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In order to improve our understanding on the microbial complexity associated with

Grade C/molar-incisor pattern periodontitis (GC/MIP), we surveyed the oral and fecal

microbiomes of GC/MIP and compared to non-affected individuals (Control). Seven

Afro-descendants with GC/MIP and seven age/race/gender-matched controls were

evaluated. Biofilms from supra/subgingival sites (OB) and feces were collected and

submitted to 16S rRNA sequencing. Aggregatibacter actinomycetemcomitans (Aa) JP2

clone genotyping and salivary nitrite levels were determined. Supragingival biofilm of

GC/MIP presented greater abundance of opportunistic bacteria. Selenomonas was

increased in subgingival healthy sites of GC/MIP compared to Control. Synergistetes

and Spirochaetae were more abundant whereas Actinobacteria was reduced in OB of

GC/MIP compared to controls. Aa abundance was 50 times higher in periodontal sites

with PD≥ 4mm of GC/MIP than in controls. GC/MIP oral microbiome was characterized

by a reduction in commensals such as Kingella, Granulicatella, Haemophilus, Bergeyella,

and Streptococcus and enrichment in periodontopathogens, especially Aa and sulfate

reducing Deltaproteobacteria. The oral microbiome of the Aa JP2-like+ patient was

phylogenetically distant from other GC/MIP individuals. GC/MIP presented a higher

abundance of sulfidogenic bacteria in the feces, such as Desulfovibrio fairfieldensis,

Erysipelothrix tonsillarum, and Peptostreptococcus anaerobius than controls. These

preliminary data show that the dysbiosis of the microbiome in Afro-descendants with

GC/MIP was not restricted to affected sites, but was also observed in supragingival and

subgingival healthy sites, as well as in the feces. The understanding on differences of the

microbiome between healthy and GC/MIP patients will help in developing strategies to

improve and monitor periodontal treatment.
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INTRODUCTION

Periodontitis is a multifactorial inflammatory disease that
affects periodontal tissues in response to a dysbiotic microbial
community (Hajishengallis, 2015). The most common forms of
periodontitis observed in clinical practice were recently included
in a single large category (Caton et al., 2018; Papapanou et al.,
2018), and the previous localized aggressive periodontitis is now
classified as molar/incisor pattern periodontitis (MIP) (Tonetti
et al., 2018). Although MIP shares some general features with
other forms of periodontitis, its classification as a distinct disease
entity is still under discussion (Fine et al., 2018, 2019).

MIP, as the name suggests, affects incisors and first molars
of adolescents and young adults associated to minimal plaque
and rapid rate of progression (Fine et al., 2019). Genetic
characteristics and high incidence ofMIP inmembers of the same
family support a strong familial aggregation (Meng et al., 2007).
Despite its rare prevalence worldwide (0.1–2%), adolescents of
African and Middle Eastern descent present a 10-fold higher
risk for MIP than other populations (Fine et al., 2019). MIP is
commonly associated with the putative pathogen Aggregatibacter
actinomycetemcomitans (Aa) (Slots et al., 1980; Zambon et al.,
1983), and the highly virulent strains belonging to the JP2
clone are associated with disease progression in young Afro-
descendants (Bueno et al., 1998; Haubek et al., 2008; Höglund
Åberg et al., 2014; Ennibi et al., 2019).

Currently, it is well-known that periodontitis is induced
by the activity of the entire microbial community in the
subgingival biofilm of affected sites, characterized by higher
amounts of pathogens, and decreased proportion of commensal
microorganisms (Faveri et al., 2009; van Essche et al., 2013) and
not by a single pathogen (Fine et al., 2013a). However, there are
no reports on the composition of complex bacteria communities
associated with MIP using next generation sequencing methods.

Moreover, periodontitis has been associated to several
systemic diseases and inflammatory disorders of the
gastrointestinal tract (Kumar, 2017), although a closer look
at this two-way relationship is still necessary. Hypothetically,
the dysbiotic oral microbiota not only induces a periodontal
hyperinflammatory response, but it would be a source of
persistent systemic inflammation, serving as inoculum
for the gut. Indeed, the oral administration of Aa and
Porphyromonas gingivalis in mice causes alterations in the
fecal microbiota (Arimatsu et al., 2014; Komazaki et al.,
2017). In addition, the fecal microbiome of individuals
affected by more common forms of periodontitis showed
increased levels of Firmicutes, Proteobacteria, Verrucomicrobia
and Euryarchaeota, and decreased levels of Bacteroidetes
compared to healthy individuals (Lourenςo et al., 2018).
However, a link between the oral and the fecal microbiomes in
patients with unusual periodontitis forms such as MIP is still
not established.

In the present study, we tested the hypothesis that patients
with MIP present a dysbiotic microbiome, which would reflect
not only on the subgingival microbiota of affected sites, but also
on other oral niches such as the biofilms of supragingival and
subgingival healthy sites, and even on the gut.

MATERIALS AND METHODS

Cross-Sectional Study Individuals
Afro-descendants with periodontitis Stage III, Grade C/MIP
(GC/MIP), aged between 18 and 25 years, and age/race/gender-
matched non-affected individuals (Control) were selected at the
School of Dentistry of the University of São Paulo (FOUSP), after
protocol approval by Research Ethics Committee at Biomedical
Sciences Institute of University of São Paulo (number: 1.821.309).
Those who agreed to participate in the study signed an informed
consent form.

GC/MIP cases were diagnosed as follows: interdental clinical
attachment loss (CAL) ≥5mm at the site of greatest loss;
radiographic alveolar bone loss extending at least to middle third
of the root; % bone loss/age >1.0; early onset disease (18–25
years), angular alveolar bone defects, and MIP (Tonetti et al.,
2018). The inclusion criteria for the Control were as follows: lack
of sites with PD >3mm (assuming no pseudo pockets); bleeding
on probing (BoP) ≤20% (Joss et al., 1994); no caries or extensive
restoration; and at least 28 permanent teeth.

Exclusion criteria were previous subgingival periodontal
therapy (scaling and root planning and/or periodontal
surgical therapy); use of medications that could affect the
periodontium, such as corticosteroids or antibiotic treatment
in the previous 6 months and/or mouthwashes containing
antimicrobials; systemic diseases that could affect the progression
of periodontitis (e.g., diabetes and immunological disorders);
pregnant or lactating; and smokers.

Clinical Assessment
BoP was evaluated based on the presence (1) or absence (0) of
bleeding up to 30 s after probing; probing depth (PD) measured
as the distance (in millimeters) from the free gingival margin to
the bottom of the pocket; gingival recession (GR)measured as the
distance from the cementum-enamel junction to the free gingival
margin; CAL was measured as PD plus GR. When there was no
GR, CAL was determined as the distance from the cementum-
enamel junction to the bottom of the pocket. All parameters were
obtained at six sites per tooth (mesiobuccal, buccal, distobuccal,
distolingual, lingual and mesiolingual), except for third molars
using a North Carolina probe (Hu-Friedy, Chicago, USA). Mean
and standard deviation for PD and CAL were calculated by full-
mouth, as well as number of sites with PD ≥4mm and PD
≥6mm. Measurements reproducibility was calculated by intra-
class correlation coefficient for PD (ICC = 0.86) and CAL (ICC
= 0.85) in two separate examinations.

