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Proposal of a novel genotyping method for pathogenic bacteria
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In this study, we developed a formula for predicting
polypurine/polypyrimidine (PolyR) triple-stranded DNA formation. Using this formula, it is possible
to efficiently select sequences that can be genotyped and easily formed into triple-stranded DNA
from PolyR sequences on the chromosomal DNA of microorganisms. Genotyping was performed using 24
different PolyR sequences on chromosomal DNA of Legionella species as a model, and the results were
compared in silico with those of the conventional Sequence-based typing (SBT) method. As a result,
the discrimination power (D) of this typing method (D value of 0.989) is higher resolution to that
of the SBT method (D value of 0.981).
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