©
2021 2023

DNA

Development of a Mycobacterium tuberculosis genotyping method using nanopore DNA
sequencing
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We developed a VNTR genotyping method for Mycobacterium tuberculosis using
nanopore sequencing technology, demonstrating high accuracy (99.5%) comparable to conventional
methods. We also demonstrated that drug susceptibility to 18 anti-TB drugs could be predicted with
96.8% accuracy from nanopore sequencing data. This method may enable rapid, simple, and inexpensive
genotyping and drug susceptibility prediction of M. tuberculosis, which are essential for TB
control, at the level of general testing laboratories.
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