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Abstract: Toothbrushes play a central role in oral hygiene and must be considered one of the
most common articles of daily use. We analysed the bacterial colonization of used toothbrushes
by next generation sequencing (NGS) and by cultivation on different media. Furthermore,
we determined the occurrence of antibiotic resistance genes (ARGs) and the impact of different
bristle materials on microbial growth and survival. NGS data revealed that Enterobacteriaceae,
Micrococcaceae, Actinomycetaceae, and Streptococcaceae comprise major parts of the toothbrush
microbiome. The composition of the microbiome differed depending on the period of use or
user age. While higher fractions of Actinomycetales, Lactobacillales, and Enterobacterales were found
after shorter periods, Micrococcales dominated on both toothbrushes used for more than four weeks
and on toothbrushes of older users, while in-vitro tests revealed increasing counts of Micrococcus on
all bristle materials as well. Compared to other environments, we found a rather low frequency of
ARGs. We determined bacterial counts between 1.42 × 106 and 1.19 × 107 cfu/toothbrush on used
toothbrushes and no significant effect of different bristles materials on bacterial survival or growth.
Our study illustrates that toothbrushes harbor various microorganisms and that both period of use
and user age might affect the microbial composition.
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1. Introduction

Toothbrushes play an essential role in oral hygiene and thus might be a potential reservoir of
pathogens in patients with oral diseases as well as healthy adults [1,2], posing a possible risk of infection
due to recontamination of the oral cavity. A contamination might be caused by microorganisms
originating from the oral cavity, the environment, the skin microbiome or aerosols from toilet flushing
as well as from storage containers [3–5]. Besides, bacteria are able to attach to toothbrush bristles
where they survive or even propagate, which may result in a transmission to the user and possibly
(re-)infections [6].

Since microbial cells can remain viable on toothbrushes, a transmission to the user or between
household members during storage [7] can be assumed for a period of several days [8], indicating
that the use of contaminated toothbrushes can contribute to the spread of microorganisms in the oral
cavity [3]. Thus, toothbrushes must be considered a source of potential pathogens due to attachment
of various types of bacteria [5,9–13], viruses [8], and fungi [14,15] when used and stored under normal
conditions. Even after a use phase of only 24 h, toothbrushes have been shown to be extensively
contaminated with Streptococcus mutans [16], and there is good evidence that the microbial load
increases with an increasing period of usage [14,17,18]. Higher amounts of pathogens on toothbrushes
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might especially pose a health risk for risk groups including infants, elderly people, pregnant women,
and people with a deficient immune system. Besides bacterial contamination of toothbrushes in general,
the occurrence of antibiotic resistance (ABR) might be of interest as well, since antibiotic resistance
genes (ARGs) as well as class 1 integrons as an indicator of ABR have been detected in the domestic
environment [19–21] as well as in the oral microbiome [22–24].

A systematic literature review of Frazelle and Munro on microbial contaminations of toothbrushes
revealed only few experimental studies [3], and other publications mostly evaluated toothbrush
hygiene of children [18,25–27]. However, most of the studies focus on the presence of species causing
oral diseases like Streptococcus mutans and do not differentiate between bristle materials. Therefore,
this study aimed to analyse the microbiological contamination of toothbrushes quantitatively and
qualitatively with regards to the period of use and user age. We determined the bacterial load,
abundance of ARGs, and the composition of the microbiome on toothbrushes using both a cultural and
a metagenomic approach. Based on the results of the microbiome analysis, we conducted an in-vitro test
simulating the use of toothbrushes over a one-week period with Bacillus subtilis (B. subtilis), Klebsiella
pneumoniae (K. pneumoniae), Micrococcus luteus (M. luteus), Pseudomonas aeruginosa (P. aeruginosa),
Streptococcus anginosus (S. anginosus), and Streptococcus mutans (S. mutans) to evaluate the effect of
long-term use and different bristle materials on microbial survival.

2. Material and Methods

2.1. Sampling

All samples were collected in May 2019. For all samples, the owners of the households gave
permission to conduct the study on these sites. According to German law, no formal ethical review
is required for the investigation of articles of daily use. Toothbrushes of 25 persons from different
households in North Rhine-Westphalia (Germany) were probed. All toothbrushes were sampled
within 24 h after the last use. In addition, a questionnaire was given to consumers to collect completely
anonymous information on the general conditions such as age of users and duration of use. Out of
the 25 toothbrushes, 11 had been used for four to 12 weeks, six for less than two weeks, six for two
to four weeks, and two for more than 12 weeks. Furthermore, the age ranged from 10 to >60 years.
All participants stated to be free of any oral or systemic diseases and no further characteristics such as
sex or toothbrush type were collected.

2.2. Sample Preparation

The toothbrush heads were cut off and transferred to a 50 mL tube containing 20 mL of sterile
0.9% sodium chloride, followed by vigorously vortexing for one minute and incubation for 20 min on a
tilt/roller mixer. After removal of the toothbrush heads, samples were centrifuged at 4816× g for 20 min
and the pellet was re-suspended with 3 mL of 0.9% sodium chloride. Samples were serially diluted and
100 µL of each dilution were plated on tryptic soy agar (TSA; Merck, Darmstadt, Germany), malt extract
agar (MEA; Oxoid, Hampshire, UK), Columbia blood agar (Oxoid, Hampshire, UK), and MacConkey
agar (Carl Roth, Karlsruhe, Germany) followed by incubation for 48 h at 30 ◦C (MEA), 37 ◦C (TSA
and MacConkey), and 37 ◦C under anaerobic conditions (Columbia blood agar) and both aerobic and
anaerobic conditions (TSA) in order to estimate the total viable count (TVC) in cfu (colony forming
units per toothbrush).

Cwei =

∑
C

(n1 ∗ 1) + (n2 ∗ 0.1)
∗ d ∗ 10 (1)

Cwei = weighted arithmetic average.
∑

C = sum of viable cell count of all agar plates, used for calculation.
n1 = count of agar plates with the lowest evaluable dilution. n2 = count of agar plates of the next
higher dilution stage. d = dilution factor of the lowest evaluable dilution stage.
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2.3. DNA Extraction

For purification of total DNA, the Fast DNA Spin Kit for Soil (MP Bio, Santa Ana, CA, USA)
was used according to the manufacturer’s instructions with the following adjustments as performed
before [19,28].

Instead of 500 mg solid material, 250 µL of suspended sample were applied to the lysing matrix
tube. Samples were homogenized twice in the FastPrep-24™ instrument for 60 s at 6.0 m/s. All samples
were washed twice using the SEWS-M solution of the kit. After DNA-extraction, real-time quantitative
PCR was performed for the detection of resistance genes and samples were sent to Eurofins Genomics
for microbiome profiling using NGS (Next generation sequencing) [19].

2.4. Detection of Bla, Mcr, and IntI1 Genes

To detect bla and mcr genes, real-time quantitative PCR (qPCR) was performed as described
before [20]. All sequences of the used oligonucleotides (custom synthesized by Biolegio, Nijmegen,
Netherlands) are shown in Table 1. The genes blaACT and blaMIR will be referred to as blaACT/MIR, since
the oligonucleotides targeted both. The prepared DNA was amplified using the HotStarTaq® Master
Mix Kit (Qiagen, Hilden, Germany) and a mix of oligonucleotides and DNA probes labelled with
different dyes. The PCR mix contained 10 µL of a 2× HotStarTaq® Mastermix, 7 µL of RNase-free
water, 1 µL of oligonucleotide mix (oligonucleotide: 4 µM; probe: 2 µM and MgCl2: 50 µM), and 2 µL
of the DNA template comprising a final volume of 20 µL. The PCR was performed on a LightCycler
480 (Roche Life Sciences, Mannheim, Germany) using the following conditions: 95 ◦C for 15 min,
45 cycles of denaturation (95 ◦C; 10 s), annealing (60 ◦C; 20 s), elongation (72 ◦C; 10 s), and a final cycle
at 30 ◦C for 30 s. A sample was considered positive if it reached the threshold before cycle 40 or if
the copies/µL determined by standard curve were greater than five copies/µL. For determination of
16S ribosomal DNA (16S rDNA) and intI1 genes, qPCR was performed according to Lucassen et al.
(2019) [19]; primers are shown in Table 2.

