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CNVs are important

A Copy-numbervariants are form of genetic
variation in population

A Genotypephenotype studies want to know
about CNVs

A We only have SOME approximate genomic
coordinates of CNV breakpoints

2/12/2008 2



A Comparative
Genome
Hybridization shows
where two
seguences are alike

A Comparing

log, ratio

reference and

2/12/2008

Chromosome 9 (genome position)

experimental via
CGH shows where
repeats are

http://www.nature.com/ng/journal/v37/n6s/full/ng1569.html



The Observation
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Breakpoints

SDs
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