Samples Collection
All biofilm samples were collected from one site per quadrant
in the molar-incisor region using sterile periodontal curettes and
were pooled according to the location (supra or subgingival) and
periodontal probing depth (≤3 or ≥4mm) in Tris-EDTA buffer.
Supragingival (SpA_GC/MIP) and subgingival (SbA_GC/MIP)
biofilms samples were collected from sites with the highest
pocket depths (PD ≥4mm) of GC/MIP. Biofilms from healthy
subgingival sites (PD ≤3mm and lack of BoP) were collected
from GC/MIP (SbH_GC/MIP). Supragingival (SpH_Control)
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and subgingival (SbH_Control) biofilms were collected from
control individuals.

Fecal samples were self-collected using a sterilized recipient,
stored at −20◦C, and transported in ice. Unstimulated saliva
was collected by passively drooling into a chilled tube for 5min.
Saliva samples were centrifuged at 14,000 × g for 20min at 4◦C
(Siqueira et al., 2012) and the supernatant was kept. All samples
were stored at−80◦C.

Genotyping of
Aggregatibacter actinomycetemcomitans
Quantitative PCR was used to detect the Aa JP2-like+ clone
in oral samples of GC/MIP and Control. Primers and a probe
to detect the orfX′ region were used (Yoshida et al., 2012).
The reactions were performed in triplicate as follows: 1 µL of
DNA (pooled supra and subgingival biofilm samples of each
individual), 0.1 µL of probe, 300 nM of each primer and 10 µL
of TaqMan Master Mix (Applied Biosystem, Foster City, CA,
USA) to a total 20 µL. The amplification cycle was 50◦C/2′,
95◦C/10′, followed by 40 cycles of 95◦C/15′′ and 60◦C/1′ in the
thermocycler Step One Plus Real-Time PCR System (Applied
Biosystem, Foster City, CA, USA).

Biofilm Samples Processing and
Sequencing
DNA was extracted using the MasterPure DNA Purification
Kit (Epicentre Biotechnologies, Madison, WI, USA) for oral
samples and the QIAamp R© DNA Stool Mini Kit (Qiagen,
Hilden, Germany) for fecal samples, following themanufacturer’s
protocol. DNA quality was determined using Qubit 2.0
fluorometer (Thermo-Fisher Scientific, Carlsbad, CA, USA).

A barcoded primer set based on universal primers
Bakt_341F CCTACGGGNGGCWGCAG and Bakt_805R
GACTACHVGGGTATCTAATCC (Herlemann et al., 2011) was
used to amplify the hypervariable V4–V5 region of 16S rRNA
gene. DNA samples were sequenced (Macrogen, Seoul, Republic
of Korea) using the Illumina MiSeq 2 × 250 platform, following
the manufacturer’s protocol. Illumina sequences data were
submitted to Sequence Read Archive (SRA) under BioProject
identification number PRJNA580506.

Sequencing Data Analyses
Raw sequencing pair-end reads were assembled using PEAR
software v0.9.10 (Zhang et al., 2014), with a minimum overlap
of 20 bp and with an e-value cutoff of 4e-10. Reads were
filtered for length (≥440 bp), quality score (mean >30) using
USEARCH v10.0.240_i86linux32 (Edgar, 2010), and sequences
were clustered into operational taxonomic units (OTU) at
97% similarity. Reads were filtered for bacterial sequences for
further analyses in QIIME 1.8.0 pipeline (Caporaso et al., 2010).
Taxonomy was assigned using the Human Oral Microbiome
Database (HOMD) v.15.1. Bacteria unclassified and unknown
were collapsed and named as “others” to generate relative
abundance plots. Alpha diversity was determined by Chao
1, ACE, Shannon, and Simpson indexes and the amount of
unique OTUs estimated. OTU tables of each pair groups were
normalized using cumulative sum scaling (CSS). Beta diversity

was evaluated considering Weighted UniFrac distances and
visualized by Principal Coordinates Analysis (PCoA). Core
microbiomes consisting of species detected in 50% of the samples
from each site of GC/MIP and Control were obtained using
QIIME. Oral biofilm (OB) refers to the sum of reads of each taxon
detected in all oral biofilms samples per group: SpA+SbH+SbA
of GC/MIP and SpH+SbH of Control. OB and feces exclusive
and shared species were identified using Venny v.2.1.

Levels of Nitrite in Saliva
Saliva nitrite levels were evaluated in GC/MIP and Control
samples in three independent assays, as described in a previous
study (Han et al., 2013). Fifty microliter of unstimulated
saliva supernatants were mixed with equal volumes of Griess
reagent in triplicate in 96 wells plates. After 10min, the
optical density at 540 nm was determined and compared to a
standard curve consisting of sodium nitrate in PBS (pH 7.2) at
different concentrations.

Statistical Analysis
GC/MIP individuals were selected among all patients referred
to the Periodontology clinics at FOUSP who met the
inclusion/exclusion criteria over the recruitment period of
2 years. Sample size was estimated according to a previous study
analyzing multiple parameters (Shaddox et al., 2016), which
required a minimum of 6 GC/MIP cases to reach a power of
80%. Differences in clinical parameters and salivary nitrite levels
between groups were calculated based on the Mann-Whitney test
in BioEstat R© software v5.3. Non-parametric t-test using Monte
Carlo simulation was applied to compare relative abundance data
in QIIME. Student t-test was applied to compare alpha diversity
data between groups. Permutational Multivariate Analysis of
Variance (PERMANOVA) (vegan::adonis) was used to quantify
beta diversity differences between groups. Spearman’s Rank test
was applied to determine correlations levels between clinical
parameters, nitrite levels, and relative abundance of species
using RStudio R© v3.4.4. The significance level of all tests was set
at 5% (p < 0.05).

RESULTS

Demographic/Periodontal Parameters
This case control-study consisted of 7 GC/MIP individuals and 7
age-gender-race-matched controls. Only Afro-descendants were
included in view of MIP demographic specificities. No gender
restrictions were used during the recruitment period, but only
women appropriately followed the inclusion/exclusion criteria.
GC/MIP presented higher percentage of BoP, and higher PD and
CAL mean compared to Controls (p < 0.01; Table 1).

Bacterial Community Profiling
The oral and fecal microbiomes were determined by 16S rRNA
sequencing of a total of 48 samples, which generated 3,396,028
high quality paired-end reads (average of 70,751 reads per
sample). A total of 3,315 OTUs were distributed among 12 phyla,
79 families and 551 species.
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TABLE 1 | Demographic/periodontal clinical parameters and

A. actinomycetemcomitans (Aa) prevalence and abundance in the oral

microbiome.