Table 1. Primers used for the detection of genes encoding beta-lactamases (bla) and mobile colistin
resistance (mcr).

Primer 5′–3′

KPC-1 GCCGTGCAATACAGTGATAAC
KPC-2 GAACGTGGTATCGCCGATAG

KPC-probe TexRed-CCGCCGCCAATTTGTTGCTGAAGG-BHQ2
OXA48-1 GTTGGAATGCTCACTTTACTGAA
OXA48-2 TTCGCCCGTTTAAGATTATTGG

OXA48-probe FAM-ATTCTCATTCCAGAGCACAACTACGCC-BHQ1
GES-1 CTCTGTGAGTCGGCTAGACC
GES-2 CGATCAGCCACCTCTCAATG

GES-probe HEX-ACACCTGGCGACCTCAGAGATACAACT-BHQ1
VIM-1 GTTTGGTYGCATATCGCAAC
VIM-2 CTTYTCAATCTCCGCGAGAAG

VIM-probe1 FAM-AGCAACTCATCRCCATCACGGACAATG-BHQ1
VIM-probe2 FAM-AACTCGGTGACACGGTGTACTCGTCT-BHQ1

NDM-1 CGACTTATGCCAATGCGTTG
NDM-2 CGGGGTAAAATACCTTGAGC

NDM-probe HEX-AGCCTGACTTTCGCCGCCAATG-BHQ1
OXA23-1 CCTGATCGGATTGGAGAACC
OXA23-2 GTTCCTGATAGACTGGGACTG

OXA23-probe FAM-TGGCTTCTCCTAGTGTCATGTCTT-BHQ1
OXA58-1 GTTGGTATGTGGGTTTTGTTG
OXA58-2 CGTAGAGCAATATCATCACCAG

OXA58-probe Cy5-TGCCACCACTTGCCCATCTGCC-BBQ®-650
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Table 1. Cont.

Primer 5′–3′

CTXM-1-1 AATCTGACGCTGGGTAAAGC
CTXM-1-2 GATATCGTTGGTGGTGCCATA

CTXM-1-Probe FAM-CCTGAATGCTCGCTGCACCGG-BHQ1
CTXM-9-1 CCGATCTGGTTAACTACAATCC
CTXM-9-2 GCTGGGCAATCAATTTGTTC

CTXM-9-probe TexRed-CAACGGCACAATGACGCTGGC-BHQ2
CMY2-1 GATGCAGGAGCAGGCTATTC
CMY2-2 AACACGCCGTTAAACGTCTTAC

CMY2-probe FAM-CCAATAACCACCCAGTCACGCAG-BHQ1
FOX-1 GTTCGAGATTGGCTCGGTCA
FOX-2 CACTGTAGGTGGCAAGCTCG

FOX-probe HEX-TGGCTCACCTTGTCATCCAGC-BHQ1
ACT_MIR-1 ACTGGCAGCCGCAGTGGAAG
ACT_MIR-2 ACGTTAATCCASGTATGGTCCAGC

ACT_MIR-probe FAM-AGACCCGCGTCGTYATGGCCTG-BHQ1
DHA-1 GGCGATATGCGTCTGTATGC
DHA-2 GTCAGCAACTGCTCATACGG

DHA-probe TexRed-CCTGTTTGGTGCTCTGACCGC-BHQ2
mcr-1-1 ATGGCACGGTCTATGATACG
mcr-1-2 CACACCCAAACCAATGATACG

mcr-1-probe FAM-ACCGACCAAGCCGAGACCAAGGA-BHQ1
mcr-2-1 GCCAACAGACACCATCTATC
mcr-2-2 TAGCCATTGAACTGCACATG

mcr-2-probe HEX-ACCACCAAGCCGAGCGAGCG-BHQ1

Table 2. Primers used for the detection of class 1 integron-integrase gene (intI1) and 16S ribosomal
DNA (16S rDNA).

Primer 5′–3′

intI1 F165 CGAACGAGTGGCGGAGGGTG [29]
intI1 R476 TACCCGAGAGCTTGGCACCCA [29]

16S rDNA F919 GAATTGACGGGGGCCCGCACAAG [30]
16S rDNA R1378 CGGTGTG TACAAGGCCCGGGAACG [30]

2.5. Microbiome Profiling

Since the study aimed to analyse the microbial community on toothbrushes, the INVIEW
Microbiome Profiling 3.0 from Eurofins Genomics (Eurofins Genomics Germany GmbH, Ebersberg,
Germany) was chosen for a NGS-based taxonomic analysis of the samples. The analysis targeted
the 16S regions V1–V3 of bacterial DNA with an output of 10 million read pairs per sample and
bioinformatics was performed by Eurofins Genomics as well. Since no or rather weak amplicons were
generated for the samples TB6 and TB7, these samples were excluded from sequencing.

2.6. In-Vitro Test of Different Toothbrushes

To examine the attachment and survival of bacteria on toothbrushes and the effect of different
bristle materials on microbial growth, toothbrushes were artificially contaminated twice a day with six
different test strains for a one-week period. A total of five different toothbrushes with different bristle
types were tested comprising the materials nylon, pig bristles, bamboo viscose, bio-nylon, and charcoal
with nylon. The toothbrushes were immersed in 15 mL bacterial suspension (approx. 108 cfu·mL−1)
in a 50 mL tube for two minutes each morning and evening, in order to simulate the time and
frequency of routine tooth brushing. Bacillus subtilis (DSM 1088), Klebsiella pneumoniae (DSM 26371),
Micrococcus luteus (DSM 1790), Pseudomonas aeruginosa (DSM 939), Streptococcus anginosus (DSM 20563),
and Streptococcus mutans (DSM 20523) were selected as test bacteria because they were identified in
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metagenome analysis as frequently occurring microorganisms on toothbrushes in private households.
After incubation in the bacterial suspension, the toothbrushes were stored upright at room temperature
between tests (approx. 8 h to simulate realistic conditions).

After the test period, the toothbrushes were treated as described above and plated on TSA,
MacConkey, and Columbia blood agar. The plates were incubated for 48 h at 37 ◦C (TSA plates)
and 37 ◦C, microaerophilic (Columbia blood agar). Each test was performed in triplicate for each
bacterial strain.

2.7. Statistical Analysis

Statistics were performed using GraphPad Prism (GraphPad Software, Inc.). Data were expressed
as means (±standard error). Data of microbial counts on toothbrushes were normally distributed
(as confirmed by Shapiro-Wilk test). Thus, statistically significant differences were assessed using
multiple t-test or two-way analysis of variance (ANOVA) and post-hoc Tukey’s multiple comparison test
was performed to identify significant differences between the bacterial growth on the different culture
media as well as the different bristle materials (p≤ 0.05). Since relative abundance of beta-lactamase (bla)
genes was not normally distributed (Shapiro-Wilk test), non-parametric Kruskal-Wallis test (p ≤ 0.05)
was performed to identify significant differences between the targeted bla genes. Shannon-Index was
calculated to determine alpha diversity and weighted UniFrac distance analysis of the microbiomes
was used to compare beta diversity among samples.

