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Development of new diagnostic method of infective endocarditis using genomics
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The diagnosis of infectious endocarditis is based on the presence of
vegetation or valve destruction on echocardiography and positive blood culture results. Due to
changes in the diagnostic flow for fever cases associated with the spread of COVID-19, a sufficient
number of cases were not registered for statistical analysis. However, We genomics-based methods
using next-generation sequencers have enabled the matching of causative bacteria identified from
saliva, blood, and surgically extracted valve specimens with those from classical blood cultures in
several cases. This indicates that the diagnosis of the causative organism in infectious
endocarditis is possible using genomic methods, replacing the need for blood cultures. It is also
believed that this method may allow for early detection of the disease in cases where blood cultures

are negative due to prior administration of antibiotics for fever.
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