Variables GC/MIP Control

Age 21.29 ± 2.29 21.29 ± 2.29

BoP 43.54 ± 16.58* 15.00 ± 5.05

PD

Full mouth 2.25 ± 0.65* 1.71 ± 0.31

Sites with PD ≥4mm 4.8 ± 0.8 ND

Sites with PD ≥6mm 6.7 ± 0.7 ND

CAL

Full mouth 2.85 ± 0.3* ND

Sites with PD ≥4mm 4.9 ± 1.0 ND

Sites with PD ≥6mm 6.9 ± 0.6 ND

Aa prevalence

Supragingival biofilm 7/7 7/7

Subgingival biofilm (PD ≤3mm) 7/7 7/7

Subgingival biofilm (PD ≥4mm) 7/7 ND

Aa relative abundance

Supragingival biofilm 0.09% 0.05%

Subgingival biofilm (PD ≤3mm) 0.14% 0.06%

Subgingival biofilm (PD ≥4mm) 2.92%$ ND

Detection of Aa JP2-like clone 1§/7 0/7

The groups consisted of 7 individuals with GC/MIP and 7 age-gender-race-matched

controls. Probing depth (PD) and clinical attachment loss (CAL) values are represented as

mean ± standard deviation in sites with PD ≥4 and ≥6mm. Bleeding on probing (BoP)

is represented by percentage mean ± standard deviation. Subgingival biofilm samples of

sites with PD≤3mmcorrespond to healthy sites, while subgingival biofilm samples of sites

with PD ≥4mm correspond to affected sites. Mann-Whitney test was used to evaluate

inter-group differences in clinical parameters and Non-parametric t-test to evaluate relative

abundance differences. The significance level of the tests was set at 5% (p< 0.05). *Mann-

Whitney test, p < 0.05. $Non-parametric t-test, p < 0.05; Aa relative abundance in the

subgingival biofilm of sites with PD ≥4mm of GC/MIP was compared to its abundance

in the subgingival biofilm of sites with PD≤ 3mm of Control. §Only 1 GC/MIP patient was

Aa JP2-like+ by qPCR analysis. ND, not determined.

Taxonomical Analyses Revealed That the
Dysbiosis Was Not Only a Characteristic of
Affected Sites
Taxa abundance in supra and subgingival biofilms were
compared between GC/MIP and Control. Since subgingival
affected sites are only present in GC/MIP, data on SbA_GC/MIP
were compared to SbH_Control.

Phyla detected in all samples are shown in Figure 1.
Bacteroidetes, Firmicutes, Fusobacteria, and Proteobacteria were
predominant in oral samples. Synergistetes and Spirochaetae were
more abundant in OB_GC/MIP and in SbA_GC/MIP, while
increased levels of Actinobacteria were found in OB_Control
(p < 0.05). Differences in species abundance in the fecal
microbiome between groups are shown in Figure 2A. Differences
in species abundance between GC/MIP and Control in
supragingival biofilm and subgingival healthy sites were observed
(Figures 2B,C). The most impressive differences were detected
when subgingival affected sites of GC/MIP (SbA_GC/MIP)
were compared to SbH_Control (Figure 2D). Although Aa
was detected in all oral samples (Table 1), it was 50 times
more abundant in SbA_GC/MIP than in SbH_Control (log2FC

= 5.6). Moreover, Aa abundance in SbA_GC/MIP positively
correlated to the abundance of Acidovorax ebreus (R = 0.97/p
= 0.0003), Helicobacter pylori (R = 0.99/p = 2.93e-06),
Treponema sp._HMT_234 (R = 0.86/p = 0.01), and Treponema
sp._HMT_490 (R = 0.98/p = 7.962e-05; Figure 3A). When
comparing the periodontal clinical parameters to the abundance
of sulfidogenic bacteria in SbA_GC/MIP, sites with PD ≥4mm
positively correlated to the abundance of Aa (R = 0.82/p =

0.02) and H. pylori (R = 0.81/p = 0.03), while BoP positively
correlated to the abundance of Centipeda periodontii (R =

0.84/p = 0.02) and Solobacterium moorei (R = 0.81/p =

0.03; Figure 3B). Supplementary Table 1 shows the relative
abundance of species in oral biofilms, which differed between
GC/MIP and Control. Alpha diversity of oral and fecal samples
did not differ between groups (Supplementary Figure 1). Beta
diversity analysis revealed that OB and SbA_GC/MIP samples
tended to cluster apart from OB and SbH_Control samples,
respectively (p < 0.05; Figure 4).

The Oral Microbiome of the Aa-JP2-like+

Patient Was Distinct From the Other
Individuals
Considering that, all individuals harboredAa in oral samples, and
its higher abundance in OB of GC/MIP compared to controls
(Table 1), we evaluated the presence of the highly virulent Aa
JP2-like+ clone in subgingival biofilm samples. Samples from
all individuals were tested, however Aa-JP2-like+ clone was
detected in only one GC/MIP individual (Table 1). The OB
microbiome of this individual (GC/MIP 1) clustered apart from
all OB and subgingival samples (Figures 4B,E). The abundance
of Aa in biofilm samples of GC/MIP 1 was 18.8 times higher than
observed in Controls, and 5.8 times higher than the remaining
GC/MIP individuals.

Differences in patterns of microbial communities between
the Aa-JP2-like+ patient and the other studied individuals
were evaluated by plotting a heat map based on the relative
abundance of the 40 most abundant species in subgingival sites
(Figure 5). Clusters formed by Aa, Campylobacter showae and
Porphyromonas endodontalis, and by Treponema sp._HMT_247,
490, 254, 234, and Eikenella corrodens were detected in the
Aa-JP2-like+ subgingival affected sites.

Dysbiosis in the Fecal Microbiome
Bacteroidetes and Firmicutes were predominant in fecal
samples (Figure 1). We highlight the increased abundance of
sulfate-reducing bacteria (SRB) Peptostreptococcus anaerobius,
Erysipelothrix tonsillarum, and Desulfovibrio fairfieldensis, and
reduced abundance of Lachnoanaerobaculum orale in fecal
samples of GC/MIP compared to Controls (Figure 2A). The
fecal microbiome of the Aa-JP2-like+ patient did not differ from
the other GC/MIP individuals (Supplementary Figure 2).

Core Microbiome
Core microbiome analysis revealed shared and exclusive taxa
of at least 50% GC/MIP and Control individuals. The oral
core microbiome revealed a total of 291 species shared by
both groups, while 24 were exclusively detected in GC/MIP
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FIGURE 1 | Phyla relative abundance (%) based plots. The left plot represents the most abundant phyla (>1%) and the right plot represents the least abundant phyla

(<1%) detected in GC/MIP and Control samples: fecal samples (Fecal_GC/MIP and Fecal_Control), oral biofilm samples (OB_GC/MIP and OB_Control, where OB

refers to the sum of reads of each taxon detected in all biofilm samples per group: SpA+SbH+SbA in GC/MIP and SpH+SbH in Control groups), supragingival

biofilms (SpA_GC/MIP and SpH_Control), subgingival healthy sites (SbH_GC/MIP and SbH_Control), and subgingival affected sites (SbA_GC/MIP).

and 23 in Control. Due to the large number of shared species
in the oral biofilm, only those that were statistically different
between groups are shown in Figure 6. The complete list is in
Supplementary Table 2. The fecal core microbiome revealed that
251 species were shared by both groups, while 21 species were
exclusively detected in GC/MIP and 35 in Control individuals
(Supplementary Table 3).

