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[ Abstract)

Objective To study microbial diversity of peri-implantitis subgingival with high-throughput

sequencing, and investigate microbiological etiology of peri-implantitis. Methods Subgingival plaques were
sampled from the patients with peri-implantitis (D group) and non-peri-implantitis subjects (N group). The
microbiological diversity of the subgingival plaques was detected by sequencing V4 region of 16S rRNA with Illumina
Miseq platform. The diversity of the community structure was analyzed using Mothur software. Results A total of
156 507 gene sequences were detected in nine samples and 4 402 operational taxonomic units (OTUs) were found.
Selenomonas, Pseudomonas, and Fusobacterium were dominant bacteria in D group, while Fusobacterium,
Veillonella and Streptococcus were dominant bacteria in N group. Differences between peri-implantitis and non-peri-
implantitis bacterial communities were observed at all phylogenetic levels by LEfSe, which was also found in PcoA
test. Conclusion The occurrence of peri-implantitis is not only related to periodontitis pathogenic microbe, but also
related with the changes of oral microbial community structure. Treponema. Herbaspirillum, Butyricimonas and
Phaeobacte may be closely related to the occurrence and development of peri-implantitis.
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Table 1 Characteristics of subjects and clinical data in this study

Group  Sample No. Sex (?Ee) (rilri) GI
D 1 Male 46 5 2
D 2 Male 48 5 3
D 3 Female 20 5 2
D 16 Male 51 6 3
D 17 Female 42 5 2
N 8 Male 46 2 0
N 11 Female 38 3 1
N 13 Female 25 2 0
N 18 Male 49 1 0

D: Peri-implantitis subjects; N: Non-peri-implantitis subjects;

PD: Probing depth; GI. Gingival index
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Table 2 Diversity indexs calculated for subjects

Group n Chao Ace Simpson Shannon Coverage
D ) 2 050.96+428. 32 2 924.124562. 29 0.03940.02 4,85+0.94 0.97+0.01
N 4 2 041.75+452.83 2 506. 574374, 20 0.09040.09 4,03+0. 66 0.96+0.01
P 0.976 0.245 0.141 0.185 0.202
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