose 2-DE for High-MolecularMass Proteins (>100kDal
Masamichi Oh-shi

PO212a

A Proteomic Rescue Mission: Size, Charge and Affinity Fractionation Schemes for Hemolyzed Sera from a Neonatal Repository
Pier Giorgio Righetti

PO213

New Application of Two Dimensional Electrophoresis (2-DE): Identifying Location of Proteins within the 2-DE Profiles without
the use Mass Spectrometry

Jaya Vejayan
PO214

Development and Evaluation of a Fully Automated Two-dimensional Electrophoresis and Electroblotting System

Hideki Kinoshita
PO215

Automated Purification of Dual-Tagged Profeins

Anne-Marie Modin

PO216
Rapid Method Development for Native Protein Purification
Anne-Marie Modin

PO217
Protein Exiraction for 2-D Gel Electrophoresis: Optimization Studies in Yeast
Bhima B

PO218
Comparative Protein Profiles of Tissue Proteins Using ProtfeoMiner Hexapeptide Library
Kumar Bala

PO219
Quantitative Protein and DNA Imaging; a Comparative Study of Imagers, Labels and Stains
Susanne Grimsby

PO220
Investigation info the Peptide Selectivity of Turboflow Columns
Taha Rezai

PO221
Low Abundant Proteins Enrichment with ProteoMiner™ Followed by Quick Sample Cleanup with P6 for 2D Analysis
Chenglun Sun

PO222

Capture Compound Mass Spectrometry is a Novel Tool for Functional Protein Isolation and Reduction of Profeome Complexity
Erik Duelsner
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Attendance at the following meetings is by invitation only.

Sunday 19 September

Time

0730 - 1000
1000 - 1200
1230 - 1700

Monday 20 September
0730 - 0930
1230 - 1400
1730 - 1900
1930 -2130

Tuesday 21 September
0730 -0930
0730 - 0200
1100 - 1300
1530 - 1630
1630 - 1800

Meeting

HUPO EC Meeting
HPP Launch Meeting
HUPO Council Meeting

Stem Cell Initiative

Nomination and Election Committee
HAI Initiative

HLPP Initiative

HUPO IAB Members
Initiative Committee Meeting
Plasma Initiative

CNHUPO

Brain Initiative

Wednesday 22 September

0730 - 0900
1230- 1330
1230 - 1430
1430 - 1730

Thursday 23 September

1500 - 1630
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Membership Committee
Workshop on model organism proteomes
Regional/local/national Societies

AOHUPO

HUPO General Assembly

Room
Bayside 108, level 1
Bayside Aud B, Llevel 1

Bayside Terrace, level 2

Bayside 108, Level 1
Bayside 108, Level 1
Bayside 108, Level 1
Bayside 108, Level 1

Novotel Darling Harbour
Bayside 108, Level 1
Bayside 108, Level 1
Bayside 108, Level 1
Bayside 108, level 1

Bayside 108, level 1
Bayside 108, level 1
Novotel Darling Harbour
Bayside 108, level 1

Bayside Auditorium B, level 1



SOCIAL

Opening Ceremony and Welcome
Reception

Sunday 19 September 2010

Rooms: Bayside Auditorium B, level 1, followed by the
Reception in Hall 5, Ground Floor

lime:

Ceremony 1730 — 1845

Doors open at 1700 for 1730 prompt start

Reception 1900 — 2100

You'll be disappointed if you miss the Opening Ceremony.
The exciting program reflects Indigenous Australian culture
and combines formality with theatre. A plenary lecture from
Dr Leroy Hood will begin the scientific program for the
Congress.

Following the ceremony, meet up with your colleagues in the
Exhibition (Hall 5) for networking opportunities amongst the
exhibition stands, as you relax over drinks and canapés.

Admission to the HUPO Welcome Reception is included for
all full delegates and registered accompanying people.
Additional tickets for this event can be purchased for

AUD82.50 at the Registration Desk (Parkside Promenade,

ground floor).

Additional fickets are available from the Registration Desk,
Parkside Promenade: AUD82.50

“Young Guns” Early Career Researcher

Tuesday 21 September 2010
Room: Bayside Auditorium B, level 1
lime: 1630 — 1800

Agilent Technologies

In an effort to recognise the outstanding quality of research
undertaken by HUPO early career researchers, a new
HUPO Congress event has been launched this year. Six (6)
selected "Young Guns” finalists will present 12 minute oral
presentations (with 5 minufes of questions from floor) based
upon abstracts received from all Early Career Researchers.
Each "Young Gun” will receive an award plague
recognizing their research achievement. Admission fo view
the “Young Guns” Symposium session is included for all
fully registered delegates.

Exhibition Wine and Cheese
Spectacular

Tuesday 21 September 2010
Room: Exhibition Hall 5
Time: 1800 - 2000

Don't miss out on an infegral feature of the social and
scientific program at HUPO 2010. Enjoy Australian wines,
cheeses and hospitality whilst exploring the poster
presentations and interacting with the array of exhibifors.
Inclusive for Full Delegates, Registered Students and
Registered Accompanying Persons

Additional tickets are available from the Registration Desk,

Parkside Promenade: AUD66.00

Congress Gala Cruise

Wednesday 22 September 2010

Venve: Cruise along Sydney Harbour

Time: 1800 - 2200

Meeting point: Ground Floor Bayside Foyer

Delegates will walk to King Street Wharfs 6, 7, 8 and @
for departure at 1830

Sure to be the social highlight of the HUPO2010 Congress
Social Program is the Congress Gala Cruise which will see
delegates and their guests cruising stunning Sydney
Harbour around sunset. Superb entertainment, award
winning local Australian cuisine and a selection of elegant
world famous Australian wines will be combined with
stunning panoramic backdrop of the Sydney Opera House,
Harbour Bridge, Luna Park, Circular Quay, Fort Denison
and other fabulous Sydney icons. Inclusive for Full
Delegates, Registered Accompanying Persons.

