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Comparative analysis of oral treponemes
associated with periodontal health and disease
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Abstract

Background: Periodontal diseases, such as periodontitis, are chronic inflammatory infections affecting the gingivae
(gums), underlying connective tissues and bone that support the teeth. Oral treponemes (genus Treponema) are
widely-considered to play important roles in periodontal disease etiology and pathogenesis; however, precise
relationships remain to be fully established.

Methods: A 16S rRNA clone library-based approach was used to comprehensively characterize and compare the
diversity of treponeme taxa present in subgingival plaque sampled from periodontitis patients (n = 10) versus
periodontitis-free controls (n = 10). 16S rRNA gene sequences were assigned to operational taxonomic units (OTUs)
using a 99% identity cut-off A variety of taxonomy (OTU) and phylogeny-based statistical approaches were used to
compare populations of treponeme OTUs present in both subject groups.

Results: A total of 615 plasmid clones containing ca. 1500 bp Treponema 16S rRNA gene sequences were obtained;
365 from periodontitis subjects, 250 from periodontitis-free controls. These were assigned to 110 treponeme OTUs.
93 OTUs were detected in the periodontitis subjects (mean 9.3 ± 5.2 OTUs per subject; range 9–26), and 43 OTUs
were detected in controls (mean 4.3 ± 5.9 OTUs per subject; range 3–20). OTUs belonging to oral treponeme
phylogroups 1–7 were detected in both subject sets. Phylogroup 1 treponemes had the highest levels of OTU
richness (diversity) and clonal abundance within both subject groups. Levels of OTU richness and clonal abundance
of phylogroup 2 treponemes were significantly higher in the periodontitis subjects (Mann Whitney U-test,
p < 0.001). Both OTU-based and phylogeny-based analyses clearly indicated that there were significant differences in
the composition of treponeme communities present in periodontitis versus control subjects. The detection
frequency of five OTUs showed a statistically-significant correlation with disease status. The OTU (8P47) that
corresponded to the type strain of Treponema denticola had the strongest association with periodontitis (p < 0.01).

Conclusions: Higher levels of treponeme taxon richness and clonal abundance were associated with periodontitis.
However, our results clearly indicated that subjects free from clinical symptoms of periodontal disease also
contained highly diverse populations of treponeme bacteria within their subgingival microbiota. Our data supports
the hypothesis that specific treponeme taxa are associated with periodontal disease.
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Background
Periodontal disease encompasses a range of chronic in-
flammatory infections that affect the gingiva (gums) and
underlying connective tissues and bone that surround and
support teeth [1-3]. It is the leading cause of tooth loss in
adults over the age of 35, and it has been estimated that
up to 90% of the global adult population may have at least
a minor form of periodontal disease [1,3]. Periodontal dis-
ease, as typified by periodontitis, has a varied and highly
complex polymicrobial etiology [4,5]. Subgingival (below
the gum-line) plaque within diseased periodontal sites is
typically enriched in anaerobic and proteolytic species of
bacteria [6,7]. Investigations utilizing microscopy, culture-
based and molecular-based approaches have previously
revealed that oral spirochete bacteria are often highly-
abundant within these ‘periodontal pockets’ of infection
[6-12]. Molecular identification techniques based on the
sequence of the highly-conserved 16S ribosomal RNA
(rRNA) gene have demonstrated that all resident taxa of
oral spirochete bacteria belong to the genus Treponema
[13-15]. Studies have previously established that there is a
positive relationship between the occurrence and severity
of periodontitis, and the abundance of oral treponeme
bacteria present in subgingival plaque within diseased sites
[8,10-12,16,17]. Treponema denticola is the best character-
ized and most highly-studied species, and is considered
a putative periodontal pathogen (periodontopathogen)
[6,18-22]. However, despite extensive evidence of associ-
ation, the precise etiological contribution of distinct oral
treponeme ‘species’ towards periodontal disease causation
or pathogenesis remains to be accurately established. This
is exacerbated by the fact that the detailed composition of
treponeme communities present within healthy subjects
has been poorly studied.
Molecular analyses of treponeme populations in sub-