3. Results

3.1. Taxonomic Distribution

A total of 23 toothbrush microbiomes were analysed using NGS, revealing 1,581,052 sequences
assigned to 2,341 OTUs (operational taxonomic units). Figure 1 indicates the average microbial
composition of the toothbrush samples at phylum-, order- and family-level. The analysis revealed nine
phyla, 22 classes, 43 orders, 74 families, and 130 genera. The majority of identified bacteria belonged
to the phyla Actinobacteria (34.9%) and Proteobacteria (34.9%) while the phyla Deinococcus-Thermus,
Streptophyta, and Cyanobacteria were poorly represented (<1.0%). Thus, the classes Actinobacteria
and Gammaproteobacteria dominated with 34.6% and 23.1%, respectively (see Table S1). The order
Micrococcales occurred most (21.8%) followed by Enterobacterales (18.1%), Lactobacillales (11.4%),
and Actinomycetales (9.7%). Micrococcaceae (14.0%) were the most abundant family among Actinobacteria,
Streptococcaceae (7.7%) among Bacilli, and Enterobacteriaceae (16.7%) among Gammaproteobacteria.

Alpha-diversity was calculated based on observed OTUs. Between 83 and 256 different species
were observed per sample and Shannon index of the samples ranged from 3.45 to 7.06. However,
non-parametric Kruskal-Wallis test revealed no significant differences of alpha diversity based on user
age or period of use. To compare the different samples, principal component analysis (PCA) with
weighted UniFrac distance analysis of the microbiomes was performed using ClustVis (Figure 2) [31].
Samples are coloured based on period of use and the different age is presented as shapes. The majority
of the samples with short distances revealed strong variations of age and period of use. However,
TB17 and TB19 clustered closely together and revealed a rather short period of use with two to four
weeks and shorter than two weeks, respectively. Most of the samples TB3, TB4, TB8, TB12, TB13, TB14,
TB15, and TB16 were used for a short period (<2 to 4 weeks) and although TB15, TB14, and TB8 were
clustered closely together, only TB15 and TB14 were used for the same period and the age differed
between all three samples. In contrast, TB24 and TB2 as well as TB9, TB10, and TB11 revealed the same
period of use and age group.
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Figure 2. Principal component analysis (PCA) of toothbrush samples (n = 23) based on weighted
UniFrac distance analysis. Unit variance scaling was applied to rows and NIPALS (Nonlinear Iterative
Partial Least Squares) PCA was used to calculate principal components. X- and Y-axis show principal
component 1 and principal component 2 that explain 57.8% and 24.9% of the total variance, respectively.
Period of use: <2 weeks (n = 6), 2–4 weeks (n = 6), 4–>12 weeks (n = 11)) and user age: (10–20 years
(n = 5), 20–60 years (n = 14), >60 years (n = 4)).

Considering the order-level, Micrococcales occurred in all samples (TB17, TB21 and TB22 < 1.0%)
and dominated on four toothbrushes (55–90%) while Enterobacterales were detected on 10 toothbrushes
varying between 0.7 and 81%. Rothia and Kocuria were the most common genera of the Micrococcaceae,
mainly represented by the species R. dentocariosa (15 samples) whereas Kocuria could not be identified
to the species level in most samples. Although the Enterobacterales were dominantly Enterobacteriaceae,
most could not be identified on species level but inter alia Klebsiella and Citrobacter occurred as genera.
Besides, the orders Actinomycetales (0.3–42.0%) and Lactobacillales (0.1–37.1%) were detected in 22
and 23 samples, respectively. The genus Actinomyces (9.0%) was detected in all samples except TB10
with the dominating species Actinomyces oral taxon 448 (13 samples), A. massiliensis (13 samples),
and A. oris (12 samples). For the Lactobacillales, the genus Streptococcus (7.7%) occurred in all analysed
samples and amongst 44 different Streptococcus species in the samples, S. sanguinis (18 samples), S. mitis
(15 samples), S. cristatus (12 samples), and S. oralis (11 samples) occurred most often. Furthermore,
Haemophilus parainfluenzae and the Streptococcus like bacterium Granulicatella adiacens were identified
in 17, Gemella haemolysins in 14, Lautropia mirabilis in 13, and Fusobacterium nucleatum as well as
Kingella oralis in 12 toothbrush samples.

Due to the low number of toothbrushes used for more than 12 weeks (n = 2), samples are
presented combined as the group four to >12 weeks. The comparison of the taxonomic composition
on order level revealed significant differences between samples grouped by period of use (Figure 3).
Although beta-diversity did not differ significantly between samples grouped based on period of use,
non-parametric Mann-Whitney test (p ≤ 0.05) revealed significant differences based on order level
between the usage of less than two weeks and four to >12 weeks. The percentage of Micrococcales was
significantly higher in the group four to >12 weeks compared to >2 weeks, while the percentage of
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Enterobacterales was significantly lower (Table 1). Moreover, the amount of Lactobacillales, Actinomycetales,
Enterobacterales, and Neisserales slightly decreased from shortest to longest period of use. Interestingly,
the Pseudomonadales and Sphingomonadales were not detected in toothbrush samples used for less
than two weeks whereas toothbrushes used for a period between four and >12 weeks revealed the
highest, but still very low percentages of these bacterial orders. When comparing the microbial
composition based on user age, the group of >60 years differed significantly from group 20 to 60 years
and revealed a significantly higher percentage of Micrococcales while no Enterobacterales were detected.
The Lactobacillales dominated in the group of the youngest participants and the Enterobacterales were
slightly lower compared to the group 20 to 60 years. The prevalence of Micrococcales seemed to increase
with increasing age and Pseudomonadales only occurred in the groups 20 to 60 and >60 years. However,
Lactobacillales and Actinomycetales decreased from the group 10 to 20 years to the group of >60 years
(Table 3).
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(n = 14), >60 years (n = 4)) based on NGS. For samples TB6 and TB7, the generation of amplicons
failed and therefore these samples were not sequenced. Due to better presentation, only results ≥1%
are given.
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Table 3. Percentage of bacterial orders based on period of use and age of the users. Significantly higher
fractions are marked with a * based on non-parametric Mann-Whitney test (p ≤ 0.05).

Bacterial
Order

<2 Weeks
(n = 6)

2 to 4 Weeks
(n = 6)

4 to >12 Weeks
(n = 13)

10 to 20
Years (n = 5)

20 to 60 Years
(n = 16)

>60 Years
(n = 4)

Micrococcales 4.9% 10.8% 27.6% * 5.6% 12.5% 56.9%
Enterobacterales 29.7% * 22.6% 7.0% 17.0% 19.0% 0.0%
Lactobacillales 22.6% 14.0% 12.6% 25.0% 14.8% 6.2%
Actinomycetales 15.8% 11.3% 10.1% 16.8% 11.1% 8.2%

Neisserales 6.5% 2.7% 1.6% 7.7% 1.8% 2.4%
Pseudomonadales 0.0% 1.2% 2.0% 0.0% 2.1% 0.25%
Sphingomonadales 0.0% 0.2% 1.0% 0.3% 0.8% 0.4%

3.2. Microbial Contamination of Toothbrushes

A total number of 25 toothbrushes with varying period of use and user age (Table 4) was analysed
to determine the microbial contamination using culture-based approaches. The means of total viable
counts (TVC) under aerobic and anaerobic conditions as well as the amount of Streptococcus spp.,
gram-negatives and fungi are shown in Table 5. High bacterial counts (1.42 × 106 cfu·mL−1 to
1.19 × 107 cfu·mL−1) were found on all tested media.