Nitrite Levels in GC/MIP
Since the abundance of some nitrate-reducing bacteria (NRB)
differed in OB from GC/MIP and controls, nitrite levels in saliva
were determined and correlated with oral bacteria composition
and periodontal clinical parameters. Despite the higher amount
of salivary nitrite in GC/MIP compared to Control, this
difference was not significant (Supplementary Figure 3).
However, nitrite levels positively correlated with the number of
sites with PD ≥4mm (R = 0.77/p = 0.04), with the percentage
of sites with CAL ≥6mm (R = 0.75/p = 0.05), and with the
abundance of Fretibacterium fastidiosum (R = 0.91/p = 0.004)
and Treponema socranskii (R= 0.89/p= 0.007) in SbA_GC/MIP.

DISCUSSION

The present study revealed new aspects of MIP and contributed
to the understanding of dysbiotic microbiome involved in the
etiopathogenesis of this phenotype of periodontitis at the oral
and intestinal levels. To the best of our knowledge, this is the
first study evaluating the microbiome of GC/MIP, and not only
subgingival sites were evaluated but also supragingival biofilms
and fecal samples.

Localized aggressive periodontitis is quite rare in Brazil,
Europe, and North America, but there is a need to understand
this disease. Due to the low prevalence of GC/MIP, we recruited

any patient diagnosed with this condition for 2-years throughout
the study, and matched health individuals in relation to age,
gender, and ethnical background. Only subjects of African
descent were selected due to the association of MIP and the JP2
clone with race (Haubek, 2010; Fine et al., 2019). However, even
with this strategy, the prevalence of the JP2 clone, known to
be originated in Africa (Haubek, 2010), was very low, differing
from studies in African Americans and Moroccans (Burgess
et al., 2017; Ennibi et al., 2019). All subjects were under 26
years of age, since aging leads to changes in oral microbial
communities (Claesson et al., 2017). These strict selection criteria
resulted in a more homogenous group, but limited the number of
subjects. Furthermore, there is still a need to highlight differences
among microbial communities of the different phenotypes of
periodontitis. However, comparison of MIP with the highly
prevalent slow progressing periodontitis, known as chronic
periodontitis (CP), would impose age differences, adding another
variable to the analysis, due to the phenomena of inflammaging
(Franceschi et al., 2007).

The supragingival biofilms of GC/MIP were characterized
by a greater abundance of opportunistic bacteria when
compared to control, such as Sneathia sanguinegens,
Stenotrophomonas maltophilia, Selenomonas artemidis, and
Johnsonella sp._HMT_166, which were recently associated
to periodontitis (Pérez-Chaparro et al., 2018). Differences
were also observed when subgingival healthy sites of GC/MIP
were compared to Control since SbH_GC/MIP microbiome
was characterized by higher abundance of Actinomyces and
Selenomonas species. Interestingly, S. sputigena, found in greater
abundance in SbA_GC/MIP than in controls, is considered
a periodontopathogen due to its virulence factors and was
suggested as a marker of disease activity (Hiranmayi et al., 2017).
Altogether, these data indicated that GC/MIP presents altered
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FIGURE 2 | Fold changes (log2) of species relative abundance. Species detected in lower (negative values) or higher abundance (positive values) in GC/MIP samples

compared to Control in: fecal samples (A), supragingival sites (B), subgingival healthy sites (C), and subgingival affected sites of GC/MIP compared to subgingival

healthy sites of Control (D). Only species that significantly differed between groups were displayed (p < 0.05, Non-parametric t-test).

microbial communities in supragingival biofilm, as well as in
subgingival healthy sites. We also reinforced the association
between Aa and GC/MIP cases due to its expressive greater
abundance in affected sites. However, despite the association of
the JP2 clone with MIP in Afro-descendants, only one GC/MIP
individual harbored the more virulent JP2 clone indicating the
virulence potential of the other Aa strains. The promoter region
of the lkt operon differs in the JP2 clone when compared to
other Aa strains, leading to the production of high amounts
of leukotoxin (Brogan et al., 1994). However, certain non-JP2

strains may also produce high amounts of leukotoxin (Höglund
Åberg et al., 2014) and differences between the JP2 clone and
non-JP2 strains do not rely only in the production of the
leukotoxin (Huang et al., 2013). Furthermore, the virulence
potential of Aa strains vary in relation to other virulence factors
such as cagE, a putative exotoxin (Johansson et al., 2017), and
cytolethal distending toxin (Fabris et al., 2002).

The distinct microbial composition in periodontitis sites
of the Aa-JP2-like+ MIP patient indicated its potential to
alter the periodontal environment and, consequentially, the
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FIGURE 3 | Spearman’s rank correlation matrices. Matrix (A) corresponds to the correlation between species that were more abundant in subgingival affected sites of

GC/MIP (SbA_GC/MIP) when compared to subgingival sites of healthy Control. Matrix (B) corresponds to the correlation between the abundance of sulfidogenic

bacteria in SbA_GC/MIP and periodontal clinical parameters. Blue squares indicate positive correlations (R ≥ 0.75, p < 0.05) and red squares indicate negative

correlations (R ≤ −0.75, p < 0.05).

bacterial community. Inflammation is known to modulate the
resident microbiota, and Aa activates the inflammasome in
macrophages, leading to secretion of IL-1β (Ando-Suguimoto
et al., 2020). The highly leukotoxic JP2 clone may play a role
as a key stone pathogen and alter the response promoted
by the microbial community, possibly leading to an altered
oral microbiome in JP2 carriers. The higher amount of
leukotoxin may affect interaction with immune cells, due
to its ability to decrease phagocytosis and killing, but also
to induce the release of metalloproteases and to activate
the inflammasome (Johansson, 2011), possibly contributing
to periodontitis progression. However, we evaluated only
one JP2+ subject, and this hypothesis should be tested in
larger populations.

The abundances of eleven Treponema species were increased
in SbA_GC/MIP, including putative periodontopathogens
such as T. denticola, T. maltophilum, T. parvum, and T.
socranskii, some of which were previously associated with
GC/MIP (Faveri et al., 2009; Fine et al., 2013b). Eight species of
Treponema were part of the oral core microbiome. Moreover,
a positive correlation between Aa, Treponema sp._HMT_234
and 490 was observed, and abundance of Treponema positively
correlated with abundance of Fretibacterium in SbA_GC/MIP.
Colonization levels of F. fastidiosum and the Synergistetes
phylotypes HMT_358, 359 and 361 were increased in
SbA_GC/MIP compared to SbH_Control. To date, Synergistetes
cluster A, which includes F. fastidiosum, was increased in
the saliva of individuals affected by generalized periodontitis
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FIGURE 4 | Principal coordinate analysis based on weighted UniFrac distance metric. Graphics represents beta diversity analysis between samples: fecal (A), oral

(supra + subgingival sites sampled) (B), supragingival sites (C), subgingival non-affected sites of GC/MIP and Control and (D), subgingival affected sites of GC/MIP

and subgingival sites of Control (E). Blue dots correspond to GC/MIP samples and red dots correspond to Control samples. Blue or light red ellipses indicate groups

of samples closely related. A significance level of 5% was applied by using PERMANOVA test (vegan::adonis). Only one GC/MIP case harbored the Aa JP2-like+

clone, which clustered apart from the other GC/MIP samples, as signalized in (B,E).