gingival plaque samples using ‘spirochete specific’ 16S
rRNA gene PCR primer sets have previously revealed a
significant diversity of species and as-yet uncultivated
species-level phylotypes [7,13,14,23]. Dewhirst et al. pro-
posed a taxonomic framework for the systematic classifica-
tion of human oral treponeme bacteria, which has become
widely accepted [13,15]. They defined a phylotype as a set
of near full-length 16S rRNA gene sequences (ca. 1500 bp)
sharing >99% identity. Oral treponeme phylotypes are clus-
tered into 10 distinct ‘phylogroups’, which share at least
90% 16S rRNA gene sequence identity. Recent estimates
suggest there are ca. 50 treponeme phylotypes, which are
also referred to as Operational Taxonomic Units (OTUs),
present in the human oral cavity (based on a 98.5% 16S
rRNA sequence identity cut-off ) [14].
Thus far, 10 species of treponemes have been isolated

and characterized within 7 of the 10 defined oral
phylogroups: ‘Treponema vincentii’ [24,25] and Treponema
medium [26] (phylogroup 1); Treponema denticola [27]

and Treponema putidum [28] (phylogroup 2); Treponema
maltophilum [29] and Treponema lecithinolyticum [30]
(phylogroup 4); Treponema amylovorum [31] (phylogoup
5); Treponema socranskii (subspecies: socranskii, paredis,
buccale, and ‘04’) [32,33] (phylogoup 6); Treponema
parvum [34] (phylogoup 7); and Treponema pectinovorum
[35] (phylogroup 8). Species belonging to phylogroups 3, 9
and 10 have yet to be cultivated. Although Treponema
pallidum, Treponema pedis and Treponema phagedenis
are genetically-related to T. denticola and T. putidum
(phylogroup 2), they are not classified using the oral trepo-
neme phylogroup taxonomy, as they are not considered to
be resident species in the human oral cavity [15,36,37].
However, it should be noted that T. pallidum may be con-
sidered an infectious agent in the oral cavity [38].
To gain a more holistic understanding of the trepo-

neme species (OTUs) associated with periodontal health
and disease, we used a 16S rRNA gene clone library-
based approach to comprehensively analyze treponeme
populations present within pooled subgingival plaque
samples from adult subjects with periodontitis (n = 10),
as well as adult control subjects (n = 10) who were free
from clinical symptoms of periodontitis. We found that
both subject groups had diverse treponeme communities
present in their subgingival plaque, which comprised
many different OTUs. Clone enumeration indicated that
certain treponeme OTUs were associated with periodon-
titis, whilst others were associated with disease-free sta-
tus. Taken together, our results suggest that there is a
complex relationship between treponeme communities
and periodontal health status, and do not exclude the
possibility that there may be certain OTUs (taxa) with
increased pathogenic potential.

Methods
Clinical evaluation of periodontal health status and
subgingival plaque sampling
Ethical approval was granted by the Institutional Review
Board of the University of Hong Kong/Hospital Authority,
Hong Kong West Cluster (UW 11–154). All subjects were
recruited with informed consent, and this study was car-
ried out in compliance with the Declaration of Helsinki.
Subjects consented to their individual data being pub-
lished. Inclusion/exclusion criteria; clinical evaluation of
periodontal health status and subgingival plaque sampling
methods for this subject group have previously been
reported [39]. Briefly, standardized clinical parameters
were evaluated for each subject: number of standing teeth;
full mouth bleeding on probing (BOP) scores; pocket
probing depths (PPD); radiographic evidence of bone loss;
and number of sites with clinical attachment loss (CAL)
≥4 mm. After the careful removal of supragingival plaque,
pooled subgingival plaque samples were collected from
each subject: from all periodontal pockets ≥5 mm within
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the periodontitis subjects (n = 10), or from all asymptom-
atic sulci within the periodontitis-free control subjects
(n = 10); using sterile Gracey or universal curettes, respect-
ively. DNA was purified from the washed (PBS buffer)
subgingival plaque samples within 30 min of collection,
using a Wizard Genomic DNA Purification Kit, Promega;
manufacturer’s protocol for gram-negative species).