Table 4. Overview of the period of use of toothbrush (TB) samples, the age of the users, and storage
conditions from different households in North Rhine-Westphalia (Germany).

Sample Period of Use User Age Storage Sample Period of Use User Age Storage

TB1 4–12 weeks 20–60 upright TB14 <2 weeks 10–20 upright
TB2 4–12 weeks 20–60 upright TB15 <2 weeks 20–60 upright
TB3 4–12 weeks 20–60 upright TB16 <2 weeks 10–20 upright
TB4 2–4 weeks 20–60 upright TB17 2–4 weeks 10–20 horizontal
TB5 4–12 weeks 20–60 upright TB18 2–4 weeks 20–60 horizontal
TB6 <2 weeks 20–60 upright TB19 <2 weeks 20–60 upright
TB7 2–4 weeks 20–60 upright TB20 2–4 weeks 10–20 upright
TB8 4–12 weeks >60 upright TB21 >12 weeks 20–60 horizontal
TB9 4–12 weeks >60 horizontal TB22 >12 weeks 20–60 horizontal
TB10 4–12 weeks >60 upright TB23 4–12 weeks 20–60 upright
TB11 4–12 weeks >60 upright TB24 4–12 weeks 20–60 upright
TB12 4–12 weeks 20–60 upright TB25 <2 weeks 20–60 upright
TB13 2–4 weeks 10–20 upright

Table 5. Microbial count of the tested toothbrushes on different culture media. Means with standard
error are shown (n = 25).

Culture Medium Microorganisms Microbial Count
(cfu/toothbrush)

Standard
Error

TSA (aerobic), 37 ◦C aerobic mesophilic bacterial count 7.05 × 106 5.10 × 105

TSA (anaerobic), 37 ◦C anaerobic mesophilic bacterial count 1.19 × 107 1.24 × 106

Columbia Blood Agar, 35 ◦C Streptococcus spp. 3.85 × 106 3.04 × 105

MacConkey, 35 ◦C gram-neg. bacteria 5.04 × 106 7.27 × 105

MEA, 30 ◦C yeast and fungi 1.42 × 106 1.26 × 105

Figure 4 shows the microbiological contamination of toothbrushes in relation to the age of users
and the period of use. Although the aerobic mesophilic TVC of toothbrushes of older users was much
higher compared to younger users, the means did not differ significantly (p = 0.9). In contrast, the other
media tested revealed only minor differences between the age groups (Figure 4b). The anaerobic
mesophilic TVC was highest in samples of the age group between 20 and 60 years and the microbial
count of Streptococcus spp. was higher in samples belonging to the group of >60 years.
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In addition, the microbial counts on toothbrushes were evaluated grouped by the period of use
(Figure 4a). The highest bacterial loads were determined for a period of use of more than 12 weeks
on all media tested (3.25 × 105 cfu·toothbrush−1 to 7.50 × 106 cfu·toothbrush−1) and the count of
gram-negative bacteria was significantly higher compared to the other periods. However, no trends
for the other use periods were identified.

3.3. Occurrence of Antibiotic Resistance Genes

Besides NGS, qPCR for the screening of beta-lactamase (bla), mobile colistin resistance (mcr),
and class 1 integron integrase (intI1) genes was performed. As a result of our investigation, in 20 of
the analysed samples, bla genes were detected; while no mcr genes occurred and all samples, except
TB6 and TB14, revealed the presence of class 1 integrons. Of the 13 bla types chosen for screening,
only blaACT/MIR, blaCMY-2, blaGES, blaKPC, blaOXA-48, blaOXA-23 and blaOXA-58 occurred in the toothbrush
samples (Table 6). BlaOXA-58 was most frequently identified, followed by blaOXA-23 and blaGES.
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Table 6. Overview of resistance genes detected in toothbrush (TB) samples. IntI1 and bla genes are
listed in descending order of the absolute abundance in gene copies mL−1.

Sample Resistance Genes Sample Resistance Genes

TB1 intI1, blaACT/MIR, blaOXA-23, blaOXA-58 TB14 no genes detected
TB2 intI1, blaOXA-23, blaOXA-58 TB15 intI1
TB3 intI1, blaOXA-48 TB16 blaKPC
TB4 intI1, blaCMY-2, blaGES, blaOXA-23, blaOXA-58 TB17 blaCMY-2, blaOXA-23
TB5 intI1, blaGES, blaOXA-58 TB18 intI1, blaCMY-2, blaOXA-23
TB6 no genes detected TB19 intI1
TB7 blaOXA-58 TB20 intI1, blaACT/MIR, blaCMY-2, blaOXA-48
TB8 intI1, blaOXA-23, blaOXA-58 TB21 intI1, blaGES
TB9 blaOXA-23, blaOXA-58 TB22 intI1, blaKPC, blaGES
TB10 intI1, blaOXA-58 TB23 intI1, blaKPC
TB11 intI1 TB24 intI1, blaGES
TB12 intI1, blaACT/MIR, blaGES, blaOXA-58 TB25 intI1, blaACT/MIR, blaCMY-2, blaOXA-58
TB13 intI1, blaOXA-58

The absolute abundance of both total ARGs and intI1 varied strongly across samples, thus no
significant differences were detected (Figure 5). However, in all samples of the group, 20 to 60 years
ARGs were detected and intI1 revealed the highest abundance as well. Despite a shorter period of use,
toothbrushes used between two and four weeks revealed the highest values of both ARGs and intI1.Microorganisms 2020, 8, x FOR PEER REVIEW 13 of 20 
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age (10–20 years (n = 5), 20–60 years (n = 16), >60 years (n = 4)) and period of use (<2 weeks (n = 6),
2–4 weeks (n = 6), 4–>12 weeks (n = 13)). Analyses were performed in duplicate and non-parametric
Kruskal-Wallis test (p ≤ 0.05) revealed no significant differences between sample groups.

3.4. In-Vitro Study of Different Types of Toothbrush Bristles

To examine the survival and retention of bacteria on toothbrushes and the effect of different bristle
materials on microbial growth and survival, toothbrushes were artificially contaminated twice a day
with six different microorganisms (Figure 6).
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Figure 6. Logarithmic microbial counts of different bristle types after one week of artificial contamination.
The following strains were used: Pseudomonas aeruginosa (P. aeruginosa), Klebsiella pneumoniae
(K. pneumoniae), Micrococcus luteus (M. luteus), Bacillus subtilis (B. subtilis), Streptococcus mutans (S. mutans),
and Streptococcus anginosus (S. anginosus) (n = 3). Different letters indicate significant differences at
p ≤ 0.05 between groups. Where no letters are shown, no significant differences were detected.

All test strains were detected on the toothbrushes after a period of one week with bacterial loads
close to the initial count of the bacterial suspensions. None of the bristle types tested revealed a
particular antimicrobial effect, although charcoal bristles and bamboo bristles are supposed to have
antimicrobial properties. However, no positive influence on bacterial growth was observed as well.
While the lowest bacterial counts were determined for either nylon or pig bristles, the other bristle
materials showed nearly no differences. Although the bristle type only had a minor effect, the test
strains differed in growth. In case of P. aeruginosa, M. luteus, and B. subtilis, the TVC on the tested
bristle types slightly increased or revealed the same amount compared to the microbial load of the
bacterial suspension. In contrast, lower TVCs of K. pneumoniae, S. mutans, and S. anginosus remained on
all bristle types, even revealing significant differences compared to the bacterial suspension. Similar to
the NGS results, the in-vitro tests showed an increase of Micrococcales on the toothbrushes as well,
while Streptococcus spp. and Enterobacteriaceae revealed lower bacterial loads.

