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Background
Recent technical developments have made it possible to col-
lect high-resolution genomics data using single nucleotide
polymorphism (SNP) arrays. These arrays can be used in a
paired data context to compare cancer tissue to normal
samples in an effort to identify regions of genomic amplifica-
tion or deletion. Such regions potentially contain oncogenes
or tumor suppressor genes and are therefore of particular
interest. However, using SNP array signals to identifying
regions of copy number alteration is a challenging task due
to the properties of the derived measurements.

Materials and methods
We apply a Bayesian change-point algorithm to pre-nor-
malized signals from SNP microarrays obtained from a
set of leukemia samples in an effort to infer regions of
copy number alteration and compare this approach to
other approaches currently in use for this purpose.
The Bayesian change-point algorithm detects multiple

change-points where a change can be in the mean of
the subsequent measurements, in their variance, in their
autocorrelation structure, or in a combination of two or
all of these aspects.
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