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Oral microbiome analysis of COVID-19 patients
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We aimed to clarify the association between COVID-19 and oral microbiota.
Oral microbiota analysis was performed using saliva samples collected from 1. COVID-19 patients and
non-infected subjects, and 2. COVID-19 patients over time (dayl, day3, day7, dayl4). No significant
changes in the diversity of the oral microbiota were observed between COVID-19 patients and healthy
controls, but several changes in abundance of families and species were observed. Similarly, the
abundance of families and species changed over time, though the diversity showed no significant
changes with time.
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