4. Discussion

The current study aimed to analyse the microbial contamination of toothbrushes and to determine
possible factors impacting microbial contaminations. The mean TVC (aerobic and anaerobic) as
well as the mean counts of Enterobacteriaceae, Streptococci, and fungi within the present investigation
ranged from 1.42 × 106 cfu·mL−1 to 1.19 × 107 cfu·mL−1 and our results are generally consistent
with other studies [13,18,32]. Using NGS, the current investigation suggests that Actinobacteria and
Proteobacteria dominate the toothbrush microbiome, mainly represented by Micrococcales, Enterobacterales,
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Lactobacillales, and Actinomycetales. While dental pathogens only occurred in a low fraction, toothbrushes
were commonly contaminated with Enterobacteriaceae.

4.1. Bacterial Diversity of Toothbrushes

As far as we know, this study is the first comprehensive, culture-independent analysis of the
toothbrush microbiome. Previous studies focused on microbiological characterization regarding
bacterial load [13,27], biofilm formation [18], or dental pathogens [33,34]. Although dental pathogens
such as Streptococcus mutans, Fuseobacterium nucleatum, Prevotella spp. or Eikenella corrodens [35] were
found in our study as well, these species only occurred in less than half of the samples and in small
fractions (0.1–0.9% of all samples) of the total microbiome. The relative abundance of the taxa varied
strongly across the toothbrush samples; only taxa like Micrococcales, Lactobacillales and Actinomycetales
were detected in nearly all samples. The majority of the identified bacterial species are common
residents of the oral cavity, like Micrococcaceae (e.g., Rothia dentocariosa), Streptococcaceae (e.g., S. mitis),
or Actinomycetaceae (e.g., Actinomyces spp.) and thus could be expected on toothbrushes [36].
The variation might be due to differences between the underlying households in, e.g., storage
conditions of toothbrushes, since studies showed increased contaminations on toothbrushes stored in
closed containers or humid environments [1,37]. Apart from influencing the mere number of microbial
cells that are present on toothbrushes, numerous factors, like the period of use of the toothbrush, age of
the user, diet, cleaning habits, etc., might also affect the composition of the microbial community. This is
supported by the significant differences of the microbial composition of samples grouped by period of
use or user age, although alpha- and beta-diversity did not differ significantly. Toothbrushes used
between four and longer than 12 weeks revealed the presence of species involved in biofilm formation
in domestic environments [38,39] such as Pseudomonadales and Sphingobacteriales, which might be built
up on toothbrushes in a similar manner. Furthermore, the prevalence of Micrococcales increased with
longer period of use. In contrast, taxa of the oral microbiome like Lactobacillales (e.g., Streptococcus spp.),
Neisseriales (e.g., Neisseria mucosa), and Actinomycetales [35] occurred less frequently with increasing
use. These shifts in the microbial composition might be connected to dominant growth of specific taxa
over time, which are better adapted to the toothbrush environment. For example, Micrococcales like
Kocuria spp. and Rothia spp. grow aerobically in both the environment and the oral cavity [40,41] while
Streptococci or Actinomyces spp. usually prefer an anaerobic environment, which is not provided by
a toothbrush.

The significant differences between different age groups might at least be partially related to
changes of the oral microbiota with increasing age [42,43]. Xu et al. (2015) [44] showed that the
abundance of Firmicutes was higher at younger age, which might explain that Lactobacillales dominated
on toothbrushes of younger age groups. Furthermore, their study showed that the relative abundance
of Actinobacteria increased steadily from the age 15 to 76 and this trend was observed for Micrococcales
in the toothbrush samples as well. Clustering of samples based on weighted Unifrac revealed at least
partially small distances between samples of the same user age/period of use, indicating that these
microbiomes had many similarities. However, other factors might be responsible for the differences as
well since samples without the same user age/period of use clustered closely together as well and thus
further investigations are needed.

The results indicate that a recontamination of the oral cavity during the use of contaminated
toothbrushes seems likely and might result in possible health problems [2,3,11]. Besides species of the
oral microbiome, opportunistic environmental bacteria of the Pseudomonadaceae (1.0%) and especially
the Enterobacteriaceae (16.7%) occurred in the toothbrush samples, suggesting a putative contamination
from the environment or aerosols from toilet flushing in bathrooms [3,5]. In most of the toothbrush
samples harbouring high percentages of the Enterobacteriaceae species like Klebsiella spp., Citrobacter spp.
or Enterobacter spp., were detected. Contreras et al. (2010) [5] determined high contaminations of
toothbrushes with species of Enterobacteriaceae and Pseudomonadaceae, while the fractions of dental
pathogens were low, which is consistent with our study. Thus, the toothbrush might serve as a reservoir
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of these opportunistic pathogens and a recontamination of the oral cavity might result in infections.
This is especially of great concern regarding the increasing number of elderly or ill people being nursed
at home.

4.2. Microbial Contamination of Toothbrushes

Our results showed that both the mean aerobic and anaerobic TVC was approximately
107 cfu/toothbrush. The values for Streptococcus spp. and gram-negative bacteria were ten-fold
lower, suggesting that other groups account for a majority of bacterial cells present on the toothbrush.
The Streptococcus spp. described in this section include all microbiologically identified streptococci that
have grown on the selective agar. In comparison to NGS, allowing an identification on species level
such as Streptococcus mutans among the dental pathogens [33,34], non-pathogenic Streptococci might
have also been isolated in the microbiological analysis. In general, the current investigation revealed
slightly higher counts than those found in previous studies. While both Sammons et al. (2004) and
Malta et al. (2019) found that the aerobic TVC on toothbrushes was approx. 106 cfu [18], Taji and Rogers
determined an aerobic mesophilic TVC between 104 cfu/toothbrush and 106 cfu/toothbrush [13,32].
Of the toothbrushes analysed, 56% were contaminated with gram-negative bacteria and the NGS
showed that approx. 16.7% of gram-negative bacteria were Enterobacteriaceae. Since gram-negative
bacteria are not typical colonizers of the oral cavity [36], their occurrence indicates that the source
for toothbrush contamination is not exclusively the oral microbiome. Although not determined
in this study, the humidity and aerosols in the bathroom environment most likely facilitated these
contaminations [3,5].

In addition to the available information from the literature [42–44], the present study suggests
that the bacterial colonization of toothbrushes seems to be dependent on user age. Although there
was no significant difference, the toothbrushes used by people of over 60 years exhibited the highest
aerobic mesophilic TVC and the highest numbers of Streptococcus spp. In contrast, the anaerobic TVC
was highest in the age group between 20 and 60 years.

A further aspect of this study was to investigate the bacterial contamination over the period of
use of the toothbrushes. Here, the aerobic TVC tends to increase slightly from zero to two weeks
and almost stagnates between the third and twelfth week. From the twelfth week, the bacterial load
again increased strongly (p = 0.9) to a maximum of approx. 107 cfu/toothbrush. A similar effect
was observed for other microbial groups, revealing a major increase in microbial contamination for
toothbrushes that have been used for more than 12 weeks. Because the exact period of use has not
been determined, it cannot be excluded that the increase is following a linear function. Nevertheless,
our results show clearly that toothbrushes are able to accumulate a high number of microorganisms
over time and thus should be changed regularly (i.e., within less than three months). A German
consumer survey found that every third person changes the toothbrush every two to three months [45].
However, about 16% of the people in Germany change their toothbrush less often. A similar study
by Ziebolz et al. (2006) showed that almost 25% of Germans use their toothbrush for longer than
12 weeks [46]. Thus, since pathogenic microorganisms are also present on toothbrushes, adverse
microbial effects might be more likely if toothbrushes are not exchanged regularly [34]. Studies showed
that the bristle material, toothbrush design, or toothpaste can impact the microbiological contamination
of toothbrushes [1,10,47,48]. On the other hand, it has been shown that toothbrushes with antibacterial
coating did not inhibit bacterial growth [10,48]. However, no data regarding the nature of the bristles,
density, or hardness were collected in our study and thus an effect of these parameters cannot be ruled
out and should be taken into account in further investigations.

