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Examination of the influence that oral bacteria gives to carotid arterial
stenosis

Maruoka, Yasubumi
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In this study, we compared the bacterial flora of the atherosclerotic plaque
in the carotid artery and dental plaque of patients with internal carotid artery stenosis using 16S
ribosomal RNA (16S rRNA) metagenomic sequencing.

Fifty-four patients who underwent internal carotid endarterectomy for internal carotid artery
stenosis at the Showa University Hospital. Polymerase chain reaction targeting the 16S rRNA gene
detected bacterial DNA in the carotid plaques of 11 cases, of which only five could be further

analyzed. The results demonstrated that the microflora of carotid plaques (n=5) contained bacterial

species from 55 families and 78 genera. In addition, 86.5% of the bacteria detected in the carotid
plaques were also detected in oral ﬁlaques. Cariogenic and periodontopathic bacteria accounted for

27.7% and 4.7% of the bacteria in the carotid plaques, respectively. These results suggest that oral
bacteria are directly or indirectly involved in the pathogenesis of atherosclerosis.
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