PCR amplification, cloning and analysis of 16S rRNA gene
sequences
Spirochaetes and Synergistetes 16S rRNA sequences were
selectively amplified from each purified subgingival plaque
DNA sample (n = 20) using the TPU1 (50-AGAGTTTG
ATCMTGGCTCAG-30) and C90 (50-GTTACGACTTCA
CCCTCCT-30) primer set as previously reported [39].
Briefly, PCR amplicons (ca. 1500 bp in length; correspond-
ing to positions 8–1503 of the Escherichia coli 16S rRNA
gene) were gel purified (QIAquick Gel Extraction Kit,
Qiagen), and ‘TOPO-cloned’ into pCR2.1 vectors (TOPO
TA Cloning Kit, Invitogen). Ligation mixtures (n = 20)
were transformed into Escherichia coli DH10B, plated
onto Luria-Bertani (LB) 1% agar plates supplemented with
kanamycin (50 μg/ml) and X-gal (5-bromo-4-chloro-
indolyl-β-D-galactopyranoside, 20 μg/ml), then incubated
overnight at 37 °C. Plasmid DNA was purified from 50–60
(white) colonies from each transformant plate (QIAprep
Spin Miniprep Kits, QIAgen). 45–60 plasmids from each
subject (n = 20) were sequenced bidirectionally using M13
forward and reverse primers [Beijing Genome Institute
(BGI-Hong Kong Co. Ltd), Tai Po, Hong Kong].
16S rRNA gene sequences were assembled and trimmed

using CodonCode Aligner 3.7.1 (Codon Code Corporation,
Dedham, MA); then aligned using the Mothur software
package [40], using the 16S ribosomal SILVA bacteria
dataset [41] as a template, which was manually corrected
prior to downstream analysis. 24 chimeric sequences were
identified and removed using Chimera Slayer (Mothur). Se-
quences were taxonomically-classified using RDP Classifier
to at least the level of phylum [42]. 16S rRNA sequences
that corresponded to Spirochaetes were selected for further
analysis.
A distance matrix was generated and sequences were

assigned to OTUs at cut-off of 99% using the furthest
neighbour algorithm in Mothur [40,43]. Single 16S rRNA
gene sequences having the smallest total distance to all
other sequences within each OTU were selected as repre-
sentative sequences. A cut-off value of <98.5% identity to
any sequence in the NCBI GenBank or Human Oral
Microbiome Database (HOMD) [44] was used to identify
novel OTUs.

Phylogenetic relationships
A multiple sequence alignment comprising representa-
tive 16S rRNA gene sequences from each identified

treponeme OTU was used as an input to examine phylo-
genetic relationships within the dataset. Jmodeltest v0.1.1
was used to determine the appropriate DNA substitution
model and gamma rate heterogeneity using the Akaike
Information Criterion (AIC) [45]. The generated model
was used in all subsequent analyses except the Neighbour
Joining (NJ) tree. The NJ tree was constructed following
an evolutionary distance analysis of aligned sequences
corrected by the Jukes-Cantor substitution model using
MEGA 5 [46] supported by 500 bootstrap replicates.
Maximum likelihood (ML) trees were generated using
GARLI 1.0 with support calculated from 100 bootstrap
replicates. Bayesian analysis was performed using
MrBayes version 3.1.2 [47] using 2 replicates of 1 mil-
lion generations with 4 chains, sampling every 100 genera-
tions. Bayesian posterior probabilities (PP values) were
calculated from the consensus of remaining sampled trees
after excluding the first 10% of trees as burn-in. PP values
≥0.95 were considered to have strong support. The relative
clonal abundance for each OTU was visualized as a heat-
map, constructed using ggplot2 from the R statistical com-
puting package (http://www.r-project.org/) [48].