Additional tickets are available from the Registration Desk,
Parkside Promenade until Monday lunchtime: AUD182.50

Proteomics Idol

Thursday 23 September 2010
Room: Bayside Auditorium B, level 1
Time: 1330 — 1500

v

UNVERSITY
In a new HUPO Congress event, finalists in the Student
Poster Awards Competition will compete for prizes in
"Proteomics Idol.” The best 10 posters selected from the
Student posters will be given the opportunity to present
short orals [max 3 slides, 5 mins) about the impact of their
data in a session fo be held in the Bayside Auditorium B.
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presentations will be followed by a discussion with @
prestigious panel of Profeomics Idol judges. Both judges
and audience will then vote to decide who becomes the

2010 HUPO Proteomics Idol.”

Admission to view the Proteomics Idol session is included

for all full registered delegates and should be a lot of fun.

Congress Closing Ceremony

Thursday 23 September 2010
Room: Bayside Auditorium B, level 1
Time: 1800 - 1900

See HUPO 2010 to fruition at the Closing Ceremony.

Inclusive for Full Delegates, Registered Students and
Registered Accompanying Persons

Optional Activities

Please note, all activities will depart from the Bayside
Foyer, Ground Floor, unless indicated by the travel
coordinator entrance of the Sydney Convention and
Exhibition Centre. Details on each optional tour can be
found at the Registration Desk. See Congress Secretariat
staff for more information.

Day Tours

® The Bridge Climb

e Sydney Opera House Backstage Tour

® Harley Davidson — Sydney Sights & Bondi
® Blue Mountains

® Good Morning Taronga Zoo

e Hunter Valley Wine Taster
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Fine dining restaurants

The Committee recommends the following list of restaurants
fo satisfy any appetite during your stay in Sydney. Please
contact the restaurants directly for bookings.

HUPO2010 Co-chairs “Boomerang”
Restaurants - you’ll want to go back there

Doyles (Watsons Bay)

www.doyles.com.au

Australia’s first seafood restaurant — opened 1885 — family
owned and operated for over 5 generations — both indoor
and outdoor dining located on the foreshore of VWatsons
Bay overlooking the magnificent panorama of Sydney
Harbour — internationally famous Mecca for Sydneysiders
and tourists alike — stunning range of fresh seafood for lunch
and dinner, 7 days a week. Best at sunset in September. Try
Ocean King Prawns in the bar area then eat your mains
and deserts later in the beachside restaurant.

1'1 Marine Parade, Watson’s Bay, Sydney

Ph: (02) 9337 200/ (02) 9337 200/

Email: beach@doyles.com.au

Open 7 days, Lunch 12pm — 3pm, Dinner 6pm-9pm

Go there by ferry (up until 6.15pm), water taxi or road faxi

Spice | Am

www.spiceiam.com

Excellent value BYO “hole in the wall” for students and
adventurous groups alike = noisy fun spicy original Puker-
style Thai — featured on the Oprah show — one in a million
Thai food experience outside Thailand — ask for the

HUPO2010 specials and discount |
Q0 Wentworth Ave. Surry Hills Sydney 2010 [near Central

railway station)

Trading Hours: Tuesday — Sunday Lunch: 11:30 AM -
3:30 PM Dinner: 6:00 PM = 10:00 PM

No bookings

Captain Torres
www.longrain.com

Excellent value noisy and fun Spanish tapas and paella bar
licensed and BYO

73 liverpool St Sydney, NSW 2000

Tel: (02) 9264-5574 (02) 9264-5574

Email: kashunholdings@yahoo.com.au (Bookings via email
are only accepted Monday — Thursday, depending on



availability. We do not accept bookings for the weekends

via email = Please call the restaurant directly.)

Harbour kitchen bar: Park Hyatt
harbourkitchen.com.au

World's most sensational view of the Sydney Opera House
along with good food. Cafe section (moderately priced) as

well as more expensive but still well-priced restaurant.
Modern Australian cuisine.

In Circular Quay / Rocks precinct.
Doorae Korean BBQ Restaurant

209 Clarence St Sydney NSW 2000
(02) 9290 1004

Excellent Korean and Korean BBQ, 7 or 8 minutes walk
from Darling Harbour. Very reasonably priced.
Sepia Restaurant

www. sepiarestaurant.com.au

Bit of a splurge. Very highly reviewed restourant, French
inspired. Outstanding wine list. Degusfation restaurant if
you're feeling flush.

In Darling Harbour precinct.
Wharf Restaurant
www.wharfrestaurant.com.au

In a historic large wharf, with great views across to the
harbour bridge and North Sydney. Great modern

Australian food in an unusual setting. Moderately priced.

In Hickson Bay theatre precinct.

Redoak Beer Cafe

www.redoak.com.au

Designer Australian beer from their own microbrewery and
high class pubstyle food. Very popular. Reasonably priced.

10 minutes from Darling Harbour.
Emperors Garden
www.emperorsgarden.com.au

Situated in the heart of Sydney's Chinatown this restaurant
is well frequented by Sydney’s local Chinese community. [t

is the place to go for authentic Yum Cha and Peking Duck.

Don't be scared to try the chicken feet!!

96-100 Hay St, Haymarket, Sydney, 2000
Ph: (02) 9211 2135

1d

Fax (02) @123 456/
Open daily 8am-1am; licensed, BYO, Corkage $3

person

Bayside Lounge
www.scec.com.qu

With a spectacular alfresco dining area overlooking
Darling Harbour and the city skyline, the Bayside Lounge is
the perfect place fo recharge over a quiet coffee, have a
great lunch, catch up on emails and the latest news, or
simply escape from a busy day.