(Belibasakis et al., 2013), and this specie is considered putative
periodontopathogen (Oliveira et al., 2016; Deng et al., 2017).

On the other hand, we observed a reduction of health-
associated species in all oral sites of GC/MIP when compared to
Controls. Abundance of 29 species was lower in SbA_GC/MIP
than in SbH_Control, including Kingella oralis, Granulicatella
adiacens, and Haemophilus parainfluenzae and species of the
genera Bergeyella, Capnocytophaga, Gemella, Prevotella, and
Streptococcus. Thus, the biofilm with high levels of initial
colonizers and beneficial bacteria was found in controls, whereas
in MIP, the microbiota switched toward higher levels of strictly
anaerobic bacteria even in supra (SpA_GC/MIP) and subgingival
biofilms of healthy sites (SbH_GC/MIP). These data indicated
that the dysbiosis observed in MIP is not only associated
with deep pockets, but is also found in supragingival plaque
and subgingival healthy sites. Previous data had also reported
differences in the microbial communities when subgingival sites
from control were compared to shallow pockets in CP patients,
suggesting that the shallow pockets in persons with disease may
represent an intermediate stage in disease development (Griffen
et al., 2012). Thus, treatment strategies of MIP should aim not

only the reduction of pathogens, but also favor beneficial bacteria
both in supra and subgingival sites.

Abundance of sulfidogenic bacteria (H2S-producers
in anaerobic conditions), such as Aa, Porphyromonas
gingivalis, Treponema denticola, Tannerella forsythia,
Filifactor alocis, Centipeda periodontii, Selenomonas artemidis,
Solobacterium moorei, and Helicobacter pylori, as well as
Deltaproteobacteria, increased in the oral microbiome of
GC/MIP. The Deltaproteobacteria Desulfobulbus sp._HMT_041
and Desulfovibrio sp._HMT_040 were more abundant in
SbA_GC/MIP than in SbH_Control. The role of anaerobic
SRB in periodontitis has been suggested (Campbell et al.,
2013). Furthermore, an increased abundance of Desulfobulbus
sp._HMT_041 was observed in subgingival sites of GC/MIP
adolescents prior to disease development (Fine et al., 2013b) and
this phylotype was associated with generalized and refractory
periodontitis (Colombo et al., 2009; Oliveira et al., 2016). The
affected sites with PD ≥4mm presented a higher abundance of
Aa andH. pylori. Disease severity and higher PD were previously
associated withH. pylori in patients with periodontitis (Dye et al.,
2002; Hu et al., 2016). The possible mechanisms involved in
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FIGURE 5 | Heat map based on the relative abundance of the 40 most abundant species in the subgingival biofilm of individuals with GC/MIP and Control. Species

relative abundance of subgingival affected sites of GC/MIP (SbA_GC/MIP) was compared to subgingival sites of Control (SbH_Control). *Patient harboring Aa

JP2-like+ clone.

disease severity caused by H. pylori may be linked to alterations
in the subgingival microbiota and inflammation by inducing the
production of IL-6, IL-8, and INF-γ (Hu et al., 2016). Although
several evidences associateH. pylori to periodontitis, especially to
CP, its contribution to disease development and/or progression
is still unclear (Liu et al., 2020).

Hydrogen Sulfide (H2S) can lead to generation of nitric
oxide (NO) and vice-versa (Grossi, 2009; Tran et al., 2014),
suggesting a synergistic production of these toxic metabolites in
periodontitis. Since the microbiome approach can only indicate
the identity of the microorganisms present at a specific site,
whereas their functions could only be inferred, we determined
nitrite levels in saliva samples. Salivary nitrite levels were higher
in GC/MIP patients than in controls, although this difference
was not statistically significant possibly due to a diluted effect
promoted by the localized disease pattern. However, salivary

nitrite levels positively correlated with abundance of sulfidogenic
bacteria such as Treponema socranskii. These findings raised the
hypothesis that the production of NO and H2S may contribute
to the shift from a balanced to a dysbiotic microbiota in MIP,
favoring and being favored by the periodontal destruction. In
this line, NRB such as Acidovorax ebreus were more abundant
in GC/MIP oral samples than in controls, and their role in the
etiopathogenesis of periodontitis deserves further investigation.

The fecal microbiome of GC/MIP also presented a higher
abundance of sulfidogenic bacteria, such as Desulfovibrio
fairfieldensis, Erysipelothrix tonsillarum, and Peptostreptococcus
anaerobius, when compared to controls and the last two
species were part of the fecal core microbiome of GC/MIP.
D. fairfieldensis and P. anaerobius can be detected in the
gastrointestinal tract of healthy individuals, and their oral
colonization was previously associated to periodontitis
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FIGURE 6 | Core microbiome based on species present in the oral biofilm of 50% of the individuals of GC/MIP, Control and shared species. Oral biofilm refers to the

sum of reads of each taxon detected in all oral biofilm samples per group: (SpA+SbH+SbA) in GC/MIP and (SpH+SbH) in Control groups. *Species more abundant in

GC/MIP. #Species more abundant in Control (p < 0.05, Non-parametric t-test).

(Loubinoux et al., 2002; Colombo et al., 2016). Furthermore, D.
fairfieldensis is associated with serious infections and abscesses
in the gut (Pimentel and Chan, 2007). P. anaerobius, in its turn,
was enriched in fecal samples and biopsies from patients with
colorectal cancer (CRC), and induced colon dysplasia in a CRC
animal model (Tsoi et al., 2017). On the other hand, as far as
we know, E. tonsillarum has not been associated with any oral
or systemic diseases in humans. The fecal microbiome features
observed in GC/MIP differed from other findings in patients
with CP (Lourenςo et al., 2018), supporting the hypothesis that
MIP should be considered a distinct periodontal disease (Fine
et al., 2019).

A high abundance of SRB was reported in colonic biopsies
of Afro-Americans but not in other ethnical groups (Yazici
et al., 2017). Moreover, SRB is a potential risk factor for CRC
development in Afro-Americans. Intriguingly, the association
between CRC and periodontitis has been suggested (Lauritano
et al., 2017). The patients included in our study did not
report any other health problem, suggesting that studies are
needed to elucidate the oral–intestinal network in MIP, and the
possible role of oral bacteria in gut inflammatory conditions.
We have recently shown that MIP is characterized by an
altered profile of chemokines in saliva (Kawamoto et al., 2020),
and this altered response may play a role in modulating the
microbiome of both mucosa surfaces. Since MIP diagnosis
can be done early in life, a prospective long-term evaluation
should insert periodontitis into a multiprofessional health
care approach, and should evaluate the role of the altered
immune response in MIP in modulating the resident microbiota
and vice-versa.

