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ABSTRACT Binary polymorphisms in the non-recombinant portion of Y chromosome are useful on many occasions and have
been investigated using traditional techniques, such as enzyme cleavage, sequence-specific PCR, and SNaPshot. However, Y
haplogroup reports may not be sufficiently accurate compared to next-generation sequencing (NGS) data. Here, the researchers
first analysed 205 samples from male Henan Han people using traditional methods and found 75.11 percent O and 11.71 percent
C. Subsequently, the researchers analysed 55 samples via NGS. A comparison of each haplogroup of the same sample by traditional
methods and by NGS showed consistency in main clade determination. However, in O subclade determinations, only one sample
was identical between the two techniques (1/55=1.82%), two samples were absolutely different in subclades (2/55 = 3.64%), and
the remaining 52 samples yielded clearer subclades by NGS/Yleaf than by traditional methods (52/55 = 94.54%). Overall, the study
suggested that NGS/Yleaf was much clearer in Y haplogroup O subclade determinations.
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