Sydney Convention and Exhibition Centre
To book your table phone 02 9282 5916 or email

baysidelounge@scec.com.au

Accompanying Persons Program

® Enfrance fo Exhibition in Hall 5, 20-23 September
2010

® Enfrance fo the Opening Ceremony Sunday
19 September 2010

* Welcome Reception in Exhibition Hall Sunday
19 September 2010*

® Exhibition Wine and Cheese Spectacular Tuesday
21 September 2010

 Congress Gala Cruise Wednesday
22 September 2010

e Sight Seeing Cruise on Sydney Harbour Tuesday
21 September 2010

e Congress safchel

e Congress material
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GENERAL

Accommodation
5 Star Hotels

Sydney Harbour Marriott Circular Quay
Phone (+61 2) 9259 7000 e Fax (+61 2) 9251 1122

Star City
Phone (+61 2) 9777 9000

4 Star Hotels

Novotel on Darling Harbour

Phone (+ 61 2) 9934 0000 @ Fax (+ 61 2] 9934 0099

Crowne Plaza Darling Harbou
Phone (+ 61 2) 9261 1188 @ Fax (+ 61 2) 9261 8766

Four Points by Sheraton
Phone (+ 61 2) 9290 4000 o Fax (+ 61 2) 9290 4040

3 Star Hotels

Hotel Ibis Darling Harbour
Phone [+ 61 2) 9563 0888 o Fax [+ 61 2) 9999 4332

Apartments

Grand Mercure
Phone (+ 61 2) 9563 6666 @ Fax (+ 61 2) 9563 6699

Oaks Goldsbrough
Phone (+61 2) 9518 5166 o Fax (+61 2) 9518 5177

Catering

Banks & Automatic Teller Machines
(ATM)

Banks in Australia are open from 0930 fo 1600 Monday
to Thursday and 0930 to 1700 on Fridays (individual
branch opening times may vary). Banks are closed all day
Saturday and Sunday. Exchange facilities are available at
the airport and most major hotels. Automatic teller (ATMs)
facilities are available at a wide variety of outlets.

There is an ATM located in the foyer of Hall 3 af the
Convention Centre, which takes the majority of cards.
Please see the information desk if you require information
on the locations of Banks. There are also ATM's in the
Harbourside Shopping Centre adjacent to the Convention
Centre.

Business Centre

The Sydney Convention and Exhibition Centre's Business
Centre is located on the Bayside Ground Floor. The Centre
provides faxing, photocopying, printing, binding and
secretarial services.

Chair people

Please ensure that you are available to meet those speaking
in your presentation room at least 15 minutes before the
start of the session. More defails will be in your envelope.

Catering will be available during the meeting and is included in the registration fee. Please refer to the table below for the

location and times. Please note that our generous sponsors will also run Industry Workshops in some break times that may

be catered also.

Sunday Monday Tuesday Wednesday  Thursday
Breakfast At delegates” own expense
Morning Tea level 1 Foyer Exhibition Area,  Exhibition Area,  Exhibition Area,  Exhibition Area,
Area Hall 5 Hall 5 Hall 5 Hall 5
1030 - 1100 1030 - 1100 1030 - 1100 1030 - 1100 1030- 1100
Lunch At delegates’ Exhibition Area,  Exhibition Area,  Exhibition Area, At delegates’
own expense Hall 5 Hall 5 Hall 5 own expense
1230 - 1330 1230- 1330 1230- 1330 1230- 1330 1230- 1330

Afternoon Tea
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level 1 Foyer Area

1500 - 1530

Exhibition Areaq,
Hall 5
1500 - 1630

Exhibition Area,
Hall 5
1500 - 1630

Exhibition Areaq,
Hall 5
1500 - 1630

Exhibition Area,
Hall 5
1500 - 1630



Industry Workshop Schedule

Room Monday
Morning Workshop  Bayside Callery
0730-0845
Lunch Workshop Bayside Gallery AB SCIEX
1230-1330
Auditorium A Waters Pty Lid
Audlitorium B
Evening Workshop Bayside Gallery
1800-1930
Concierge

The Sydney Convention and Exhibition Centre Concierge is
located on the Bayside Ground Floor. This area can also
be used as a cloak room.

Disclaimer

The meeting committee reserves the right to change the
meeting program at any time without notice. Please note
this program is correct at time of print.

Dress Code

For the Opening Ceremony and Welcome Reception, we
recommend business wear, lounge suit or cocktail dress.
For the Congress Gala Cruise, the dress code is Cocktail.
Dress for a party! For Scientific Sessions, smart casual with
comfortable shoes is recommended.

Duplication / Recording

Unauthorised photography, audiotaping, video recording,
digital taping or any other form of duplication is strictly
prohibited in the sessions and poster areas.

Electricity

The electrical supply is 240 volts, 50Hz. The connection
for appliances is a flat 3-pin plug of unique design. Most
hotels provide 110 volt outlets for shavers.

BioRad Laboratories

Tuesday

Wednesday

Beckman Coulter

Bruker Biosciences Thermo Fisher

Scientific

GE Healthcare
Life Sciences

Thermo Fisher
Scientific

Agilent Technologies

Exhibition Area
The exhibition is located Hall 5, Ground Floor.

Exhibition opening times:

Sunday 19 September 1830 -2100
Monday 20 September 0900 - 1800
Tuesday 21 September 0900 - 2000

Wednesday 22 September 0900 — 1800
Thursday 23 September 0900 - 1630

HUPO Organisation room
The HUPO Organisation room is located in Bayside 108

on Bayside level 1.

Future Meetings

You are invited fo visit the booth promoting the next HUPO
2011 to take place in Geneva, Switzerland in the

Exhibition in Hall 5.
AB SCIEX Internet Café

Sponsored by .AB SCIEX

AB SCIEX has provided an internet café in the Exhibition
Hall for delegates’ use. It will be accessible during
Exhibition opening hours.

Internet Café Access Hours

Sunday 19 September 1830-2100
Monday 20 September 0900 - 1800
Tuesday 21 September 0900 - 2000

Wednesday 22 September 0900 — 1800
Thursday 23 September 0900 - 1630
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Wireless internet will also be available in the Exhibition,
and is sponsored by AB SCIEX

Wireless Network Name: HUPO

User ID: hupo2010

Password: proteomics

Meeting Message Board

The Message Board will be located adjacent to the
Registration Desk. If you have a message for a fellow
delegate please hand it in fo the desk and your message
will be placed on the message board.

Mobile Phones

Australia operates on a digital network. Mobile phones can
be readily hired at Sydney Airport.

Delegates are asked to switch off their mobile phones and
pages when in sessions.

