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Development of the epoch-making chromosome diagnosis algorithm for the abnormal
pregnancies
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When the karyotyping of products of conception (POC) is conducted by using
conventional cytogenetic methods, problems often occur because of erroneous diagnosis due to maternal
cell contamination or failure of cell culture. However, those problems can be solved if the analysis uses
single nucleotide polymorphism data.

In this study, we developed a method which applies the advantageous features of karyotyping using the
aforementioned information from single nucleotide polymorphisms in which data correction is performed by
using the linear interpolation method on the basis of the results of single nucleotide polymorphism
analyses. For the POCs whose karyotyping could not be achieved accurately due to maternal cell
contamination, the same method was used for the estimation of the rate of contamination by maternal DNA
and for the extraction of only data from the single nucleotide polymorphism of the POCs; and this allowed
for successful determination of the latter"s karyotype diagnosis.
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