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Clinical application of the rapid IT system for identifying pathogenic bacteria
using the eukaryote-made Tagq DNA polymerase
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We developed the novel IT system (Tm mapping method) for rapidly identifying the
dominant bacteria in a clinical sample. Employing only seven primer sets, more than 100 bacterial species
can be identified. Moreover, this method can be used to rapidly diagnose the absence of bacteria in
clinical samples.

We tested the Tm mapping method using 200 whole blood samples obtained from patients with suspected
sepsis, 85% (171/200) of which matched the culture results based on the detection level. A total of 130
samples were negative according to the Tm mapping method, 98% (128/130) of which were also negative based
on the culture method. Meanwhile, 70 samples were positive according to the Tm mapping method, and of the
59 suitable for identification, 100% (59/59) exhibited a “ match” with the culture or sequencing results.
These findings were obtained within three hours of whole blood collection. The Tm mapping method is
useful for identifying infectious diseases requiring prompt treatment.
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