Treponeme community comparisons
OTU- and phylogeny-based approaches were used to
analyze and compare the composition of treponeme
communities present in the subjects’ subgingival plaque
samples (n = 20). Treponeme OTU populations in each
subjects’ samples were compared and visualized as den-
drograms according to the Yue and Clayton theta struc-
tural diversity measure in the Mothur software package
[40]. For phylogeny-based cluster comparisons, principal
coordinate analysis (PCoA) plots were generated using
the distance matrix calculated using the unweighted
UniFrac algorithm, based on NJ phylogenetic trees
constructed using Clearcut (Mothur) using all identified
treponeme 16S rRNA sequences as an input (n = 615)
[49]. The composition of treponeme communities
present in the samples from the periodontitis (n = 10)
and control (n = 10) groups were analyzed at both the
genus (i.e. entire dataset) and phylogroup levels; using

R
−

libshuff [50,51], unweighted and weighted UniFrac analysis
[49,52] and Parsimony p-tests [53]. The p-value threshold
was set to 0.05.

Statistical analysis
Non-parametric Mann–Whitney U tests were used for
all statistical tests between the two cohorts. The p-value
threshold was set to 0.05.

Sequence deposition
16S rRNA gene sequences of representative clones for each
OTU were deposited in the NCBI GeneBank database with
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the accession numbers: JQ654102 - JQ654211 (see Add-
itional file 1).

Results
Sequence analysis of 16S rRNA genes present in
subgingival plaque samples
A ‘spirochete-selective’ primer set was used to PCR amp-
lify near full length 16S rRNA gene fragments from
DNA purified from pooled (multi-site) subgingival
plaque samples taken from 10 subjects with periodontitis
(P1 – P10), as well as 10 controls free from clinical signs
of periodontal disease (H1 – H10) [39]. A summary of
the demographic details and clinical periodontal status
for each of the subjects is shown in the table panel
within Figure 1. Subgingival plaque samples were col-
lected from a mean of 47.2 ± 31.2 (diseased) periodontal
sites in the periodontitis group, and 165.0 ± 6.5 (disease-
free) periodontal sites in the control group, as has previ-
ously been reported [39]. ‘TOPO’ plasmid libraries of
PCR-amplified 16S rRNA clones were constructed, and
inserts within ca. 50–65 plasmid clones from each sub-
ject were sequenced bidirectionally. After the removal of
poor-quality or suspected chimeric sequences, a total of
1,030 16S rRNA sequences were obtained. There was no
statistically-significant difference in the total number of
16S rRNA plasmid clones obtained from the periodon-
titis group (n = 520; range = 41–65) versus the control
group (n = 510, range: = 40–65).
The bacterial origins of the cloned 16S rRNA genes

were assigned using RDP classifier [42]. Results indicated

that 70.2% (n = 365, range 23–56) of the plasmid clones
from the periodontitis group, and 49.0% (n = 250, range
10–41) of the clones from the control group, contained
16S rRNA gene sequences that corresponded to members
of the Spirochaetes phylum; all of which belonged to the
genus Treponema. There was a statistically-significant dif-
ference in the number of treponeme plasmid clones
obtained from each subject group (Mann Whitney U test;
p < 0.05). The non-treponeme clones corresponded to
members of the Synergistetes (n = 162), Actinobacteria
(n = 167), Fusobacteria (n = 37), Firmicutes (n = 25) and
Proteobacteria (n = 24) phyla; and have been described
elsewhere [39].

Assignment of treponeme 16S rRNA sequences to OTUs
Of the 615 treponeme 16S rRNA gene sequences identi-
fied, 521 (84.7%) were unique. These were assigned to
110 different treponeme OTUs (phylotypes) using a 99%
sequence similarity cut-off (Additional file 1). The names
of the OTUs reflected the clinical origin of the representa-
tive sequence (e.g. OTU 3H21 corresponded to clone 21
obtained from ‘healthy’ subject H3). However, it should be
noted that this nomenclature system does not imply that a
specific OTU is found exclusively in health or disease; it
merely indicates the subject from which it was first
detected. A total of 93 treponeme OTUs were detected
within the periodontitis subjects (mean 9.3 ± 5.2 OTUs
per subject; range 9–26), whilst 43 were detected within
the control set (mean 4.3 ± 5.9; range 3–20). Only 26 of
the 110 treponeme OTUs were common to both subject

