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Abstract: Periprosthetic joint infection (PJI) is a serious complication after joint replacement, which requires a lot of medical resources
and brings a huge economic burden to patients and society. In recent years, with the continuous development of novel molecular diagnostic
techniques, the diagnosis and treatment of PJI have made great progress. Compared with traditional culture, the next—generation sequencing
can diagnose pathogenic microorganisms quickly, accurately and comprehensively, and improve the detection rate of pathogenic microorgan-
isms in PJ1, so as to achieve early diagnosis and treatment of PJI. This paper reviews the principle and method of next—generation sequencing
and its characteristics, advantages and limitations in identifying pathogenic microorganisms in PJI.
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Figure 1. Schematic diagram of the NGS process.
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Table 1. Comparison of NGS application in PJI
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