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A study by using next generation sequencer on quantative and qualitative changes
of oral microbiota of oral cancer patients by applying preoperative
chemoradiotherapy.
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Neisseria flavescens Fusobacterium periodonticum
Scardovia wiggisiae Oribacterium asaccharolyticum

Fusobacterium periodonticum VSC

Scardovia wiggisiae

Changes of oral microbiota of oral cancer patients, who underwent
concomitant chemoradiotherapy (CCRT), were analyzed by using next generation sequencer (NGS).

1. The number of the species of bacteria decreased after CCRT and distribution ratios of
Neisseria flavescent and Fusobacterium periodonticumbacteria lowered after CCRT. 2. distribution
ratios of Scardovia wiggisiae and Oribacterium asaccharolyticum of CCRT group were higher than those

of non-CCRT group.
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