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Oligonucleotide Arrays

Tumour Classification
Proteomic Technologies

Target Screening and Validation

Future Directions of Genomic Research
Applications for Drug Discovery
Microarray Technology in Medicine

Session 1: The Current State of Microarray Analysis

¢ "Using Microarrays to Discover Coding and Non-coding Genes in
Mouse: Toward a Complete Gene Inventory"
Dr. Tim Hughes, University of Toronto

e "[dentification of functional surfaces of core histones with
T OEE WS comprehensive point mutants"
Dr. Masami Horikoshi, University of Tokyo
* "Using expression profiling for clinical purposes"
Dr. Bertrand Jordan, Marseille-Nice Genopole

¢ "Improving the utility of microarrays"
Dr. Neil Winegarden, University Health Network, Toronto
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Session 2: Microarrays in Medicine I

¢ "Translational genomics to define the molecular phenotype of
scleroderma"
Dr. Michael L. Whitfield, Dartmouth Medical School

¢ "Hemogenomics: Using DNA Microarrays to Discover Genomic
Biomarkers in Blood"
Dr. Roderick Jensen, Harvard Medical School

¢ "Development of a custom microarray for analysis of hormonal
progression of prostate cancer"
Dr. Marianne Sadar, BC Cancer Research Centre

Session 3: Microarrays in Medicine II

e "Molecular Classification of Pediatric Brain Tumors"
Dr. Eric Bremer, Children’s Memorial Hospital

® "Gene expression profiling of childhood sarcomas: a report from the
Children’s Oncology Group"
Dr. Poul Sorensen, University of British Columbia

¢ "Uncovering Novel Mechanisms of Androgen Action using
Functional Gene Expression Analysis"
Dr. Spring Cheng, Merck/Rosetta Inpharmatics

Session 4: Data Analysis

¢ "Visual Representation of Gene Expression Patterns using Bluejay"
Dr. Christoph Sensen, University of Calgary

¢ "Function-Centric Mining of Gene Expression Data:
Application to Functional Profiling Distinctions between CLL
Subtypes"
Dr. Richard Mushlin, IBM Computational Biology Center

¢ "Using gene expression data and orthology to detect
cis-regulatory elements across mammalian genomes."
Dr. Steven Jones, Genome Sciences Centre

Session 5: Proteomic Technologies

¢ "The Development and Application of Methods for
Activity-based Protein Profiling"
Dr. Nadim Jessani, The Scripps Research Institute

¢ "Applying protein microarrays to translational breast
cancer research"
Dr. Jose Moreira, Danish Cancer Society

¢ "Mapping the human kineome and phosphoproteome with
antibody and peptide antibody mimetic (PAM) probes"
Dr. Steven Pelech, Kinexus Bioinformatics Corporation
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Session 6: Emerging Technologies

e "CodeLink™ Three Dimensional Bioarrays for Gene
Expression and SNP Analysis"
Brad Cooney, GE Healthcare

¢ "Electronic Microarray Approach for Bacterial Detection Using 16S
rDNA"
Dr. Edward Barlaan, Nagasaki Industrial Promotion

¢ "Biological Discovery Using the Applied Biosystems
Expression Array System"
Dr. Tracy Ferea, Applied Biosystems

¢ "Generation and Application of Very High Resolution
Genomic Microarrays"
Dr. Cordelia Langford, Wellcome Trust Sanger Institute

Session 7: Applications for Drug Discovery

¢ "Using Gene Expression Analysis to Understand the Innate
Response to Pathogens"
Dr. Monisha Scott, Inimex Pharmaceuticals

e "Perspectives for Research Compliance Utilizing Tissue
Microarray: The FDA Guidance Array for Product
Validation"

Denise Bland-Piontek, Cytomyx

Session 8: Understanding Disease

¢ "Differential gene expression in neuron-astrocyte
co-cultures treated with ciliary neurotrophic factor in the
absence and presence of its soluble receptor”
Dr. Mark Ozog, University of British Columbia

¢ "The role of array-based CGH in the modern cytogenetics
laboratory"
Dr. Mansoor Mohammed, Quest Diagnostics Inc

¢ "Microgenomics: High Fidelity Microarray Analysis from
Formalin-Fixed and Frozen Tissues"
Dr. Rajiv Raja, Arcturus Bioscience

® Multiplexed microarraying with improved

Eray =2 -1y reproducibility and lower costs with coated and

patterened sildes €]

¢ Invitrogen Canada Inc. www.invitrogen.com

e GE Healthcare www.gehealthcare.com

e Bio-Rad Laboratories Ltd. www.bio-rad.com

EA e Applied Biosystems Inc.
www.appliedbiosystems.com
‘3—! Cytomyx Wwww.cytomyx.com
ol = Kreatech Biotechnology www.kreatech.com
AR A Arcturus Bioscience www.arctur.com

TOPSPIN ApS www.tops-pin.dk
BC Biotech www.bcbiotech.ca
Genome British Columbia www.genomebc.ca 5
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(1) Using expression profiling for
clinical purposes
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(2) Improving the utility of microarrays
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(4) Uncovering novel mechanism of
androgen action using functional
gene expresion analysis
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(5) Homegenomics: Using DNA micro-
arrays to discover genomic
biomarkers in blood.
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(6) Development of a custom micro-
array for analysis of hormonal
progression of prostate cancer
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(7) The development and application
of methods for activity-based
protein profiling
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(8) Applying protein microarrays to
transcriptional breast cancer
research
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(10) Mapping the humna kineome and
phosphoproteome with antibody
and peptide antibody mimetic(PAM)
probes
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(11) CodeLink: Three dimensional
bioarrays for gene expression
and SNP analysis

A genomics, pharmacogenomics, cancer biology
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(12) Generation and application of
very high resolution genomic
microarrays
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