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Evaluation of metabolic adaptation in peri-implantitis
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Subgingival plaque samples were obtained from the site of ﬁeri-implantitis
and periodontitis in the same oral cavity. In this study, genomic information of the bacteria from
the sites was comprehensively analyzed for elucidating the causes of the two diseases. Firstly, DNA
and RNA were extracted from the samples for 16S rDNA amplicon, metagenomic, and metatranscriptomic
analyses. Additionally, network and LEfSe analyses were performed for comparing the differences of
species and gene activities between peri-implantitis and periodontitis. These results showed that
Ehehcgre bacterial species, network structures, functional profiles of microbiome were different in
oth diseases.
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