In summary, these preliminary data shed light on the
microbiome associated to GC/MIP cases in Afro-descendants,
indicating that dysbiosis occurs not only in subgingival affected
sites, but also in supragingival biofilms and healthy subgingival
sites, as well as in the fecal microbiome. GC/MIP oral
microbiome was characterized by high levels of known putative
periodontopathogens such as Aa, Treponema and Selenomonas
species, but also by a decreased abundance of biofilm early
colonizers and beneficial bacteria. In addition, less recognized
putative pathogens such as H2S-producing bacteria, including
Deltaproteobacteria and NRB such asAcidovorax ebreusmay play
an important role in MIP and should be further investigated.
The more integrated view of oral and intestinal microbiomes
described in this study is a glimpse on the comprehension of the
etiopathogenesis of complex and severe forms of periodontitis
such as GC/MIP.
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Deng, Z.-L., Szafrański, S. P., Jarek, M., Bhuju, S., and Wagner-Döbler, I. (2017).
Dysbiosis in chronic periodontitis: key microbial players and interactions with
the human host. Sci. Rep. 7:3703. doi: 10.1038/s41598-017-03804-8

Dye, B. A., Kruszon-Moran, D., and McQuillan, G. (2002). The relationship
between periodontal disease attributes and helicobacter pylori infection
among adults in the United States. Am. J. Public Health. 92, 1809–1815.
doi: 10.2105/AJPH.92.11.1809

Edgar, R. C. (2010). Search and clustering orders of magnitude faster than BLAST.
Bioinformatics 26, 2460–2461. doi: 10.1093/bioinformatics/btq461

Ennibi, O. K., Claesson, R., Akkaoui, S., Reddahi, S., Kwamin, F., Haubek,
D., et al. (2019). High salivary levels of JP2 genotype of Aggregatibacter

actinomycetemcomitans is associated with clinical attachment loss in moroccan
adolescents. Clin. Exp. Dent. Res. 5, 44–51. doi: 10.1002/cre2.156

Fabris, A. S., DiRienzo, J. M., Wikstrom, M., and Mayer, M. P. A. (2002).
Detection of cytolethal distending toxin activity and cdt genes in Actinobacillus

actinomycetemcomitans isolates from geographically diverse populations. Oral
Microbiol. Immunol. 17, 231–238. doi: 10.1034/j.1399-302X.2002.170405.x

Faveri, M., Figueiredo, L. C., Duarte, P. M., Mestnik, M. J., Mayer, M. P.
A., and Feres, M. (2009). Microbiological profile of untreated subjects
with localized aggressive periodontitis. J. Clin. Periodontol. 36, 739–749.
doi: 10.1111/j.1600-051X.2009.01449.x

Fine, D. H., Armitage, G. C., Genco, R. J., Griffen, A. L., and Diehl, S. R. (2019).
Unique etiologic, demographic, and pathologic characteristics of localized
aggressive periodontitis support classification as a distinct subcategory of
periodontitis. J. Am. Dent. Assoc. 150, 922–931. doi: 10.1016/j.adaj.2019.07.024

Fine, D. H., Furgang, D., McKiernan, M., and Rubin, M. (2013a).
Can salivary activity predict periodontal breakdown in A.
actinomycetemcomitans infected adolescents? Arch. Oral Biol. 58, 611–620.
doi: 10.1016/j.archoralbio.2012.10.009

Fine, D. H., Markowitz, K., Fairlie, K., Tischio-Bereski, D., Ferrendiz, J., Furgang,
D., et al. (2013b). A consortium of Aggregatibacter actinomycetemcomitans,
Streptococcus parasanguinis, and Filifactor alocis is present in sites prior to
bone loss in a longitudinal study of localized aggressive periodontitis. J. Clin.
Microbiol. 51, 2850–2861. doi: 10.1128/JCM.00729-13

Fine, D. H., Patil, A. G., and Loos, B. G. (2018). Classification and
diagnosis of aggressive periodontitis. J. Periodontol. 89(Suppl. 1), S103–S119.
doi: 10.1002/JPER.16-0712

Franceschi, C., Capri, M., Monti, D., Giunta, S., Olivieri, F., Sevini, F., et al. (2007).
Inflammaging and anti-inflammaging: a systemic perspective on aging and
longevity emerged from studies in humans. Mech. Ageing Dev. 128, 92–105.
doi: 10.1016/j.mad.2006.11.016

Griffen, A. L., Beall, C. J., Campbell, J. H., Firestone, N. D., Kumar, P. S.,
Yang, Z. K., et al. (2012). Distinct and complex bacterial profiles in human
periodontitis and health revealed by 16S pyrosequencing. ISME J. 6, 1176–1185.
doi: 10.1038/ismej.2011.191

Grossi, L. (2009). Hydrogen sulfide induces nitric oxide release from nitrite. Bioorg.
Med. Chem. Lett. 19, 6092–6094. doi: 10.1016/j.bmcl.2009.09.030

Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 11 October 2020 | Volume 10 | Article 583761

https://www.frontiersin.org/articles/10.3389/fcimb.2020.583761/full#supplementary-material
https://doi.org/10.3390/pathogens9040248
https://doi.org/10.1038/srep04828
https://doi.org/10.1111/jre.12061
https://doi.org/10.1128/IAI.62.2.501-508.1994
https://doi.org/10.1902/jop.1998.69.9.998
https://doi.org/10.1177/2380084417695543
https://doi.org/10.1371/journal.pone.0059361
https://doi.org/10.1038/nmeth.f.303
https://doi.org/10.1111/jcpe.12935
https://doi.org/10.1080/20002297.2017.1334504
https://doi.org/10.1902/jop.2009.090185
https://doi.org/10.1016/j.micpath.2015.09.009
https://doi.org/10.1038/s41598-017-03804-8
https://doi.org/10.2105/AJPH.92.11.1809
https://doi.org/10.1093/bioinformatics/btq461
https://doi.org/10.1002/cre2.156
https://doi.org/10.1034/j.1399-302X.2002.170405.x
https://doi.org/10.1111/j.1600-051X.2009.01449.x
https://doi.org/10.1016/j.adaj.2019.07.024
https://doi.org/10.1016/j.archoralbio.2012.10.009
https://doi.org/10.1128/JCM.00729-13
https://doi.org/10.1002/JPER.16-0712
https://doi.org/10.1016/j.mad.2006.11.016
https://doi.org/10.1038/ismej.2011.191
https://doi.org/10.1016/j.bmcl.2009.09.030
https://www.frontiersin.org/journals/cellular-and-infection-microbiology
https://www.frontiersin.org
https://www.frontiersin.org/journals/cellular-and-infection-microbiology#articles


