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ABSTRACT OF THE DISCLOSURE 

 

The present invention relates to a method for determining chromosome 

abnormalities.  More specifically, the present invention relates to a new method for 

determining chromosome abnormalities, including sequencing next-generation 5 

sequencing (NGS) sequence data regardless of an NGS analysis platform, 

determining male or female by extracting a unique-read from the sequenced 

sequence data, and setting a threshold line using initial learning by linear 

discriminant analysis (LDA) of existing data, thereby being applied for both 

autosomes and sex-chromosomes, and improving accuracy and sensitivity as the 10 

number of diagnoses increases. 


