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The production of a high proportion of gametes with an unbalanced genetic complement is strictly
related to translocations and causes an increased risk of spontaneous abortions and abnormal offspring.
The chromosomal abnormalities unrelated to the translocation chromosomes were reported, and it was
named as an interchromosomal effect (ICE). However, the existence of the ICE has remained a source of
controversy with some studies observing such an effect, whereas others have not. In this project, I
analyzed the ICE using a chromosomal translocation yeast model. As a result, the existence or
magnitude of the ICE may be influenced by the characteristics of the rearrangement.
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