Amado et al. Periodontitis-Associated Oral and Fecal Microbiome

Hajishengallis, G. (2015). Periodontitis: from microbial immune subversion to
systemic inflammation. Nat. Rev. Immunol. 15, 30–44. doi: 10.1038/nri3785

Han, D.-H., Kim, M.-J., Jun, E.-J., and Kim, J.-B. (2013). Nitric oxide
modulates levels of salivary lactobacilli. Acta Odontol. Scand. 71, 1156–1161.
doi: 10.3109/00016357.2012.757356

Haubek, D. (2010). The highly leukotoxic JP2 clone of Aggregatibacter

actinomycetemcomitans: evolutionary aspects, epidemiology and
etiological role in aggressive periodontitis. APMIS Suppl. 130, 1–53.
doi: 10.1111/j.1600-0463.2010.02665.x

Haubek, D., Ennibi, O.-K., Poulsen, K., Væth, M., Poulsen, S., and Kilian,
M. (2008). Risk of aggressive periodontitis in adolescent carriers of the
JP2 clone of Aggregatibacter (Actinobacillus) actinomycetemcomitans in
Morocco: a prospective longitudinal cohort study. Lancet 371, 237–242.
doi: 10.1016/S0140-6736(08)60135-X

Herlemann, D. P., Labrenz, M., Jürgens, K., Bertilsson, S., Waniek, J. J.,
and Andersson, A. F. (2011). Transitions in bacterial communities along
the 2000 km salinity gradient of the baltic Sea. ISME J. 5, 1571–1579.
doi: 10.1038/ismej.2011.41

Hiranmayi, K. V., Sirisha, K., Ramoji Rao, M. V., and Sudhakar, P. (2017). Novel
pathogens in periodontal microbiology. J. Pharm. Bioallied Sci. 9, 155–163.
doi: 10.4103/jpbs.JPBS_288_16

Höglund Åberg, C., Haubek, D., Kwamin, F., Johansson, A.,
and Claesson, R. (2014). Leukotoxic activity of Aggregatibacter

actinomycetemcomitans and periodontal attachment loss. PLoS ONE 9:e104095.
doi: 10.1371/journal.pone.0104095

Hu, Z., Zhang, Y., Li, Z., Yu, Y., Kang, W., Han, Y., et al. (2016).
Effect of Helicobacter pylori infection on chronic periodontitis by the
change of microecology and inflammation. Oncotarget 7, 66700–66712.
doi: 10.18632/oncotarget.11449

Huang, Y., Kittichotirat, W., Mayer, M. P. A., Hall, R., Bumgarner, R., and Chen,
C. (2013). Comparative genomic hybridization and transcriptome analysis
with a pan-genome microarray reveal distinctions between JP2 and non-JP2
genotypes of Aggregatibacter actinomycetemcomitans. Mol. Oral Microbiol. 28,
1–17. doi: 10.1111/omi.12005

Johansson, A. (2011). Aggregatibacter actinomycetemcomitans leukotoxin: a
powerful tool with capacity to cause imbalance in the host inflammatory
response. Toxins 3, 242–259. doi: 10.3390/toxins3030242

Johansson, A., Claesson, R., Höglund Åberg, C., Haubek, D., and Oscarsson, J.
(2017). The cagE gene sequence as a diagnostic marker to identify JP2 and
non-JP2 highly leukotoxic Aggregatibacter actinomycetemcomitans serotype b
strains. J. Periodontal Res. 52, 903–912. doi: 10.1111/jre.12462

Joss, A., Adler, R., and Lang, N. P. (1994). Bleeding on probing. A parameter for
monitoring periodontal conditions in clinical practice. J. Clin. Periodontol. 21,
402–408. doi: 10.1111/j.1600-051X.1994.tb00737.x

Kawamoto, D., Amado, P. P. L., Albuquerque-Souza, E., Bueno, M. R.,
Vale, G. C., Saraiva, L., et al. (2020). Chemokines and cytokines profile
in whole saliva of patients with periodontitis. Cytokine 135:155197.
doi: 10.1016/j.cyto.2020.155197

Komazaki, R., Katagiri, S., Takahashi, H., Maekawa, S., and Shiba, T. (2017).
Periodontal pathogenic bacteria, Aggregatibacter actinomycetemcomitans affect
non-alcoholic fatty liver disease by altering gut microbiota and glucose
metabolism. Sci. Rep. 7:13950. doi: 10.1038/s41598-017-14260-9

Kumar, P. S. (2017). From focal sepsis to periodontal medicine: a century of
exploring the role of the oral microbiome in systemic disease. J. Physiol. 595,
465–476. doi: 10.1113/JP272427

Lauritano, D., Sbordone, L., Nardone, M., Iapichino, A., Scapoli, L., and Carinci, F.
(2017). Focus on periodontal disease and colorectal carcinoma. Oral Implantol.

10, 229–233. doi: 10.11138/orl/2017.10.3.229
Liu, Y., Li, R., Xue, X., Xu, T., Luo, Y., Dong, Q., et al. (2020). Periodontal

disease and Helicobacter pylori infection in oral cavity: a meta-analysis of 2727
participants mainly based on asian studies. Clin. Oral Investig. 24, 2175–2188.
doi: 10.1007/s00784-020-03330-4

Loubinoux, J., Bisson-Boutelliez, C., Miller, N., and Le Faou, A. E. (2002).
Isolation of the provisionally named Desulfovibrio fairfieldensis from
human periodontal pockets. Oral Microbiol. Immunol. 17, 321–323.
doi: 10.1034/j.1399-302X.2002.170510.x

Lourenςo, T. G. B., Spencer, S. J., Alm, E. J., and Colombo, A. P. V. (2018). Defining
the gut microbiota in individuals with periodontal diseases: an exploratory
study. J. Oral Microbiol. 10:1487741. doi: 10.1080/20002297.2018.1487741

Meng, H., Xu, L., Li, Q., Han, J., and Zhao, Y. (2007). Determinants of
host susceptibility in aggressive periodontitis. Periodontol. 43, 133–159.
doi: 10.1111/j.1600-0757.2006.00204.x

Oliveira, R. R. D. S., Fermiano, D., Feres, M., Figueiredo, L. C., Teles, F. R. F.,
Soares, G. M. S., et al. (2016). Levels of candidate periodontal pathogens in
subgingival biofilm. J. Dent. Res. 95, 711–718. doi: 10.1177/0022034516634619

Papapanou, P. N., Sanz, M., Buduneli, N., Dietrich, T., Feres, M., Fine, D. H.,
et al. (2018). Periodontitis: consensus report of workgroup 2 of the 2017 world
workshop on the classification of periodontal and peri-implant diseases and
conditions. J. Periodontol. 89(Suppl. 1), S173–S182. doi: 10.1002/JPER.17-0721

Pérez-Chaparro, P. J., McCulloch, J. A., Mamizuka, E. M., Moraes, A., da, C. L.,
Faveri, M., et al. (2018). Do different probing depths exhibit striking differences
in microbial profiles? J. Clin. Periodontol. 45, 26–37. doi: 10.1111/jcpe.12811