Name Badges and lanyards
Sponsored by Thermo

SCIENTIFIC

The Sydney Convention Centre and Exhibition Centre is
open fo public access. For security purposes, delegates,
speakers, accompanying people and exhibitors are asked
fo wear their name badges to the scientific sessions and
social functions.

Entrance into sessions is restricted to registered delegates
only. Enfrance fo the Exhibition will be limited to badge
holders only. If you misplace your name badge, please go
fo the Registration Desk to organise a replacement.

Parking

The Exhibition Centre car park is conveniently located off
Darling Drive, undemeath the Cenfre’s five exhibition halls.
The car park has direct access to the venue and the many
affractions and facilities available in Darling Harbour.

Car park opening hours:

Monday to Thursday 0600 - 0100 the next day
Friday Open from 0600 (24 hours)
Saturday Open 24 hours

Sunday Closes at Tam Monday morning
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Rates:

Day Rates for all vehicles are:
0-1 hours = $8.00

1-2 hours = $16.00

2-3 hours = $22.00

3-4 hours = $26.00

4+ hours = $28.00

Evening Rates for all vehicles are:
O-1 hours = $7.00

1-2 hours = $13.00

2+ hours = $18.00

Evening Rates apply for entry after 5pm and exit before
Qam the following day.

Automatic pay stations are located throughout the car park,
with a central pay station in the area under Hall 5. Payment
is made at these stations prior to exiting the car park.
Prepayment is also available. Please note that the ceiling
height of the Exhibition Cenfre car park is 1.8 metres. For
any enquiries please telephone +61 2 9282 5000.

Poster Sessions

Posters will be displayed for the duration of the posfer
session. Poster presenters have been scheduled to be by
their poster according to the program times.

Program

Every endeavour has been made to produce an accurate
program. If you prefer to use the online version, see:
http://hupo2010.com. A CD ROM containing all
abstracts has been provided in the delegate satchel.

Registration and Exhibition Desk

The registration desk is located on the Parkside Promenade,

Ground Floor.

The Desk will be opening during the following times:

Sunday 19 September 0800 - 1700
Monday 20 September 0730 - 1800
Tuesday 21 September 0730 -1800

Wednesday 22 September 0730 — 1800
Thursday 23 September 0730 - 1800
The telephone number af the registration desk is: 9282 5403



Satchel

Please present your registration envelope af the satchel
counter to pick up your safchel.

Scientific Sessions

Education and Training Day will take place in the Bayside
Callery on level 1T on Sunday 19 September.

Scientific sessions will take place as part of the main
program commencing Monday 20 September 2010. The
breakout rooms in use are Bayside Aud A, Bayside Aud B,
Bayside Gallery and Bayside 103. Plenary sessions will
take place in Bayside Aud B.

Shopping

Shops open from 0900 to 1730 during the week with late
night shopping on Thursdays to 2100. On Saturdays and
Sunday most shops are open between 0900 and 1600.
Sydney is considered an excellent duty-free port for
fravelers.

Smoking

Smoking is not permitted in or outside the session rooms or
in the Exhibition.

Speaker Preparation Room

Please ensure that you have visited the Speaker Preparation
Room to confirm your audiovisual requirements at least
three hours prior to the start of your session. However, it is
recommended speakers register with the Speaker
Preparation Room the day before their presentation. The
Speaker Preparation Room is located in Bayside 107 on
level 1 of the Convention Centre.

The Room will be opening during the following times:

Sunday 19 September 0800 - 1700
Monday 20 September 0730~ 1800
Tuesday 21 September 0730 - 1800

Wednesday 22 September 0730 — 1800
Thursday 23 September 0730-1700

The telephone number for the Speaker Preparation Room is:

9282 6170

Special Dietary Requirements

If you have advised the meeting secretariat of special dietary
requirements, please speak fo a member of the Sydney
Convention and Exhibition sfaff at lunchtime, or at any of the
evening functions that you may be attending. The catering stoff
will have a full list of delegates with special diefary requirements.

Taxes
A Goods and Services Tax (GST) of 10% applies fo all

consumer goods and is included in refail prices.
See http:/ /www.customs.gov.au/site/page4646.asp for
information on the Tourist Tax Refund Scheme.

Tipping

Tipping is not the general custom in Australia and service
charges are not added to accounts by hotels and restaurants.
However, you may tip hotel porters and food and drink
waiters in restaurants (up to 10% of the bill) for special
service. At any time, fipping is your choice.

Tours Desk

The Tours Desk, located as part of the registration area, will
be open af the same fimes as the Registration Desk. The sfaff
at the Tours Desk will be happy to assist with any queries
about Sydney or Australia and will be selling tickets to day
fours and post meeting tours. The telephone number for the

tours desk is: 9282 5403.

Transport

Sydney’s public transport network allows easy travel around the
city. Considerable savings on buses and harbour ferries can be
obtained with the State Transit Travel pass. Taxis can either be
booked by telephone or hailed from the street or from taxi rank
at the enfrance of the Convention Centre (see map).

There are frequent monorail and light rail services linking Darling
Harbour with the city and a regular ferry service (15 minutes
each trip) between Darling Harbour and Circular Quay.
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SPONSOR

Diamond Sponsor

AB SCIEX AB SCIEX
AB SCIEX is the global leader in the development of life
science analytical fechnologies that help answer complex
scientific challenges. AB SCIEX provides instrumentation,
software and services that are used in a number of critical life
science applications, including protein biomarker research,
disease studies, drug discovery and development. AB SCIEX
is uniquely positioned to continue ifs global leadership in the
mass spectrometry market, building on a more than 20-year
history of innovation. We welcome all delegates to Sydney
HUPO 2010 please see us at Stand 27 or the Infernet Cafe
at the Sydney Convention & Exhibition Centre.

Platinum Sponsors

Agilent Technologies Agilent Technologies

Agilent recognizes the next generation of scientists is key fo
furthering proteomics research. In addition to sponsoring
the “Young Guns" early career session Agilent will host a
special "Meeting of the Minds” event providing early
career scientists the opportunity to meet and mix with
today’s profeomics leaders. At the booth see the NEW
friple quadrupole LCMS and Infinity HPLC on display.

