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INTRODUCTION

The increasing use of dental implants as a preferred option for tooth replacement has been accompanied by a rising prevalence of peri-implant diseases,
particularly peri-implantitis (Pl) [1]. Pl is a biofiim-mediated, chronic inflammatory condition marked by progressive peri-implant bone loss, ultimately leading to
implant failure [2]. Despite its clinical importance, the microbial mechanisms underlying Pl remain insufficiently understood. Clarifying the nature of microbial

dysbiosis in Pl is essential for advancing knowledge of its pathogenesis and informing the development of more effective diagnostic and management

strategies. AIMS: This study aimed to characterise the composition, diversity, and functional potential of the subgingival microbiome in both healthy and PI-

affected dental implants. Additionally, it explored the extent to which the salivary microbiome reflects subgingival microbial profiles, offering potential as a non-

invasive indicator of peri-implant health.

MATERIALS AND METHODS

» In contrast, Neisseria spp., Haemophilus parainfluenzae, Actinomyces naeslundii, Rothia

mucilaginosa, and Rothia aeria were more abundant in healthy implants, indicating possible
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RESULTS
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Figure 1. A) Relative abundances (>1%) of the bacterial composition at the species level in each study group. perspective. Periodontol. 2000 96:1, 1-36. https://doi.org/10.1111/prd.12549

B) Hill diversity indices (Species richness, Shannon and Inverted Simpson) of the bacterial communities of the
five study groups. * p < 0.05, *™ p <0.01, ** p < 0.001, based on the Kruskal-Wallis rank.
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» High-quality Log-ratio abundance and differential ranking analysis identified key bacterial species
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Filifactor alocis, Porphyromonas endodontalis, Porphyromonas gingivalis, and Olsenella uli,
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suggesting their involvement in disease progression (Figure 2)
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