©
2016 2018

Basic study on the relationship between Kawasaki Disease and oral microbiota
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Kawasaki disease (KD) is a childhood vasculitis often associated with

cardiovascular complications, including coronary artery aneurysms. Although its etiologic mechanisms
are unknown, several studies indicate that dysregulated innate immune responses to external and
internal microorganisms may be involved in the pathogenesis. The purpose of this study is to analyze
dental microbiota of KD patients by metagenomic analysis, and identify specific microbiota in
relation to the pathogenesis of acute-phase KD. In random forest analysis, Haemophilus spp. and TM7
were detected as bacterial species which could distinguish KD patients from healthy controls. Our
studies revealed that a few microbiota was significantly decreased in KD patients, and this
phenomenon is seems to be microbial dysbiosis. It has been speculated that dysbiosis would disrupt
the balance of immune system, and trigger the onset of various immune diseases. Similar mechanism
could be involved in the pathogenesis of KD.
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