Beckman Coulter - Supercharge ~
Your Protein Analysis COULTER

We're better together

Discover Beckman Coulter’s novel sheathless CEMS
inferface at our Wednesday Technology Breakfast
Workshop. This represents a bioanalytical breakthrough,
especially in phosphorylated and/or heavily sialylated or
glycosylated peptide analysis. Also, come and explore the
new PA80OOplus which provides researchers with robust
automated solutions for protein purity, charge isoform
distribution, and glycan analysis.

Bio-Rad Laboratories Pty Ltd

Research is a collaborative process. Join BioRad for our
lunchtime workshop Monday, September 20 featuring Dr.
Brian Fonslow (Scripps Institute) and Dr. Stefan Lehr
(German Diabetes Center). BioRad Laboratories is a
multinational manufacturer and distributor of life science
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and clinical diagnostic products. With headquarters in
Hercules, California and facilities in all major countries
worldwide, Bio-Rad has a global support and service
network serving our custfomers needs af the center of
research for over 50 years. To learn more contact us
Www.expressionprofeomics.com.

Thermo

SCIENTIFIC

Thermo Fisher Scientific

Thermo Scientific, part of Thermo Fisher Scientific Inc., the
world leader in analytical instrumentation, develops
integrated solutions to help solve the analytical challenges
in profeomics. Thermo Scientific solutions leverage the
unmatched performance, speed, sensitivity and accuracy of
their marketleading Orbitrap, ion trap and friple
quadrupole mass spectrometers for definitive quantitation of
protein mixtures. www.thermoscientific.com

Gold Sponsors

B%ﬂ
L

Celebrating 50 years of innovation, Bruker confinues to

Bruker

advance fechnologies for Proteomics. Visit us at booth # 1
fo view our latest innovations.

GE Healthcare Life Sciences

GE Healthcare Life Sciences products and

professional services help scientists and researchers deliver
breakthroughs in drug discovery, biopharmaceutical
manufacturing, offering the latest in cellular technologies.

Waters

ENCE OF WHAT'S POSSIBLE.

Waters Pty Lid

Waters products are used by pharmaceutical, life science,
biochemical, industrial, academic and government
organizations working in research and development,
quality assurance.

Waters UPLC, HPLC and MS instruments are used in a
broad range of industries to measure the chemical, physical
and biological composition of materials.



EXHIBITOR

Abcam / Sapphire Bioscience
Booth Number: 15

Contact Name: Sue Goodman

Contact Address: 126 Cope Street, Waterloo, NSW
201/, AUSTRALIA

Tel: +61 2 9698 2022

Fax: +61 2 9698 1022

Email: sales@sapphirebioscience.com and
nz.sales@sapphirebioscience.com

Web: www.abcam.com and
www.sapphirebioscience.com

Profile: Abcam has over 62,000 antibodies, kits and
reagents. Our catalogue is fully web-based, complete with
technical data and our unique Abreviews (customer
feedback| for each product. Our distributor in Australia &
NZ is Sapphire Bioscience.

AB SCIEX Australia Pty Lid
Booth Number: 27

Contact Name: Frank Rooney

Contact Address: PO Box 514, Mt Waverley, Victoria, 3149
Tel: 1300 MASS SPEC

Fax: +61 3 9730 8799

Email: anz.orders@absciex.com

Web: www.absciex.com

Profile: AB SCIEX is the global leader in the development of
life science analytical technologies that help answer
complex scientific challenges.

Agilent Technologies
Booth Number: 32,33,36,37

Contact Name: Sue Broughton

Contact Address: 347 Burwood Highway, Forest Hill
Tel: 1800 802 402

Fax: +61 3 9210 54/4

Email: agilent_assist@agilent.com

Web: www.agilent.com/chem

Profile: Agilent’s integrated proteomics workflow provides
the highest analytical performance. Robust,
inferchangeable workflows simplify setups that let you
switch quickly between different methodologies to complete
your research fasfer, with greater confidence.

APAF Lid
Booth Number: 34

Contact Name: lindsay Woods

Contact Address: Lvl 1 Dow Building, 3 Innovation Rd,
Macquarie University NSW 2109

Tel: +61 2 9805 3175

Fax: +61 2 9805 3101

Email: Iwoods@proteome.org.au

Web: www.profeome.org.au

Profile: APAF - Australia’s premier profeomics provider since
1995, APAF's mission is to assist the scientific community
address their protein analysis needs.

BD
Booth Number: 8

Contact Name: Cathy Moroney

Contact Address: 4 Research Park Drive, North Ryde,
NSW 2113 Australia

Tel: +61 2 8875 7000

Fax: +61 2 8875 7200

Email: cathy_moroney@bd.com

Web: www.bd.com

Profile: BD Diagnostics - Preanalytical Systems is the
industry pioneer and leader in the area of modem
evacuated blood collection systems. Home of the BD
Vacutainer® and Microtainer® Brand of products for
sample collection.

Beckman Coulter
Booth Number: 2

Contact Name: Alannah Vandewater

Contact Address: Unit D / 24 College St Gladesville,
NSW 2111

Tel: 1800 060 880

Fax: +61 2 9844 6096

Email: australianz_sales@beckman.com

Web: www.beckmancoulter.com

Profile: Beckman Coulter will feature a technological
breakthrough in ultra high sensitivity and high resolution
peptide/protein analysis using CE-MS.
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Beijing Proteome Research Center
Booth Number: 67

Contact Name: Xveli Zhang(Miss)

Contact Address: 33, life Science Park Rd, Changping
Distret, Beijing, China

Tel: +86 10 80705188

Fax: +86 10 80705155

Email: zhangxueli.email@gmail.com

Web: www.bprc.ac.cn

Profile: As the largest center specialized in proteomics,
under the leadership of Prof. Fuchu He, BPRC is taking the
leading action in China and has became the executive

headquarters of HLPP.

Bioplatforms Australia
Booth Number: 17

Contact Name: Andrew Gilbert

Contact Address: Llevel 4, Building F7B, Research Park
Drive, Macquarie University NSW 2109, Australia
Tel: +61 2 9850 8281

Fax: +61 2 9850 6200

Email: agilbert@bioplatforms.com

Web: www.bioplatforms.com

Profile: Bioplatforms Australia supports Agri-Biotech,

Biomedical and Environmental research through provision
of an integrated Systems Biology capability encompassing
Genomics, Proteomics, Metabolomics and Bioinformatics.

