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Appendix

Appendix Table 1. Background and oral characteristics of the cohort

Gender (M/F)* 5/24 (17%/83%)
Age** 24.7 (22-29)
Number of teeth** 27.8 (24-28)
DMFT** 1.7 (0-7)

DT** 0.0 (0-0)
DMFS** 2.4 (0-12)

DS** 0.0 (0-0)

DMFT: Decayed-missed-filled-teeth

DT: Decayed-teeth

DMFS: Decayed-missed-filled-surfaces

DS: Decayed-surfaces

*: Gender expressed as number and percentage of the cohort

**: Parameters expressed as mean and range



Appendix Table 2. Species level abundance of supragingival microbiota. Mean relative abundance of
bacterial species in pooled supragingival sample, which were influenced by oral hygiene
discontinuation. Relative abundance in baseline samples (n=29) was compared to relative
abundance in samples collected at day 4 (n=29), day 7 (n=29) and day 10 (n=29) after
discontinuation of oral hygiene and 14 days (n=29) after reuptake of oral hygiene. *: relative

abundance significantly different from baseline levels (adjusted p-value <0.01).

Species name Baseline Day4 Day 7 Day 10 Day 24
Abiotrophia_defectiva 0.1245%  0.1901% 0.3412% 0.4763% 0.3219%
* * *
Actinobaculum_sp_HOT_183 0.0516%  0.0823%  0.1543% 0.1208% 0.1965%
* *
Actinomyces_graevenitzii 0.0187% 0.0021%  0.0001% 0.0004% 0.0004%
* * *
Actinomyces_johnsonii 0.0060%  0.0242%* 0.0101% 0.0345% 0.0680%
* *
Actinomyces_lingnae 0.0400% 0.0104%  0.0035% 0.0050% 0.0019%
* * *
Actinomyces_massiliensis 0.0300% 0.1060%* 0.0449% 0.0586% 0.0744%
*
Actinomyces_naeslundii 0.0223% 0.0028%* 0.0020% 0.0160% 0.0010%
* *
Actinomyces_sp_HOT_170 0.0104% 0.0324%* 0.0066% 0.0396% 0.0333%
* *
Actinomyces_sp_HOT_171 0.0143%  0.0342% 0.0138% 0.0518% 0.0305%
*
Actinomyces_sp_HOT_172 0.0143%  0.0342%  0.0138% 0.0518% 0.0305%
*
Alloprevotella_sp_HOT_308 0.0113% 0.0017%* 0.0008% 0.0014% 0.0009%
* * *
Alloprevotella_sp_HOT_914 0.1887%  0.0989%  0.0505% 0.0511% 0.0623%
* * *
Atopobium_parvulum 0.0109% 0.0012%* 0.0001% 0.0002% 0.0002%
* * *
Atopobium_rimae 0.0052% 0.0108%* 0.0010% 0.0045% 0.0036%
*
Butyrivibrio_sp_HOT_455 0.0082%  0.0063%  0.0002% 0.0000% 0.0001%
* * *
Campylobacter_gracilis 0.2688%  0.4099%* 0.4535% 0.4146% 0.5479%
* * *
Capnocytophaga_leadbetteri 0.2460% 0.7850%* 0.7656% 0.5916% 0.3886%
* *
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Selenomonas_flueggei 0.0016%  0.0273%* 0.0380% 0.0301% 0.0163%

*
*
*

Stomatobaculum_sp_HOT_097 0.0911%  0.0348%  0.0074% 0.0179% 0.0066%

‘

TM7[G-1]_sp_HOT_352 0.1115%  0.0514%  0.0074% 0.0133% 0.0041%

*
*

Treponema_denticola 0.0013%  0.0003%* 0.0018% 0.0000% 0.0107%

*
*

Veillonella_denticariosi 0.0578%  0.0060%* 0.0022% 0.0001% 0.0011%

*

*

*
]



Appendix Table 3. Species level abundance of salivary microbiota. Mean relative abundance of
bacterial species in saliva samples, which were influenced by oral hygiene discontinuation.
Relative abundance in baseline samples (n=29) was compared to relative abundance in samples
collected at day 4 (n=29), day 7 (n=29) and day 10 (n=29) after discontinuation of oral hygiene
and 14 days (n=29) after reuptake of oral hygiene. *: relative abundance significantly different

from baseline levels (adjusted p-value <0.01).

Species name Baseline Day 4 Day 7 Day 10 Day 24
Atopobium_parvulum 0.06% 0.03% 0.01%* 0.05% 0.07%
Bacteroidetes[G-5] sp_ HOT 507 0.00% 0.00% 0.00% 0.39%* 0.11%*
Capnocytophaga_gingivalis 0.01% 0.06%* 0.07%* 0.06%* 0.01%
Capnocytophaga_granulosa 0.00% 0.03% 0.07%* 0.04% 0.01%
Capnocytophaga_leadbetteri 0.02% 0.09%* 0.15%* 0.08% 0.03%
Capnocytophaga_sputigena 0.02% 0.19%* 0.13%* 0.17%* 0.02%
Cardiobacterium_hominis 0.04% 0.14%* 0.30%* 0.13%* 0.03%
Cardiobacterium_valvarum 0.01% 0.03% 0.16%* 0.06% 0.01%
Eikenella_corrodens 0.02% 0.08%* 0.08%* 0.05% 0.02%
Kingella_oralis 0.03% 0.13% 0.64%* 0.12% 0.03%
Leptotrichia_sp_HOT_212 0.07% 0.17% 0.72%* 0.38%* 0.13%
Rothia_mucilaginosa 6.54% 4.52% 2.43%* 4.66% 5.14%




