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Supplementary Figures

Supplementary Fig. 1: The plaque microbiome shift toward a healthier composition after

treatment is greater in individuals with improved clinical condition. Probability density functions

(PDFs) computed on diseased samples and normalized on the healthy ones for both a) taxonomic

and b) functional data (Methods; p-values computed using Wilcoxon-Mann-Whitney test) were used

to assess proximity to the healthy state. Initially diseased individuals were classified as ‘stable’ or

‘improved’ according to the clinical status of the implant at T1 or T2 in relation to T0 (Methods).

Whiskers are ±S.D.
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Supplementary Fig. 2: The plaque microbiome in contralateral sites did not change in time even

after intervention. The same type of plot depicted in Fig. 1 for dental implants is shown here for the

microbiome associated with contralateral sites. Density plot variations computed on a) taxonomic

and b) functional data (Methods) showed no statistically significant changes in the healthy

contralateral site independently from the disease status of the subject (i.e., healthy, affected by

mucositis, and affected by peri-implantitis).
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Supplementary Fig. 3: The plaque microbiome functional potential changed in peri-implantitis sites

after intervention. We report changes in gene family relative abundances as the (base 2 logarithm)

ratio of the abundances at T2 and T0. This logRatio is reported for (a, c) case and (b, d) contralateral

samples and stratified by study condition. Contralateral samples were grouped according to the

diagnosis of the respective case implant. We report the top-10 UniRef90 gene families identified as

the ones most enriched in (a, b) health and (c, d) peri-implantitis through LEfSe (Methods). p-value: *

< 0.1; ** < 0.05; *** < 0.01. Whiskers are ±S.D.
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Supplementary Data

Supplementary Data S1: Summary of the 320 metagenomes stratified by sampling site (i.e., implant,

contralateral_teeth, and contralateral_implant), study condition (i.e., healthy, mucositis, and

peri-implantitis), and time point (i.e., T0, T1, and T2).

Supplementary Data S2: Metadata information for the 320 analyzed metagenomes.

5