Bio-Rad Laboratories
Booth Number: Lucky 13,14,21,22

Contact Name: Mary Grace Brubacher

Contact Address: 6000 James Watson Dr, Hercules, CA
USA 94547

Tel: +1 510 741 5347

Fax: +1 510741 4113

Email: marygrace_brubacher@bio-rad.com

Web: www.expressionproteomics.com

Profile: Research is a collaborative process. Join Bio-Rad for
our lunchtime workshop Monday, September 20 featuring
Dr. Brian Fonslow (Scripps Institute) and Dr. Stefan Lehr
(German Diabetes Center).
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Bruker
Booth Number: 1

Contact Name: Jonathan Moss

Contact Address: 1,/28A Albert Street, Preston,VIC 3072
Australia

Tel: +61 3 9474 7000

Fax: +61 3 9474 7070

Email: sales@bruker.net.au

Web: www. bruker.com

Profile: Celebrating 50 years of innovation, Bruker
confinues fo advance fechnologies for Proteomics. Visit us
at booth # 1 to view our lafest innovations.

Cambridge Isotope Labs
Booth Number: 12

Contact Name: Tasha Agreste

Contact Address: 50 Frontage Rd, Andover, MA 01810
USA

Tel: +1 978 749 8000

Fax: +1 978 749 2768

Email: cilsales@isotope.com

Web: www.isofope.com

Profile: A manufacturer of stable isotope labeled
compounds(13C, D, 15N, 180), including protected and
free amino acids, MouseExpress™ feed and tissue for
quantitative mass spectrometry applications.

Caprotec bioanalytics GmbH
Booth Number: 7

Contact Name: Dr. Erik Duelsner

Contact Address: Volmerstr. 5, 12489 Berlin, Germany
Tel: +49 6392 3990

Fax: +49 6392 3989

Email: erik.duelsner@caprotec.com

Web: www.caprofec.com

Profile: Caprofec’s CCMS technology enables the
enrichment of proteins based on functionality. CCMS is
available as kits and in collaborations with pharmaceutical
companies.



Centre for Proteomic and Genomic

Research
Booth Number: 10

Contact Name: Judith Hornby

Contact Address: Institute of Infectious Disease and
Molecular Medicine, University of Cape Town, Faculty of
Health Sciences, WernherBeit Bldg, Anzio Rd,
Observatory, Cape Town /925

Tel: +27 021 4066126

Fax: 086 547 123/

Email: judith.hormby@cpgr.org.za

Web: www.cpgr.org.za

Profile: The CPGR is a not for profit organization
esfablished by sponsorship from the South African
Department of Science and Technology to enhance the
biotech industry

Dionex Corporation
Booth Number: 71

Contact Name: Chris Cowie

Contact Address: Unit 31, 2 Chaplin Drive, Lane Cove,
NSW 2066 Australia

Tel: +61 2 9420 5233

Fax: +61 2 9420 5244

Email: chris.cowie@dionex.com

Web: www.dionex.com

Profile: UliMate® 3000 RSLCnano system is the next
generation HPLC system for nano, capillary, and micro flow
for applications, allowing unprecedented flexibility for your
proteomics research.

Eksigent
Booth Number: 6

Contact Name: Remco van Soest

Contact Address: 5875 Arnold Road, Dublin, CA 94568,
USA

Tel: +1 925 560 2600

Fax: +1 925 560 2700

Email: info@eksigent.com

Web: www.eksigent.com

Profile: Eksigent is creating possibilities for life-science
research and drug-discovery with innovative Microflow™
and Nanoflow™ fluid delivery systems. Delivering dramatic
increases in analysis speed, throughput, and sensitivity.

GE Healthcare Australia Pty Ltd
Booth Number: 40, 41, 44, 45

Contact Name: Helen Chamney

Contact Address: Building 4B, 21 south Street, Rydalmere,
NSW 2116

Tel: 1800 150 522

Fax: 1300 434 232

Email: gehcinfo@ge.com

Web: www. gelifesciences.com

Profile: GE Healthcare life Sciences products and
professional services help scientists and researchers deliver
breakthroughs in drug discovery, biopharmaceutical
manufacturing, offering the latest in cellular technologies.

gelcompany
Booth Number: 30

Contact Name: Dr. Yoon Choi

Contact Address: Unit 3, 43-51 College Street Gladesville
NSW 2111 Australia

Tel: +61 2 9879 5018

Fax: +61 2 981/ /7433

Email: yoon.choi@gelcompany.com

Web: www.gelcompany.com

Profile: gelcompany develops, manufactures and supplies
innovative consumables and accessories for Proteomics,
Genomics and Cell Biology to scientists around the world.
We provide products with superior performance that are
simple and safe fo use and that are environmentally
friendly.

Genedata
Booth Number: 52

Contact Name: Kerstin Fink

Contact Address: Margarethenstrasse 38, CH-4053
Basel, Switzerland

Tel: +41 61 5118433

Fax: +41 61 51184484

Email: kerstin.fink@genedata.com

Web: www.genedata.com

Profile: Genedata transforms data into intelligence with @
portfolio of advanced software solutions for drug discovery
and life-science research, which spans farget, lead and
biomarker discovery.
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Gentel Biosciences, Inc.
Booth Number: 26

Contact Name: Dan Clutter

Contact Address: 5500 Nobel Drive, Suite 230,
Madison, WI 53711 USA

Tel: +1 608 441 2904

Fax: +1 608 441 2970

Email: danclutter@gentelbio.com

Web: www.gentelbio.com

Profile: Gentel Biosciences, Inc. provides profein
microarray products and services to life science researchers
worldwide.

