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UKAffy8 Programme 17th & 18th September 2009
hursday 17th September 2009
0.30-10.55 registration and coffee

0.55-12.30 Opening Remarks and Thanks to Sponsors Helen Brown
miRNA Chair: Paul Heath
11.00-11.30 Ian Pittam, Affymetrix. ‘Affymetrix miRNA arrays’
11.30-12.00 Paul Heath, University of Sheffield. ‘A comparison of the Affymetrix and

Agilent Platforms’
11.00-12.30 John Arrand, University of Birmingham. ‘Genome Copy Number, Gene

Expression and microRNA expression in Nasopharyngeal Carcinoma’

2.30-1.30 Lunch and chance to visit vendor stalls

.30-3.30 3’IVT, GeneST and Exon Arrays Chair: Alison Murphy
1.30-2.00 Raffaele A. Calogero, Torino. ‘A pipe-line for exon-level data analysis’
2.00-2.30 Rachel Butler, Oxford University. ‘Exon Array Expression Profiling in

Discrete Brain Structures’
2.30-3.00 Mark Wappett, University of Manchester. ‘Back to the future: New

directions for the analysis of archival samples’
3.00-3.30 David Chambers, Kings College London. 'Representative transcriptomics

of small populations of motor neuronal precursors'

.30-4.00 Break

.00-5.00 3’IVT, GeneST and Exon Arrays Chair: Alison Murphy
4.00-4.30 Tim Rayner, University of Cambridge. ‘Using GeneST arrays for Exon

Analysis’
4.30-5.00 Stuart Pepper, University of Manchester. ‘A Game of Hide and Seq:

Matching Up Expression Differences in Microarray and Clonal Sequence
Datasets’

.00-5.30 Closed session for UKAffy members

.30pm Evening meal and drinks – venue is Browns in Coventry’s Cathedral Quarter – see map

Warwick University, GLT1, Medical School Building (#34 on campus map)
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UKAffy8 17th & 18th September 2009
riday 18th September 2009
.00-10.30 Informatics Chair: Sheena Lee

9.00-9.30 Ewan Hunter, GeneGO. ‘Biological Pathway and network analysis of a
genome wide association study (GWAS) of Parkinson Disease patients’

9.30-10.00 Sam Robson, Sanger Institute. ‘Design and Implementation of a CNV
Genotyping CGH Array for the Study of Associations in 8 Common
Diseases’

10.00-10.20 Danielle Fletcher, Agilent. ‘Integrated approach for gene expression and
genomic copy number analysis using GeneSpring GX software’

10.20-10.40 Adam Corner, Ingenuity. ‘Functional Linking SNPs from Type II Diabetes
GWAS to Disease-Relevant Genes, Pathways, Phenotypes and
Molecular Mechanisms’

0.40-11.10 Break

1.10-12.30 General: Informatics and commercial Chair: Jane Coghill
11.10-11.40 Mike Lelivelt, Partek. ‘Extending and integrating global gene expression

analysis with other genomic assays including ChIP, CGH, and miRNA
data’

11.40-12.10 Alex Forrest-Hay, Affymetrix. ‘Affymetrix 2009: Continuing our tradition
of innovation and excellence’

12.10-12.30 Savina Adamo, NuGEN. ‘NuGEN Technologies: Systems for amplification
and labeling of challenging samples’

2.30 1.30 Lunch and chance to visit vendor stalls

.30-3.30 Genomic DNA Applications Chair: Helen Brown
1.30-2.00 Jill Urquhart, Biomedical Research Centre, Manchester. ‘The use of SNP

arrays for Dominant and Recessive Mapping’
2.00-2.30 Greg Fitzgibbons, Manchester. ‘Use of Affymetrix Arrays in Clinical

Diagnostics’

Next Generation Sequencing Chair: Helen Brown
2.30-3.00 Neil Ward, Illumina. ‘Applications of the Illumina Genome Analyser’
3.00-3.30 Roche
3.30-4.00 Roland Wicki, Applied Biosystems. ‘SOLiD™Sequencing for

Transcriptome Analysis’

4.00 Meeting Close

Warwick University, GLT1, Biological Sciences


