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Detection of bacteria in biofilms and drug-resistant bacteria using
next-generation sequencer and nucleic acid amplification machine
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Currentry, bacterial testing using surgical specimens has many challenges.
General diagnostic techniques are limited in their capacities to detect low-grade infection because
the bacteria are not present in planktonic form but biofilms on implant surfaces. Because of our
experiment of any study, we can create Loop-mediated isothermal amplification (LAMP) primers to deal
with various infectious diseases. So, we developed PCR method for quantivity of bacteria and LAMP
method such as rapid detection of mec A gene which is problematic in clinical settings. Using a
next-generation sequencer, we conducted a study using original LAMP primer in cases of
peri-articular joint infection caused by multiple coagulase-negative staphylococcal (CNS).
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