4.3. Occurrence of Bla and IntI1 Genes in Toothbrush Samples

Few previous studies analysed the frequency of ABR bacteria [21] and the occurrence of bla
genes [20] in the domestic environment and the oral microbiome [22–24]. Lucassen et al. (2019) [19]
determined the correlation of the presence of multi-resistance bacteria and intI1. This study also
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showed a strong variation of all bla genes across toothbrush samples, with the highest abundance of
intI1 and blaOXA-58 across the samples. In contrast to Rehberg et al. (2017) [20], who found a high
prevalence of ampC-β-lactamase genes in different household samples, only blaCMY-2 and blaACT/MIR

occurred in five and four samples in the present study, respectively. This might be due to different
compositions of the microbial community of the samples. While ampC-β-lactamases occur frequently
in biofilms of aquatic environments [49] and are especially produced by Enterobacteriaceae [50], these
species were detected less frequently (16.7%). Nevertheless, blaOXA-58 was often detected in washing
machines and dishwashers of this previous study as well and these genes dominated in the analysed
toothbrush samples of the present study. The higher abundance of ARGs that we have found in the
current study in samples of users between 20 and 60 years might be caused by a higher diversity
of the microbiome. Furthermore, samples of this age group comprised of a higher percentage of
Enterobacteriaceae and Pseudomonadaceae, which are known to commonly harbour bla and intI1 genes [51].
The lower abundance in the youngest age group might be connected to antibiotic exposure, since the
times of antibiotic intake are usually lower at younger age and ABR seems to increase with increasing
age [52]. Toothbrushes used between two and four weeks revealed the highest abundances of ARGs
and intI1, although the number of samples was higher in the group four to >12 weeks. Since the
microbiomes of this group exhibited a higher amount of gram-negative bacteria compared to the longest
period of use, this might explain the higher amount of ARGs. However, due to the high prevalence
of gram-positive species in the toothbrush samples and since the targeted bla genes mainly occur
in gram-negative bacteria [50,53], a lower frequency of the ARGs compared to other environments
seems reasonable.

4.4. In-Vitro Study of Different Bristle Materials

The results of the artificial contamination of toothbrushes showed that the bristle type had no
significant influence on the bacterial growth and survival, although bamboo and charcoal are supposed
to have antimicrobial properties. While Thamke et al. (2018) [4] determined an antimicrobial impact of
charcoal toothbrushes on anaerobic bacteria, our results showed no considerable differences compared
to the other bristle types. Although toothbrush made from animal bristles ought to be prone to
contaminations, no significant differences compared to other bristle types were observed. Thus,
it can be assumed that the use of natural bristles does not pose a microbiological risk. Especially
environmental bacteria like P. aeruginosa and M. luteus remained on the different bristle types and
a formation of colonies on the bristles was already observed after one week (data not shown).
An increasing prevalence of Micrococcales with longer periods of use was observed in the microbiome
analysis as well. Since pure cultures were used in the in-vitro study, the results indicate that rather
the material of the toothbrush or growth conditions of the test strain than competition of growth
are responsible for the observed trend. The colony formation indicate rapid biofilm formation on
the toothbrushes, which has already been confirmed by Sammons et al., determining a rapid biofilm
formation of P. aeruginosa on toothbrushes after a few days [18]. In contrast, S. mutans and S. anginosus
revealed lower TVCs on the tested bristles, indicating a worse survival/attachment compared to the
other test strains. This is confirmed by the results of NGS showing decreasing amounts of Lactobacillales
with increasing period of use. Since Streptococcus spp. grow preferably under anaerobic conditions,
an impaired growth seems reasonable. However, the results revealed that S. mutans and S. anginosus
still remained on the toothbrushes and thus a recontamination of the oral cavity might be possible.

The survival of S. mutans on toothbrushes has already been investigated in various
studies [3,14,16,34], showing that S. mutans is able to grow on bristles and even to form biofilms.
Ferreira et al. (2012) [17] and Contreras et al. (2010) [5] determined very high contaminations of
toothbrushes with gram-negative bacteria and our results confirmed that both Enterobacteriaceae and
Pseudomonadaceae survive and even grow on toothbrushes. Hence, the storage of toothbrushes separated
from the bathroom environment might prevent putative contaminations with gram-negative bacteria.



Microorganisms 2020, 8, 1379 16 of 18

5. Conclusions

The results obtained in this study substantiate that toothbrushes represent a potential reservoir of
opportunistic environmental bacteria and, although in smaller fractions, dental pathogens. Compared
to other environments, we found a lower frequency of bla and intI1 genes, which indicates a lower
resistance potential. We observed that all tested toothbrushes were highly contaminated and bacterial
counts were highest after a use of more than 12 weeks. Especially the Micrococcales dominated in the
samples and increased over time. This trend was not only observed via NGS but also when performing
in-vitro tests, indicating that species of the Micrococcales occur frequently on toothbrushes and grow
predominantly with and without the presence of other bacterial species. In contrast, the frequency
of Lactobacillales (e.g., Streptococcus spp.) slightly decreased with increasing period of use, which
was confirmed by the in-vitro tests with S. mutans and S. anginosus. Moreover, our data show that
toothbrushes partially had similar beta-diversities if used for the same period or of the same age group,
indicating that both user age and period of use might influence the development of the microbial
community. However, to identify the responsible factors influencing the composition of the toothbrush
microbiome, further investigations are mandatory. Based on the present study, toothbrushes should be
replaced after three months at the latest, and in the best case after one or two months.
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9. Ayşegül, O.; Elgin, I.; Gulcin, A.; Nedim, S. The efficacy of chlorhexidine spray vs outhwash in the microbial
contamination of child toothbrushes. J. Dent. Child. 2007, 74, 177–181.

10. Efstratiou, M.; Papaionnou, W.; Nakou, M.; Ktenas, E.; Vrotsos, I.; Panis, V. Contamination of a toothbrush
with antibacterial properties by oral microorganisms. J. Dent. 2007, 35, 331–337. [CrossRef]

11. Nelson-Filho, P.; Macari, S.; Faria, G.; Assed, S.; Ito, I. Microbial contamination of toothbrushes and their
decontamination. Pediatr. Dent. 2000, 22, 381–384. [PubMed]

http://www.mdpi.com/2076-2607/8/9/1379/s1
http://www.ncbi.nlm.nih.gov/pubmed/1521295
http://dx.doi.org/10.4103/2249-4863.161350
http://www.ncbi.nlm.nih.gov/pubmed/26288790
http://dx.doi.org/10.1155/2012/420630
http://www.ncbi.nlm.nih.gov/pubmed/22315679
http://dx.doi.org/10.1016/S0718-5391(10)70037-9
http://dx.doi.org/10.14219/jada.archive.1992.0183
http://dx.doi.org/10.1016/j.jdent.2006.10.007
http://www.ncbi.nlm.nih.gov/pubmed/11048305


Microorganisms 2020, 8, 1379 17 of 18

12. Karibasappa, G.; Nagesh, L.; Sujatha, B. Assessment of microbial contamination of toothbrush head:
An in vitro study. Indian J. Dent. Res. 2011, 22, 2–5. [CrossRef] [PubMed]