Figure 1 Summary of the demography, periodontal status and composition of identified treponeme taxa, for each subject.
The dendrogram at the left hand side indicates the similarity of treponeme communities detected within each subject according to their OTU
composition, as determined using the structure-based Yue & Clayton theta coefficient (Mothur software package).
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groups. Mann–Whitney U tests indicated that there was a
statistically significant difference in OTU richness (i.e.
numbers of different OTUs) found in the periodontitis
and periodontitis-free groups (p < 0.01). Comparison with
the 16S rRNA gene sequences in the NCBI GenBank and
HOMD databases revealed that 22.7% (25/110) of the
treponeme OTUs identified here were novel, based on a
98.5% sequence identity cut-off (Additional file 2). The
percentage sequence similarity between the OTUs and
their respective closest hits in the HOMD; namely the cor-
responding Human Oral Taxon (HOT) number, are also
summarized in Additional file 1. 14 of the novel OTUs
shared less than 97% sequence similarity to the respective
closest match in the NCBI GenBank or HOMD databases.
OTU 9P49 from phylogroup 2 and OTU 7P35 from
phylogroup 5, were the most highly diverged, sharing less
than 92% similarity with any previously identified 16S
rRNA sequence.

Comparisons of treponeme OTU richness, clonal
abundance and phylogroup composition between the
periodontitis and control groups
The 110 OTUs identified here could be assigned to seven
of the ten oral treponeme ‘phylogroups’ previously defined
by Dewhirst et al. [13]. Results are summarized in Figure 2
and Additional file 1. Clonal abundance was used as a
semi-quantitative indicator of the abundance of each
treponeme taxon within the respective subjects. This was
defined as the number of ‘TOPO’ plasmids obtained that
contained a cloned 16S rRNA gene corresponding to the
respective OTU or phylogroup. Considering the entire

dataset as a whole, phylogroup 1 contained both the lar-
gest proportion of plasmid clones (265/615; 43.1% of
total), and the largest number of OTUs (41/110; 37.3% of
total), compared to the other six phylogroups. Whilst
there was no statistically-significant difference in the clonal
abundance of phylogroup 1 sequences between the two
subject groups, the periodontitis cohort contained higher
levels of OTU richness within phylogroup 1 (p < 0.05,
Mann–Whitney U test; see Figure 2). Most notably, there
were a significantly higher number of phylogroup 2 clones
within the periodontitis group, compared to the control
group (p < 0.001). Phylogroup 2 clones constituted 34.5%
(126/365) of the total plasmid count for the periodontitis
group, whilst they comprised only 8.4% (21/250) of plas-
mids obtained from the periodontitis-free group. The peri-
odontitis subjects also yielded significantly higher levels of
OTU richness for phylogroup 2, compared with the con-
trols (p < 0.001). There were analogous disease correla-
tions for oral treponemes belonging to phylogroups 3 and
5, where both OTU richness and clonal abundance were
significantly elevated in the periodontitis group, compared
to the respective controls (p < 0.05; see Figure 2). In
marked contrast, both the clonal abundance and levels of
OTU richness within phylogroup 6 were significantly lower
in the periodontitis group, compared to the periodontitis-
free group (p < 0.05).
We also calculated the Chao1 and ACE estimates of taxon

richness; the Shannon, and Simpson’s estimators of taxon di-
versity; as well as Good’s coverage; for the datasets obtained
from the 20 subjects, at both the genus and phylogroup
levels. Results are summarized in Additional file 3. The