HUPO 10th World Congress
Booth Number: 57

Contact Name: René Haller, Congress Manager
Contact Address: MCl ¢/o HUPO 2011,

75 e de lyon, 1211

Geneva 13, Switzerland

Tel: +41 22 33 99 578

Fax: +41 22 33 99 621

Email: hupo201 1@mci-group.com

Web: www.hupo201 1.com

Profile: Welcome to Geneva, Switzerland. Translational
Proteomics is the keyword for this 2011 edition.Come and
get some Swiss flavor and see us af our stand!

Integromics
Booth Number: 58

Contact Name: Patricio Yankilevich

Contact Address: Santiago Grisolia, 2. 28760. Tres
Cantos, Madrid. Spain.

Tel: +34 911282411

Fax: +34 918046281

Email: patricio.yankilevich@integromics.com

Web: www.integromics.com

Profile: Integromics is a Bioinformatics Software Company
producing OmicsHub, a Central Data Management System
for collecting, analyzing MS data, annotate and report the
results (hitp:/ /profeomics.infegromics.com/).

106

JPT Peptide Technologies GmbH
Booth Number: 20

Contact Name: Dr. Sabine Franke

Contact Address: Volmerstr. 5 - D- 12489 Germany
Tel: +49 30 63927878

Fax: +49 30 63927888

Email: peptide@jpt.com

Web: www.jpt.com

Profile: JPT provides ISO 2008 & GCLP compliant peptide
tools for proteomics: SpikeTides for MRM assays, PepStar
arrays for seromarker discovery, and tools for enzyme
profiling.

Life Technologies
Booth Number: 48

Contact Name: Tash Gunn

Contact Address: 30-32 Compark Circuit, Mulgrave VIC
3170

Tel: +61 3 9262 3807

Fax: +61 3 9262 3899

Email: natasha.gunn@lifetech.com

Web: www.lifetechnologies.com

Profile: Life Technologies, combination of Invitrogen
Corporation and Applied Biosystems, is a global
biotechnology tools company dedicated to improving the
human condition. For more information about Life
Technologies, visit www.lifetechnologies.com

Merck Pty Limited
Booth Number: 28

Contact Name: Mark Kraschnefski

Contact Address: 207 Colchester Road Kilsyth VIC 3137
Tel: +61 (0) 438 320 489

Fax: +61 (0) 39728 7611

Email: mark.kraschnefski@merck.com.au

Web: www.merck4biosciences.com

Profile: Merck is a quality driven supplier of specialty
chemicals and life science research products. Our brands
include Calbiochem (Signal Transduction), Novagen
(Protein Research) and Novabiochem (Peptide Synthesis).



Miltenyi Biotec GmbH
Booth Number: 51

Contact Name: Truc Bui

Contact Address: Friedrich-EbertStr. 68, 51429 Bergisch
Gladbach, Germany

Tel: +49 2204 83060

Fax: +49 2204 8519/

Email: macs@miltenyibiotec.de

Web: www.miltenyibiotec.com

Profile: Miltenyi Biotec is a worldwide operating company
based in Germany. More than 1,100 employees develop,
produce and sell products for research and clinical
applications.

Nanolnk Nano BioDiscovery
Booth Number: 68

Contact Name: Bruce Dudzik

Contact Address: 8025 lamon Ave. Skokie, Il. 60077 USA
Tel: +1 847 679 3432

Fax: +1 84/ 679 876/

Email: bdudzik@nanoink.net

Web: www.nanoink.net/nanobio

Profile: Nanolnk’s NanoBioDiscovery assay platform is
capable of preparing high quality nanoscale protein arrays
that yield higher sensitivities for biomarker defection with
limited sample sizes.

Nonlinear Dynamics
Booth Number: 50

Contact Name: Mark Bennett

Contact Address: Keel House, Garth Heads, Newcastle
upon Tyne, NET 2JE, UK

Tel: +44 (0) 191 230 2121

Fax: +44 (0) 191 230 2131

Email: info@nonlinear.com

Web: www.nonlinear.com

Profile: Nonlinear Dynamics develops proteomics software
to help you generate results that are reproducible. Our

approach has been applied to LCMS, MALDI and 2D

dota analysis.

NuSep
Booth Number: 69, 70

Contact Name: Denise Dubinovsky

Contact Address: 324 Burns Bay Rd, Llane Cove, NSW
2066

Tel: +61 28197 3377 / 1800 500 108

Fax: +612 9427 8614 / 1800 824 109

Email: sales@NuSep.com

Web: www.NuSep.com

Profile: We stand for Innovation with an environment focus.
Did you know we invented the pre-cast gel in 19672 Visit
NuSep to learn more!

Olink Bioscience
Booth Number: 31

Contact Name: Peter Karlberg

Contact Address: Dag Hammarskjélds viag 54A, 751 83
Uppsala, Sweden

Tel: +46 18 444 39 70

Fax: +46 18 509 300

Email: info@olink.com

Web: www.olink.com

Profile: Olink Bioscience develops cuttingedge
technologies for biomolecular analysis in research and
diagnostics. The Duolink® kit enables visualization and
quantification of proteins and inferactions in native cells
and fissues.

OMICS Publishing Group
Booth Number: 9

Contact Name: Dr. Srinubabu Gedela

Contact Address: OMICS Publishing Group, 1058 Reed
terrace, Ste 1, Sunnyvale, CA 24086 USA.

Tel: +1 650 268 9744

Fax: +1 650 618 1414

Email: omicsonline@omicsonline.org

Web: www.omicsonline.org

Profile: OMICS Publishing Group is an unrestricted central
open access point for scientists and researchers, which
disseminate research articles to the global community
through various resources.
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On Site Generating Solutions Pty Litd
Booth Number: 11

Contact Name: Kaye Griffin

Contact Address: 15 - 19 Hillside Street, Bacchus Marsh,
Vic, 3340

Tel: +61 3 5367 8277

Fax: +61 3 5367 6477

Email: kayegriffin@onsitegenerating.com

Web: www.onsitegenerating.com

Profile: On Site Generating Solutions is the exclusive
Australian disfributor for Peak Scientfific Instruments gas
generators which are tailored to provide gas consistently to
laboratory instrumentation.

