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37.28% Fimicutes
18.73% Protecbacteriae
15.85% Bacleroidotae
14.97% Actinobacteriotae
10.10% Fusobacteriotae

1.20% Patescibacteriae
0.33% Spirochastotae
0.03% Synergistotae

1.50% Campilobacterotae

0.01% Rhizobiales

Classes

Families

25.57% Lactobacillales === 005% Peptococeales
12.58% Pasteurellales === 0.04% Sphingobacteriales
12.13% Bacteroidales === 003% Synergistales
10.10% Fusobacteriales == 003% JGI0000069-P22
8.53% Actinomycetales mmm  002% Pseudomonadales
5.91% - 0.01%

—

-

5.84% Burkholderiales
3.67% Flavobacieriales
3.54% Micrococcales
265% Staphylococcales
1.91% Lachnospirales
1.50% Campylobacterales
1.48% Corynebacteriales
1.01% Saccharimonadales

0.89% Peptostreptococeales-Tissierelales

0.78% Propionibacteriales
0.63% Coriobacteriales
0.33% Spirochaetales
0.28% Cardiobacteriales

0.17% Absconditabacteriales (SR1)

0.16% Clostridia UCG-014
0.14% Erysipelotrichales

0.01% Bacteroidiae*

23.05% Streptococous === 1.48% Corynebacterium = 0.30% F0332
10.18% Haemophilus == 1.42% Lautropia === 0.29% Tannerella

8.44% Prevotella === 1.01% Alloprevotella === 028% Cardiobacterium

8.23% Actinomyces == 0.94% Bergeyella == 028% TM7x

5.10% Fusobacterium === 073% F ionil um == 026%

5.00% Leptatrichia m— (.64% Aggregatibacter = 0.25% Veilonellaceae™

4.99% Veillonella® === 058% Orbacterium == 022% Stomatobaculum

3.87% Neisseria = 0.53% L = 021% i i

3.53% Rothia === 0.48% Atopobium == 0.21% Peptostreptocoocus

2.70% C m— 0.42% === 0.17% Absconditabacteriales (SR1)*
265% Gemela wmm  0.37% Saccharimonadaceae™ wmsm 0.16% Catonella

2.07% Porphyromonas = 0.35% Neisseriaceae” === 0.16% Clostridia UCG-014*

1.77% Actinobacillus m— 0.33% Treponema === 0.15% Parvimonas*

1.54% Granulicatella w—  0.33% FOOS8 wmm  0.14% Erysipelotrichaceae*

1.50% Ci = 0.30% L === 0.14% Olsenella
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28.36% Bacilli

15.85% Bacteroidiae
14.35% Actinobacteriae
10.10% Fusobacteriae
5.91% Negalivicutes
3.01% Clostridiae

0.33% Spirochastiae
0.19% Gracilibacteriae
0.03% Synergistiae

0.01% Alphaproleobacteriae

23.95% Streptococcaceae
1258% Pasteurellaceae
945% Prevotellaceae
8.53% Actinomycetaceae
5.36% Veillonellaceae
5.10% Fusobacteriaceae
500% Leptotrichiaceae
442% Neisseriaceae

3.54% Micrococcaceae
2.70% Flavobacteriaceae
265% Gemellaceae

2.07% Porphyromonadaceae
1.91% Lachnospiraceae
1.54% Camobacteriaceae
1.50% Campylobacteraceae
148% Coryr
1.42% Burkholderiaceae
0.97% Weeksellaceae
0.78% Propionibacteriaceae
0.75% Saccharimonadaceas
0.62% Atopobiaceae

055% Selenomonadaceae

18.73% Gammaproteobacteriae
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0.40% Anaerovoracaceae
0.33% Spirochaetaceae
0.33% Paludibacteraceas
0.29% Tannerellaceae

0.28% Cardiobacteriaceae
0.26% Saccharimonadales®
0.26% Peptostreptococcaceae

0.17% Absconditabacteriales (SR1)*

0.16% Clostridia UCG-014*
0.15% Parvimonas
0.14% Erysipelotrichaceae
0.08% Family XI

0.08% Aerococcaceae
0.05% Peptococcaceae
0.04% Lentimicrobiaceae
0.03% Synergisiaceae
0.03% JGI 0000069-P22*
0.02% Moraxellaceae
0.01% Bifidobacteriaceae
0.01% Xanthobacteraceas
0.01% Bacteroidia®
0.01% Eggerthellaceae

0.13% Eikenella === 003% Simonsiella
0.13% Selenomonadaceae* === 003% Butyrivibrio
0.11% Eubacterium mmm 003% Fretibacterium
0.11% Dialister m=m  0.03% JGI 0000089-P22*
0.10% Candidatus Saccharimonas ===  0.02% Moraxella

0.08% Parvimonas wmm 0.01% Anaeroglobus
0.08% Abiotrophia === 0.01% Shuttleworthia
0.07% Eubacterium] nodatum group s 0.01% Propionibacterium
0.07% Johnsonela === 0.01% Scardovia

0.05% Peplococcus === 001% Bradyrhizobium
0.05% Eubacterium] yurii group === 0.01% Bacteroidia®
0.04% Cutibacterium == 001% Kocuria

0.04% Lentimicrobium === 0.01% Cryplobacterium
0.03% Weeksellaceae® === 0.01% Peptoanaerobacter
0.03% Alysiella == 001% Kingella

Figure S1: Oral microbiota composition as detected by sequencing of 16S rRNA genes in order of ranked-
based classification on phylum level, class level, order level, family level and genus level. * indicates unnamed

specification.
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Figure S2. Histograms representing the concentrations of (a) GM-CSF, (b) IFN-vy, (c) IL- 10, (d) IL-18, (e)
IL-2, (f) IL-4, (g) IL-6, (h) IL-8, (i) TNF in defined oral niches. P, supragingival plaque; S, saliva; T, tongue;
HP, hard palate; C, cheek; U, sublingual area. The data is presented as mean and standard error of mean
(SEM). N=20, * 0.01 < p < 0.05, **0.001 < p < 0.01, *** 0.0001 < p < 0.001, ****p< 0.0001.



Table S1. Clinical parameters of the study population are given. Number, #; Periodontal probing depth,
PPD; Bleeding-on-Probing-Index, BOP; Approximal-Plaque-Index, APIL

Subject? Teeth PPD BOP Apl Or HBiene
Toothbrush  Floss Prophylaxis

001 28 1.6 0% 14%  powered regularly regularly
002 28 14 0.6% 18%  powered occasionally  regularly
003 28 1.6 0% 11%  powered occasionally  regularly
004 28 1.6 0% 18%  powered occasionally  regularly
005 32 17 05% 7% powered regularly regularly
006 28 2.1 24% 18%  powered occasionally  regularly
007 28 1.6 24% 14%  powered regularly regularly
008 32 2.1 1% 14%  powered regularly regularly
009 28 2.3 0% 14%  powered regularly regularly
010 32 15 0% 14%  powered occasionally  regularly
011 28 17 12% 11%  powered occasionally  regularly
012 32 17 0% 18%  powered regularly regularly
013 28 18 0% 14%  powered occasionally  regularly
014 30 14 0% 11%  powered regularly regularly
015 28 18 0% 7% powered regularly regularly
016 26 2.1 13% 7% powered regularly regularly
017 28 19 0.6% 14%  powered occasionally  regularly
018 28 19 12% 11%  powered regularly regularly
019 28 24 12% 18%  powered regularly regularly

1
020 3 2.1 1.6% 7% powered occasionally  regularly




