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Abstract

Chromosome aberration analysis is a method used in the process of screening or diagnosing various genetic diseases.
Chromosome aberration analysis is also used in workplaces dealing with radiation materials or in estimating radiation exposure
in the event of an exposure accident. However, since most chromosome aberration analysis is done manually by experts, which
is time consuming and expensive. In particular, stable chromosome aberration analysis requires a fluorescence in situ
hybridization process, which makes analysis more difficult. In this study, therefore, we present a chromosome detection
algorithm for stable chromosome aberration analysis using deep learning. As a result of the study, the effect of detecting
chromosomes through deep learning could be confirmed.
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