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High-Resolution Microarrays for Mapping Promoter
Binding sites and Copy Number Variation in the
Human Genome

Thomas Albert

NimbleGen Systems, Inc.

NimbleGen has developed strategies to use its high-density oligonucleotide microarray platform (385,000
probes per array) to map both promoter binding sites and copy number variation at very high-resolution
in the human genome. Here we describe a genome-wide map of active promoters determined by
experimentally locating the sites of transcription imitation complex binding throughout the human genome
using microarrays combined with chromatin immunoprecipitation. This map defines 10,567 active promoters
corresponding to 6,763 known genes and at least 1,196 un-annotated transcriptional units. Microarray-based
comparative genomic hybridisation (CGH) is animportant research tool for investigating chromosomal
aberrations frequently associated with complex diseases such as cancer, neuropsychiatric disorders, and
congenital developmental disorders. NimbleGen array CGH is an ultra-high resolufion (0.5 - 50 Kb) oligo
array platform that can be used to detect amplifications and deletions and map the associated breakpoints
on the whole-genome level or with custom fine-tiling arrays. For whole-genome array CGH, probes are
tiled through genic and intergenic regions with a median probe spacing of 6 Kb, which provides a

comprehensive, unbiased analysis of the genome.
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