Pimentel, J. D., and Chan, R. C. (2007). Desulfovibrio fairfieldensis

bacteremia associated with choledocholithiasis and endoscopic
retrograde cholangiopancreatography. J. Clin. Microbiol. 45, 2747–2750.
doi: 10.1128/JCM.00969-07

Shaddox, L. M., Spencer, W. P., Velsko, I. M., Al-Kassab, H., Huang, H., Calderon,
N., et al. (2016). Localized aggressive periodontitis immune response to
healthy and diseased subgingival plaque. J. Clin. Periodontol. 43, 746–753.
doi: 10.1111/jcpe.12560

Siqueira, W. L., Lee, Y. H., Xiao, Y., Held, K., and Wong, W. (2012).
Identification and characterization of histatin 1 salivary complexes by using
mass spectrometry. Proteomics 12, 3426–3435. doi: 10.1002/pmic.201100665

Slots, J., Reynolds, H. S., and Genco, R. J. (1980). Actinobacillus

actinomycetemcomitans in human periodontal disease: a
cross-sectional microbiological investigation. Infect. Immun.

29, 1013–20.
Tonetti, M. S., Greenwell, H., and Kornman, K. S. (2018). Staging and grading

of periodontitis: framework and proposal of a new classification and case
definition. J. Periodontol. 89(Suppl. 1), S159–S172. doi: 10.1002/JPER.1
8-0006

Tran, C. T., Williard, P. G., and Kim, E. (2014). Nitric oxide reactivity of [2Fe-
2S] clusters leading to H2S generation. J. Am. Chem. Soc. 136, 11874–11877.
doi: 10.1021/ja505415c

Tsoi, H., Chu, E. S. H., Zhang, X., Sheng, J., Nakatsu, G., Ng, S. C.,
et al. (2017). Peptostreptococcus anaerobius induces intracellular cholesterol
biosynthesis in colon cells to induce proliferation and causes dysplasia in mice.
Gastroenterology 152, 1419–1433.e5. doi: 10.1053/j.gastro.2017.01.009

van Essche, M., Loozen, G., Godts, C., Boon, N., Pauwels, M., Quirynen, M., et al.
(2013). Bacterial antagonism against periodontopathogens. J. Periodontol. 84,
801–811. doi: 10.1902/jop.2012.120261

Yazici, C., Wolf, P. G., Kim, H., Cross, T.-W. L., Vermillion, K., Carroll, T., et al.
(2017). Race-dependent association of sulfidogenic bacteria with colorectal
cancer. Gut 66, 1983–1994. doi: 10.1136/gutjnl-2016-313321

Yoshida, A., Ennibi, O.-K., Miyazaki, H., Hoshino, T., Hayashida, H.,
Nishihara, T., et al. (2012). Quantitative discrimination of Aggregatibacter

actinomycetemcomitans highly leukotoxic JP2 clone from non-JP2
clones in diagnosis of aggressive periodontitis. BMC Infect. Dis. 12:253.
doi: 10.1186/1471-2334-12-253

Zambon, J. J., Christersson, L. A., and Slots, J. (1983). Actinobacillus
actinomycetemcomitans in human periodontal disease. Prevalence in patient
groups and distribution of biotypes and serotypes within families. J.

Periodontol. 54, 707–711. doi: 10.1902/jop.1983.54.12.707
Zhang, J., Kobert, K., Flouri, T., and Stamatakis, A. (2014). PEAR: a fast

and accurate illumina paired-end reAd mergeR. Bioinformatics 30, 614–620.
doi: 10.1093/bioinformatics/btt593

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Copyright © 2020 Amado, Kawamoto, Albuquerque-Souza, Franco, Saraiva,

Casarin, Horliana and Mayer. This is an open-access article distributed under the

terms of the Creative Commons Attribution License (CC BY). The use, distribution

or reproduction in other forums is permitted, provided the original author(s) and

the copyright owner(s) are credited and that the original publication in this journal

is cited, in accordance with accepted academic practice. No use, distribution or

reproduction is permitted which does not comply with these terms.

Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 12 October 2020 | Volume 10 | Article 583761

https://doi.org/10.1038/nri3785
https://doi.org/10.3109/00016357.2012.757356
https://doi.org/10.1111/j.1600-0463.2010.02665.x
https://doi.org/10.1016/S0140-6736(08)60135-X
https://doi.org/10.1038/ismej.2011.41
https://doi.org/10.4103/jpbs.JPBS_288_16
https://doi.org/10.1371/journal.pone.0104095
https://doi.org/10.18632/oncotarget.11449
https://doi.org/10.1111/omi.12005
https://doi.org/10.3390/toxins3030242
https://doi.org/10.1111/jre.12462
https://doi.org/10.1111/j.1600-051X.1994.tb00737.x
https://doi.org/10.1016/j.cyto.2020.155197
https://doi.org/10.1038/s41598-017-14260-9
https://doi.org/10.1113/JP272427
https://doi.org/10.11138/orl/2017.10.3.229
https://doi.org/10.1007/s00784-020-03330-4
https://doi.org/10.1034/j.1399-302X.2002.170510.x
https://doi.org/10.1080/20002297.2018.1487741
https://doi.org/10.1111/j.1600-0757.2006.00204.x
https://doi.org/10.1177/0022034516634619
https://doi.org/10.1002/JPER.17-0721
https://doi.org/10.1111/jcpe.12811
https://doi.org/10.1128/JCM.00969-07
https://doi.org/10.1111/jcpe.12560
https://doi.org/10.1002/pmic.201100665
https://doi.org/10.1002/JPER.18-0006
https://doi.org/10.1021/ja505415c
https://doi.org/10.1053/j.gastro.2017.01.009
https://doi.org/10.1902/jop.2012.120261
https://doi.org/10.1136/gutjnl-2016-313321
https://doi.org/10.1186/1471-2334-12-253
https://doi.org/10.1902/jop.1983.54.12.707
https://doi.org/10.1093/bioinformatics/btt593
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/cellular-and-infection-microbiology
https://www.frontiersin.org
https://www.frontiersin.org/journals/cellular-and-infection-microbiology#articles

	Oral and Fecal Microbiome in Molar-Incisor Pattern Periodontitis
	Introduction
	Materials and Methods
	Cross-Sectional Study Individuals
	Clinical Assessment
	Samples Collection
	Genotyping of Aggregatibacter actinomycetemcomitans
	Biofilm Samples Processing and Sequencing
	Sequencing Data Analyses
	Levels of Nitrite in Saliva
	Statistical Analysis

	Results
	Demographic/Periodontal Parameters
	Bacterial Community Profiling
	Taxonomical Analyses Revealed That the Dysbiosis Was Not Only a Characteristic of Affected Sites
	The Oral Microbiome of the Aa-JP2-like+ Patient Was Distinct From the Other Individuals
	Dysbiosis in the Fecal Microbiome
	Core Microbiome
	Nitrite Levels in GC/MIP

	Discussion
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Funding
	Supplementary Material
	References


