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Translocation of Homologous Chromosome 22*
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Abstract: Objective Chromosomal microarray analysis of uniparental disomy with Robertson translocation of homologous chromosomes. Methods The
karyotype of a male whose wife suffered recurrent spontaneous abortion was 45, XY, rob (22; 22) (q10; Q10) is the Robertson translocation
of the homologous chromosome. Peripheral blood was microarray analyzed to detect whether it was uniparental disomy. Resu/ts The analysis

of the male chromosome microarray revealed auniparental disomy of chromosome 22. Conclusion For carriers of the Robertson translocation

of homologous chromosomes, the risk of UPD is increased. Thus, chromosome microarray provides an efficient technology platform for the

detection of uniparental disomy.
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