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The next-generation sequencer (NGS) is useful for the detection of
uncultured microbes. However, the quality of NGS data depends on the amount of microbial DNA, and
accurate diagnosis with NGS sometimes becomes difficult such as in the field of orthopedics. The
purpose of this research was to verify the ability and limit of qualitative and quantitative
diagnoses with rapid PCR in bacterial infection by NGS with automatic extraction device with DNA
concentration extraction mechanism.The single measurement value of the intraclass correlation
coefficient of Cq by magLEAD method was higher than the Qiagen method. Our findings show that the
concentrated extraction of DNA by an automated device can contribute to stable results and an
increase in the detection limit as a clinical genetic diagnostic tool for infection.
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