13. Taji, S.S.; Rogers, A.H. The microbial contamination of toothbrushes. A pilot study. Aust. Dent. J. 1998, 43,
128–130. [CrossRef] [PubMed]

14. Bunetel, L.; Tricot-Doulex, S.; Agnani, G.; Bonnaure-Malletm, M. Invitroevaluation of the retention of three
species of pathogenic microorganisms by three different types of toothbrush. Oral. Microbiol. Immunol. 2000,
15, 313–316. [CrossRef]

15. Nascimento, A.; Watanabe, E.; Ito, I.Y. Toothbrush contamination by Candida spp. and efficacy of mouthrinse
spray for their disinfection. Mycopathologia 2010, 169, 133–138. [CrossRef]

16. Svanberg, M. Contamination of toothpaste and toothbrush by Streptococcus mutans. Scand. J. Dent. Res.
1978, 86, 412–414. [CrossRef]

17. Ferreira, C.A.; Savi, G.D.; Panatto, A.P.; Generoso, J.D.; Barichello, T. Microbiological evaluation of bristles of
frequently used toothbrushes. Dent. Press J. Orthod. 2012, 17, 72–76. [CrossRef]

18. Sammons, R.L.; Kaur, D.; Neal, P. Bacterial survival and biofilm formation on conventional and antibacterial
toothbrushes. Biofilms 2004, 1, 123–130. [CrossRef]

19. Lucassen, R.; Rehberg, L.; Heyden, M.; Bockmühl, D.P. Strong correlation of total phenotypic resistance of
samples from household environments and the prevalence of class 1 integrons suggests for the use of the
relative prevalence of intI1 as a screening tool for multi-resistance. PLoS ONE 2019, 14, e0218277. [CrossRef]

20. Rehberg, L.; Frontzek, A.; Melhus, Å.; Bockmühl, D.P. Prevalence of β-lactamase genes in domestic washing
machines and dishwashers and the impact of laundering processes on antibiotic-resistant bacteria. J. Appl.
Microbiol. 2017, 123, 3218–3221. [CrossRef]

21. Marshall, B.M.; Robleto, E.; Dumont, T.; Levy, S.B. The frequency of antibiotic-resistant bacteria in homes
differing in their use of surface antibacterial agents. Curr. Microbiol. 2012, 65, 407–415. [CrossRef] [PubMed]

22. Penders, J.; Stobberingh, E.E.; Savelkoul, P.H.M.; Wolffs, P.F.G. The human microbiome as a reservoir of
antimicrobial resistance. Front. Microbiol. 2013, 4, 1–7. [CrossRef] [PubMed]

23. Baron, S.A.; Diene, S.M.; Rolain, J.M. Human microbiomes and antibiotic resistance. Hum. Microbiome J.
2018, 10, 43–52. [CrossRef]

24. Sommer, M.O.A.; Dantas, G.; Church, G.M. Functional characterization of the antibiotic resistance reservoir
in the human microflora. Science 2009, 325, 1128–1131. [CrossRef] [PubMed]

25. Nelson-Filho, P.; Pereira, M.S.S.; de Rossi, A.; da Silva, R.A.B.; de Mesquita, K.S.F.; de Queiroz, A.M.; da
Silva, L.A.B. Children’s toothbrush contamination in day-care centers: How to solve this problem? Clin.
Oral. Investig. 2014, 18, 1969–1974. [CrossRef]

26. Malmberg, E.; Birkhed, D.; Norvenius, G.; Norén, J.G.; Dahlén, G. Microorganisms on toothbrushes at
day-care centers. Acta Odontol. Scand. 1994, 52, 93–98. [CrossRef]

27. Raiyani, C.M.; Arora, R.; Bhayya, D.P.; Dogra, S.; Katageri, A.A.; Singh, V. Assessment of microbial
contamination on twice a day used toothbrush head after 1-month and 3 months: An in vitro study. J. Nat.
Sci. Biol. Med. 2015, 6, S44–S48. [CrossRef]

28. Schages, L.; Wichern, F.; Kalscheuer, R.; Bockmühl, D. Winter is coming—Impact of temperature on the
variation of beta-lactamase and mcr genes in a wastewater treatment plant. Sci. Total Environ. 2020, 712,
136499. [CrossRef]

29. Gillings, M.R.; Gaze, W.H.; Pruden, A.; Smalla, K.; Tiedje, J.M.; Zhu, Y.G. Using the class 1 integron-integrase
gene as a proxy for anthropogenic pollution. ISME J. 2015, 9, 1269–1279. [CrossRef]

30. Lebuhn, M.; Hanreich, A.; Klocke, M.; Schlüter, A.; Bauer, C.; Pérez, C.M. Towards molecular biomarkers for
biogas production from lignocellulose-rich substrates. Anaerobe 2014, 29, 10–21. [CrossRef]

31. Metsalu, T.; Vilo, J. ClustVis: A web tool for visualizing clustering of multivariate data using Principal
Component Analysis and heatmap. Nucleic Acids Res. 2015, 43, W566–W570. [CrossRef] [PubMed]

32. Malta, A.L.; Carvalho, J.; Barroso, H. The effect of toothbrush covers on microbial contamination. Ann. Med.
2019, 51, 112. [CrossRef]

33. Meyer, D.H.; Fives-Taylor, P.M. Oral pathogens: From dental plaque to cardiac disease. Curr. Opin. Microbiol.
1998, 1, 88–95. [CrossRef]

34. Saravia, M.E.; da Silva, R.A.B.; Rossi, M.A.; Nelson-filho, P.; Faria, G.; Rossi, M.A.; Ito, I.Y. Viability of
Streptococcus mutans toothbrush bristles. J. Dent. Child. 2008, 75, 29–32.

http://dx.doi.org/10.4103/0970-9290.79965
http://www.ncbi.nlm.nih.gov/pubmed/21525668
http://dx.doi.org/10.1111/j.1834-7819.1998.tb06101.x
http://www.ncbi.nlm.nih.gov/pubmed/9612987
http://dx.doi.org/10.1034/j.1399-302x.2000.150508.x
http://dx.doi.org/10.1007/s11046-009-9239-z
http://dx.doi.org/10.1111/j.1600-0722.1978.tb00646.x
http://dx.doi.org/10.1590/S2176-94512012000400016
http://dx.doi.org/10.1017/S1479050504001334
http://dx.doi.org/10.1371/journal.pone.0218277
http://dx.doi.org/10.1111/jam.13574
http://dx.doi.org/10.1007/s00284-012-0172-x
http://www.ncbi.nlm.nih.gov/pubmed/22752336
http://dx.doi.org/10.3389/fmicb.2013.00087
http://www.ncbi.nlm.nih.gov/pubmed/23616784
http://dx.doi.org/10.1016/j.humic.2018.08.005
http://dx.doi.org/10.1126/science.1176950
http://www.ncbi.nlm.nih.gov/pubmed/19713526
http://dx.doi.org/10.1007/s00784-013-1169-y
http://dx.doi.org/10.3109/00016359409029061
http://dx.doi.org/10.4103/0976-9668.166072
http://dx.doi.org/10.1016/j.scitotenv.2020.136499
http://dx.doi.org/10.1038/ismej.2014.226
http://dx.doi.org/10.1016/j.anaerobe.2014.04.006
http://dx.doi.org/10.1093/nar/gkv468
http://www.ncbi.nlm.nih.gov/pubmed/25969447
http://dx.doi.org/10.1080/07853890.2018.1562719
http://dx.doi.org/10.1016/S1369-5274(98)80147-1


Microorganisms 2020, 8, 1379 18 of 18

35. Gendron, R.; Grenier, D.; Maheu-Robert, L.F. The oral cavity as a reservoir of bacterial pathogens for focal
infections. Microbes Infect. 2000, 2, 897–906. [CrossRef]

36. Jenkinson, H.F. Beyond the oral microbiome. Environ. Microbiol. 2011, 13, 3077–3087. [CrossRef]
37. Dayoub, M.B.; Rusilko, D.; Gross, A. Microbial Contamination of Toothbrushes. J. Dent. Res. 1977, 56, 706.

