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Establishment of rapidly identification of unknown pathogenic microorganisms
using melting temperature mapping method in bone joint soft tissue infections
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The melting temperature mapping method is a new rapid identification system
for the causative agent of septicemia developed by Dr. Niimi et al.
In this study, the melting temperature mapping method was used for rapid diagnosis of bone joint
soft tissue infection. In order to examine the reliability of tests using infected soft tissue other
than joint fluid and to establish a diagnostic method for multiple bacterial infections, we
confirmed multiple unknown pathogenic microorganisms using a next-generation sequencer.
We also evaluated the usefulness of the quantitative test of "bacterial count” in the diagnosis of
periprosthetic joint infection, and examined the cut-off value of the bacterial count.
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Melting temperature mapping method for rapid identification of unknown pathogenic microorganisms for periprosthetic hip
joint infection
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