Promega Corporation
Booth Number: 4, 5

Contact Name: David Grasso

Contact Address: 390 Burwood Rd Hawthorn VIC 3122
Tel: 1800 335 435

Fax: +61 39 818 1244

Email: david.grasso@promega.com

Web: www.promega.com

Profile: Promega Corporation is a leading, global supplier
of a diverse range of innovative technologies for life
sciences research and drug discovery.

Protea Biosciences, Inc
Booth Number: 18

Contact Name: Chris Bolcato

Contact Address: 255 Hartman Run Road Morgantown,
WV 26507

Tel: +1 877 776 8321

Fax: +1 304 292 7101

Email: inquiry@proteabio.com

Web: www.proteabio.com

Profile: Protea Biosciences is a diversified biotechnology
company that applies novel bioanalytical fechnologies to the
development of new pharmaceuticals, products and services.

SERVA Electrophoresis GmbH
Booth Number: 23

Contact Name: Mrs. Brigitte Goetz
Contact Address: Carl-BenzSir. 7, 69115 Heidelberg,
Germany

Tel: +61 49 6221 13840 0

108

Fax: +61 49 6221 13840 10
Email: info@serva.de
Web: www.serva.de

Profile: SERVA Electrophoresis GmbH (Heidelberg/Germany)
offers products for profeome research like SERVA IPG
BlueStrips, SERVAGel TM precast gels and SERVA ICPLTM:
Kits for quantification of profeins by MS.

SGE Analytical Science
Booth Number: 25

Contact Name: Philippa Gately

Contact Address: / Argent Place, Ringwood, VIC, 3134
Tel: +61 3 9837 4200

Fax: +61 3 9874 5672

Email: support@sge.com

Web: www.sge.com

Profile: SGE Analytical Science began manufacturing
syringes 50 years ago and now manufactures a vast array
of products for chromatography and mass spectrometry.

Shimadzu Scientific Instruments
Booth Number: 49

Contact Name: lorna Basbas

Contact Address: Unit F, 10-16 South St, Rydalmere NSW
Tel: 1800 800 950

Fax: +61 2 9684 4055

Email: info@shimadzu.com.au

Web: www.shimadzu.com.au

Profile: Shimadzu is one of the world’s largest scientific
instrument companies, with over 100 staff in Australasia
committed to customer support. Key fechnologies include

UHPLC, LCMS/MS, MALDITOF and Biodiscovery solutions.

Sigma Life Science
Booth Number: 35

Contact Name: Becki Davis

Contact Address: 3050 Spruce Street, St. louis, MO
63103 USA

Tel: +1 314 771 5765

Fax: +1 314 286 /817

Email: becki.davis@sial.com

Web: www.wherebiobegins.com

Profile: We offer innovative technologies, products and
services spanning cell biology, protein assays, genomics,
functional genomics, biomolecules, epigenetics, stem cell
research and transgenic animal models.



Silantes GmbH
Booth Number: 59

Contact Name: Gang Chen

Contact Address: Gollierstr. 7/OC, DE- 80339, Munich,
Germany

Tel: +49 89 500 941 O

Fax: +49 89 500 941 29

Email: gang.chen@silantes.com, info@silantes.com
Web: www.silantes.com

Profile: Silantes offers a wide variety of products labeled in
any combination of the stable isotopes 2H, 13C and 15N
for profeomics.

Thermo Scientific
Booth: 55, 56, 65, 66

Contact Name: Dr. Andreas Huhmer

Contact Address: 355 River Oaks Parkway San Jose, CA
95134

Tel: +1 408 965 6000

Fax: +1 408 965 6113

Email: analyze@thermofisher.com

Web: www.thermoscientific.com

Profile: Thermo Scientific, part of Thermo Fisher Scientific
Inc., the world leader in scientific instrumentation, develops
integrated mass spectrometry solutions to help solve the
analytical challenges in profeomics.

Waters Australia
Booth Number: 38,39,42,43

Contact Name: Office- Joyce Page At HUPO- Steve
Wilson

Contact Address: Unit 3, 38-46 South Street Rydalmere
NSW 2116

Tel: +61 2 9933 1777

Fax: +61 2 9898 1455

Email: joyce_page@waters.com Company email:
waters_australia@waters.com

Web: www.waters.com

Profile (25 words): Waters creates business advantages for
laboratory-dependent organizations by delivering practical
and susfainable scientific innovation to enable significant
advancement in healthcare, environmental management,
food safety, and proteomics.

Wiley-Blackwell
Booth Number: 19

Contact Name: Proteomics Editorial Office

Contact Address: WILEY-VCH Verlag GmbH & Co. KGaA,
P O.Box 1011 61, D69451, Weinheim, Germany
Tel: +49 6201 606 O

Fax: +49 6201 606 172

Email: proteomics@wiley.com

Web: www. proteomics-journal.com,

www.clinical. proteomics-journal.com

Profile: Visit our stand and pick up your sample copy of
PROTEOMICS and PROTEOMICS Clinical Applications.

@ Springer

the language of science

Clinical Proteomics

Clinical

Proteomics

The Journal of
Translational
Molecular Medicine

Editor-in-Chief: Daniel W. Chan

Clinical Proteomics: a scholarly
forum for novel scientific research
in the field of translational
proteomics.

I_!'\'t' 2

ISSN 1542-6416 (print version)
ISSN 1559-0275 (electronic version)
Journal No. 12014

For more journal information,
visit » springer.com

springer.com
014758x
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NOTES

Fractions to Functions

THE COMPLETE PROTEOMICS PACKAGE

The ProteomeSep is a unique bio-separation tool. Following mass spectrometry, eliminate tedious manual
Expand your horizons with an instrument capable of data analysis with our proteomic software suite, ProteolQ.
fractionation, isolation, desalting and concentration Built for a demanding research environment, ProteolQ
procedures. Now you can achieve Mass Spec compatible  supports the entire proteomic data analysis pipeline, from
samples with the convenience and ease you require. statistical validation to protein quantification. This intuitive,

easy to use application interprets your proteomics data
faster and more accurately than you ever believed possible.

(C, MlS Australia Phone 1800 500 108 US Phone 1877 592 1060
e_p sales@NuSep.com www.NuSep.com
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