[CrossRef]
38. Gattlen, J.; Amberg, C.; Zinn, M.; Mauclaire, L. Biofilms isolated from washing machines from three continents

and their tolerance to a standard detergent. Biofouling 2010, 26, 873–882. [CrossRef]
39. Kelley, S.T.; Theisen, U.; Angenent, L.T.; Amand, A.S.; Pace, N.R. Molecular Analysis of Shower Curtain

Biofilm Microbes. Appl. Environ. Microbiol. 2004, 70, 4187–4192. [CrossRef]
40. Dotis, J.; Printza, N.; Stabouli, S.; Papachristou, F. Kocuria species peritonitis: Although rare, we have to care.

Perit. Dial. Int. 2015, 35, 26–30. [CrossRef]
41. Von Graevenitz, A. Rothia dentocariosa: Taxonomy and differential diagnosis. Clin. Microbiol. Infect. 2004,

10, 399–402. [CrossRef] [PubMed]
42. Lira-Junior, R.; Åkerman, S.; Klinge, B.; Boström, E.A.; Gustafsson, A. Salivary microbial profiles in relation

to age, periodontal, and systemic diseases. PLoS ONE 2018, 13, 1–14. [CrossRef] [PubMed]
43. Takeshita, T.; Kageyama, S.; Furuta, M.; Tsuboi, H.; Takeuchi, K.; Shibata, Y.; Shimazaki, Y.; Akifusa, S.;

Ninomiya, T.; Kiyohara, Y.; et al. Bacterial diversity in saliva and oral health-related conditions: The Hisayama
Study. Sci. Rep. 2016, 6, 1–11. [CrossRef]

44. Xu, X.; He, J.; Xue, J.; Wang, Y.; Li, K.; Zhang, K.; Guo, Q.; Liu, X.; Zhou, Y.; Cheng, L.; et al. Oral
cavity contains distinct niches with dynamic microbial communities. Environ. Microbiol. 2015, 17, 699–710.
[CrossRef] [PubMed]

45. VuMA Touchpoints, Umfrage in Deutschland zur Häufigkeit des Wechselns der Zahnbürste bis 2018. 2019.
Available online: https://de.statista.com/statistik/daten/studie/181217/umfrage/haeufigkeit-wechsel-der-
zahnbuerste/ (accessed on 16 August 2020).

46. Ziebolz, D.; van Küss, K.; Hornecker, E.; Mausberg, R. Eine Untersuchung gebrauchter
Handzahnbürsten—Ergebnisse einer Umtauschaktion. Oralprophylaxe und Kinderzahnheilkunde 2006, 28,
54–59.

47. Wetzel, W.E.; Schaumburg, C.; Ansari, F.; Kroeger, T.; Sziegoleit, A. Microbial contamination of toothbrushes
with different principles of filament anchoring. J. Am. Dent. Assoc. 2005, 136, 758–765. [CrossRef]

48. Quirynen, M.; de Soete, M.; Pauwels, M.; Gizani, S.; van Meerbeek, B.; van Steenberghe, D. Can Toothpaste or
a Toothbrush with Antibacterial Tufts Prevent Toothbrush Contamination? J. Periodontol. 2003, 74, 312–322.
[CrossRef]

49. Schwartz, T.; Kohnen, W.; Jansen, B.; Obst, U. Detection of antibiotic resistant bacteria and their resistance
genes in wastewater, surface water, and drinking water biofilms. FEMS Microbiol. Ecol. 2003, 43, 325–335.
[CrossRef]

50. Jacoby, G.A. AmpC B-Lactamases. Clin. Microbiol. Rev. 2009, 22, 161–182. [CrossRef]
51. Deng, Y.; Bao, X.; Ji, L.; Chen, L.; Liu, J.; Miao, J.; Chen, D.; Bian, H.; Li, Y.; Yu, G. Resistance integrons: Class

1, 2 and 3 integrons. Ann. Clin. Microbiol. Antimicrob. 2015, 14, 45. [CrossRef]
52. Ghosh, T.S.; Gupta, S.S.; Nair, G.B.; Mande, S.S. In silico analysis of antibiotic resistance genes in the gut

microflora of individuals from diverse geographies and age-groups. PLoS ONE 2013, 8, 1–15. [CrossRef]
[PubMed]

53. Bonomo, R.A.; Burd, E.M.; Conly, J.; Limbago, B.M.; Poirel, L.; Segre, J.A.; Westblade, L.F.
Carbapenemase-Producing Organisms: A Global Scourge. Clin. Infect. Dis. 2018, 66, 1290–1297. [CrossRef]
[PubMed]

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1016/S1286-4579(00)00391-9
http://dx.doi.org/10.1111/j.1462-2920.2011.02573.x
http://dx.doi.org/10.1177/00220345770560063501
http://dx.doi.org/10.1080/08927014.2010.524297
http://dx.doi.org/10.1128/AEM.70.7.4187-4192.2004
http://dx.doi.org/10.3747/pdi.2013.00138
http://dx.doi.org/10.1111/j.1469-0691.2004.00784.x
http://www.ncbi.nlm.nih.gov/pubmed/15113315
http://dx.doi.org/10.1371/journal.pone.0189374
http://www.ncbi.nlm.nih.gov/pubmed/29538390
http://dx.doi.org/10.1038/srep22164
http://dx.doi.org/10.1111/1462-2920.12502
http://www.ncbi.nlm.nih.gov/pubmed/24800728
https://de.statista.com/statistik/daten/studie/181217/umfrage/haeufigkeit-wechsel-der-zahnbuerste/
https://de.statista.com/statistik/daten/studie/181217/umfrage/haeufigkeit-wechsel-der-zahnbuerste/
http://dx.doi.org/10.14219/jada.archive.2005.0259
http://dx.doi.org/10.1902/jop.2003.74.3.312
http://dx.doi.org/10.1111/j.1574-6941.2003.tb01073.x
http://dx.doi.org/10.1128/CMR.00036-08
http://dx.doi.org/10.1186/s12941-015-0100-6
http://dx.doi.org/10.1371/journal.pone.0083823
http://www.ncbi.nlm.nih.gov/pubmed/24391833
http://dx.doi.org/10.1093/cid/cix893
http://www.ncbi.nlm.nih.gov/pubmed/29165604
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Material and Methods 
	Sampling 
	Sample Preparation 
	DNA Extraction 
	Detection of Bla, Mcr, and IntI1 Genes 
	Microbiome Profiling 
	In-Vitro Test of Different Toothbrushes 
	Statistical Analysis 

	Results 
	Taxonomic Distribution 
	Microbial Contamination of Toothbrushes 
	Occurrence of Antibiotic Resistance Genes 
	In-Vitro Study of Different Types of Toothbrush Bristles 

	Discussion 
	Bacterial Diversity of Toothbrushes 
	Microbial Contamination of Toothbrushes 
	Occurrence of Bla and IntI1 Genes in Toothbrush Samples 
	In-Vitro Study of Different Bristle Materials 

	Conclusions 
	References

