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Affymetrix® GeneChip® Exon Arrays

The GeneChip®Exon Array, the most powerful and comprehensive expression array on the market, is the first experimental tool
available to profile both gene-level and exon-level expression on the whole-genome scale using a single array. Researchers
worldwide have published data highlighting how GeneChip® Exon Arrays, featuring the most advanced design and highest

sensitivity available, have enabled them to uncover novel gene expression and alternative splicing patterns

m ALTERNATIVE SPLICING ANALYSIS ON EXON ARRAYS

m Oberdoerffer S., et al Regulation of CD45 Alternative Splicing by Heterogeneous Ribonucleoprotein, hnRNPLL
Science 321:686-691 (2008)
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m Zhang Z., et al SMN Deficiency Causes Tissue-Specific Perturbations in the Repertoire of shRNAs and Widespread
Defects in Splicing.
Cell 133:585-600 (2008)
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m Clark T. A, et al. Discovery of tissue-specific exons using comprehensive human exon microarrays.
Genome Biology 8(4):R64 (2007).
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m Das D., et al. A correlation with exon expression approach to identify cis-regulatory elements for tissue-specific
alternative splicing.

Nucleic Acids Research 35(14):4845-4857 (2007).
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= French P. J., et al. Identification of differentially regulated splice variants and novel exons in glial brain tumors using

exon expression arrays.
Cancer Research 67:5635-5642 (2007).
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m Gardina P. J., et al. Alternative Splicing and Differential Gene Expression in Colon Cancer Detected by a
Whole-Genome Exon Array.
BMC Genomics 7(1):325 (2006).
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m Hung L. H,, et al. Diverse roles of hnRNP L in mammalian mRNA processing: A combined microarray and RNAi

analysis.

RNA 14:284-296 (2008).
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m Jhavar S., et al. Detection of TMPRSS2-ERG translocations in human prostate cancer by expression profiling using
GeneChip Human Exon 1.0 ST Arrays.
Journal of Molecular Diagnostics 10:50-57 (2008).
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= Kwan T., et al. Genome-wide analysis of transcript isoform variation in humans.
Nature Genetics 40(2)225:231 (2008).
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m Kwan T., et al. Heritability of Alternative Splicing in the Human Genome. Genome Research 17:1210-1218 (2007).
Key Findings:
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m McKee A. E., et al. Exon expression profiling reveals stimulusmediated exon use in neural cells.

Genome Biology 2007 8:R159 (2007).
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m Moore M. J. and Silver P. A. Global analysis of mRNA splicing.

RNA 14:197-203 (2008).
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m Yeo G. W,, et al. Alternative Splicing Events Identified in Human Embryonic Stem Cells and Neural Progenitors.
PLoS Computational Biology 3(10):e196 (2007).

Key Findings:

= Yeo 1,737

m GENE EXPRESSION ANALYSIS ON EXON ARRAYS
mChahrour M., et al. MeCP2, a Key Contributor to Neurological Disease, Activates and Represses Transcription
Science 320: 1224-1229 (2008)
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m Duan S, et al. Genetic Architecture of Transcript-Level Variation in Humans
The American Journal of Human Genetics 82, 1101-1113, (2008)
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m Hu Z., et al. Exon-Level Expression Profiling:A Comprehensive Transcriptome Analysisof Oral Fluids
Clinical Chemistry 54:5, 824-832 (2008)

Key Findings:
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m Ge X, et al. Genome-wide analysis of antisense transcription with Affymetrix exon array.
BMC Genomics 9:27 (2008).
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= Zhang W., et al. Evaluation of Genetic Variation Contributing to Differences in Gene Expression between Populations.
The American Journal of Human Genetics (In press, 2008).
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m Wang X., et al. The Expression of MicroRNA miR-107 Decreases Early in Alzheimer’s Disease and May Accelerate
Disease Progression through Regulation of -Site Amyloid Precursor Protein-Cleaving Enzyme 1.

Journal of Neuroscience 28(5):1213-1223 (2008).

Key Findings:
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= Huang R.S,, et al. A genome-wide approach to identify genetic variants that contribute to etoposide-induced
cytotoxicity.
PNAS 104(23):9758- 9763 (2007).
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m Huang R. S,, et al. Identification of Genetic Variants Contributing to Cisplatin-Induced Cytotoxicity by Use of a
Genome-wide Approach.
American Journal of Human Genetics 81:427-437 (2007).
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m Kapur K., et al. Exon arrays provide accurate assessments of gene expression.
Genome Biology 8(5):R82 (2007).
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m Okoniewski M. J., et al. High Correspondence Between Affymetrix Exon and Standard Expression Arrays.
Biotechniques 42(2):181-185 (2007).
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m Xing Y., et al. Assessing the Conservation of Mammalian Gene Expression Using High-Density Exon Arrays.
Molecular Biology and Evolution 24:1283-1285 (2007).
Key Quotes from the Manuscript:
= 3 3 3
3

=3 GeneChip Exon Array

m ANALYSIS/METHODS DEVELOPMENT

m Guryev V., et al. Distribution and functional impact of DNA copy number variation in the rat
Nature Genetics .40 (5): 538-545 (2008)
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m Bitton D. A, et al. Exon-level integration of proteomics and microarray data.
BMC Bioinformatics 9:118 (2008).
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m Abdueva D., et al. Experimental Comparison and Evaluation of the Affymetrix Exon and U133 Plus 2.0 GeneChip

Arrays.

PLoS ONE 2(9):€913 (2007).
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mMao X,, et al. Rapid high-resolution karyotyping with precise identification of chromosome breakpoints.
Genes, Chromosomes and Cancer 46(7):675-83 (2007).
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m Okoniewski M. J., et al. An annotation infrastructure for the analysis and interpretation of Affymetrix exon array data.
Genome Biology 8(5):R79 (2007).
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= Robinson M. D. and T. P. Speed. A comparison of Affymetrix gene expression arrays.
BMC Bioinformatics 8:449 (2007).
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m Xing Y., et al. Probe Selection and Expression Index Computation of Affymetrix Exon Arrays.
PLoS ONE 1(1):e88 (2006).
Key Findings:
= Xing
GeneChip Exon Array
. Li-Wong Bioconductor

m Yates T., et al. X:Map: annotation and visualization of genome structure for Affymetrix exon array analysis.
Nucleic Acids Research 36:D780-D786 (2008).
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m Yoshida R., et al. A Statistical Framework for Genome-Wide Discovery of Biomarker Splice Variations with GeneChipR
Human Exon 1.0 ST Arrays.

Genome Informatics 17(1):88-89 (2006).
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