Integrated Approaches to Molecular
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WorkshopSession Number029
Friday, May 15, 2009, 12:30 RM:00 PM
Location:Regency €3rd Floor

This workshop will bring together scientists from various disciplines
ranging from imaging, molecular histology to digital sequencing to
present on novel molecular and cellular approaches for brain
mapping. Individual presentations will focus on the most recent
developments in genomic and transcriptome analysis of human
brain, novel trends in deep sequencing, imaging and molecular
hlstology of postmortem human brain. We anticipate that this
workshop will bridge disciplines and be of interest to both clinical
and basic science researchers and be crucial to understand the
(C:I_ellular and molecular complexity of human brain in health and

isease.



Objectives

A Brain Transcriptome
I All 4 Workshop Presenters

A Transcriptome Technology
I Microarray, Next Generation Seguencing

A Detection of Alternative Splicing
I Polymorphic transcript variation and genetics
OR Gene expressio®NP interaction

A What are next stepg Disease model
I Join transcript variation, heritability, and disease
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Detection of mMRNA Isoforms* In
Brain With An Exon Array



Objectives

A Brain Transcriptome

A Detection of Alt Splicing Difficulties

A PTV and heritability

A Joining Alsplicing, heritability, and disease
A What are next steps
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PCA Mapping (39.1%)




Over 80% of transcripts are
alternatively spliced variants
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Affymetrix Exon Array 1.0 ST

4 probes /probeset 1-300 probesets/ transcript.
5.4 million probes / array / transcriptome.

Our studies include human cortex, cerebellum,
lymphocyte, whole blood, LCLs.



Exon Oligonucleotide
Microarray 5.4 Million Probes
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