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Visualization Methods for Detection of
Genomic Imbalance
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In the field of genome science, experimental data taken
by DNA chips are accumulated rapidly in the public
database. Genome researchers want to analyze these
data and to get medical and biological knowledge. Using
DNA microarray technology, we can estimate copy
number of each allele for all genome. These data are
important because they relate to some diseases. Genome
researchers need to analyze the data and to extract
relationships between them. In this paper, we developed
visualization methods of these data to support the
analysis. The visualization methods provide us to
compare allelic copy numbers over many samples and to
detect chromosomal abnormal region in 2 ways. First one
is to visualize only the abnormal regions; second one is to
emphasize the abnormal regions using blinking, color,
and shape.
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Fig.1 Raw Data of Genomic Copy Number
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Fig.2 Estimation Result of Genomic Copy Number
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Fig.3 Visualization of Genomic Copy Number Data using
Chromosomal Band Image
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Fig.4 Visualization of Genomic Copy Number Data on
Chromosome 1 and Shadow Visualization of LOH (left)
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Fig.5 Visualization of Genomic Copy Number Data
across Multiple Samples (Chromosome 1)
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Fig-6 Visualization of LOH Region
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Fig.7 Visualization of Allelic Copy Number is 0, more

than 1, and more than 2 (Chromoseme 1)
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