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In the present study, we characterized several submicroscopic chromosomal
rearrangements that underlie human disorders. We utilized array-based comparative genomic hybridization

and multiplex ligation dependent probe amplification. As a result, we identified simple and complex
rearrangements underlying aromatase excess syndrome. We also detected a hitherto unreported deletion in
the pseudoautosomal region of Y chromosome in a patient with Langer mesomelic dysplasia. In addition, we
characterized multiple Y chromosomal rearrangements that are associated with the risk of

azo/oligospermia.
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