Figure 2 Differences in treponeme phylogroup composition and detection frequency within the periodontitis and periodontitis-free
subject groups. Panel A. Plot showing the mean clonal abundance of treponeme taxa corresponding to oral treponeme phylogroups 1–7,
within the periodontitis (n = 10, shaded dark gray) and periodontitis-free (n = 10, shaded light gray) subject groups. Y-axis: mean number of TOPO
plasmids obtained per subject, whose cloned 16S rRNA inserts corresponded to taxa belonging to the respective oral treponeme phylogroups.
X-axis: Phylogroups 1–7 = oral treponeme phylogroups 1–7. Panel B. Plot showing the mean number of OTUs detected within each oral
treponeme phylogroup (Y-axis), in the periodontitis and periodontitis-free subject groups. Mean values are plotted with error bars indicating
standard deviation. Significance: * = p < 0.05, ** = p < 0.01, *** = p < 0.001).
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Chao 1 and ACE estimators both indicated that we had
identified approximately half of the predicted number of
treponeme OTUs present within the subgingival plaque
of the 20 subjects. Good’s coverage estimator indicated
that our relative sampling coverage was higher within
phylogroups 1, 2, 6 and 7; and lower within phylogroups
3, 4 and 5.

Comparisons of the composition of treponeme
communities present in the periodontitis and healthy
cohorts
We systematically compared the treponeme communi-
ties present within each of twenty periodontitis and
periodontitis-free subjects using two different types of
cluster analysis: one that was OTU-based (i.e. taxonomy-
based), and another that was phylogeny-based. The OTU-
based Yue and Clayton (theta coefficient) measure of
dissimilarity (Mothur software package) is a taxonomic
approach that utilizes a binning procedure. In contrast,
the phylogeny-based Unifrac analysis uses a Neighbour
Joining (NJ) phylogenetic tree as an input, and the dis-
tance matrix is visualized using a principal component
analysis (PCoA) scatter plot. These two approaches may
be used to compare the taxonomic and genetic similarities
between different communities, respectively. The dendro-
gram generated using the OTU-based Yue and Clayton
theta coefficient is shown in Figure 1 (left panel). The sub-
jects clustered according to their periodontal health status,
with the periodontitis and control subjects being clearly-
separated in the dendrogram; with the exception of only
two subjects: H5 and P7. The clinical parameters deter-
mined for each subject are shown in a table alongside their
reference code, age and gender; which clearly highlights
the differences in gingival health between the two subject
groups (Figure 1). It may be noted that subject P7 (age 17)
was the only one affected with aggressive periodontitis,
with the other 9 subjects having chronic periodontitis.
The PCoA scatter plot of differences between the trepo-
neme communities found within the subgingival plaque
from each subject is shown in Figure 3. This was
performed using a distance matrix calculated using an
unweighted UniFrac algorithm, based on a single NJ tree
comprising all 615 treponeme 16S rRNA sequences identi-
fied. The principal coordinates (axes) P1 and P2 were
found to explain 30.18% and 13.52% of the data variation,
respectively. Control subjects were generally well-separated
from the periodontitis subjects in the plot (especially by
P1), with the exception of H2 and H5. These results
showed that the two subject groups were well-separated
using both the treponeme OTU- and phylogeny-based
cluster analysis methods. It should be noted however, that
the relatively long branch-lengths in the OTU-based den-
drogram (Figure 1) and the dispersed nature of subjects be-
longing to the same clinical group in the PCoA scatter plot

(Figure 3), both indicate that the composition of the trepo-
neme communities present within the individual subjects
(in both subject groups) were highly variable.
In order to determine whether the separation of the peri-

odontitis and control groups observed in the clustering
analysis described above was statistically significant, we
performed four different types of phylogeny-based pairwise
comparisons. These included

R
− libshuff, unweighted

(UW) and weighted (W) UniFrac analyses, and Parsimony
p-test algorithms. A single NJ phylogenetic tree containing
all 615 treponeme 16S rRNA sequences (identical to that
used for the PCoA analysis), was used as the input for all
four methods. Results obtained are summarized in Table 1.
All four approaches clearly indicated that the communities
of treponemes present in the two subject sets had very dis-
tinct compositions, which were supported with high levels
of statistical significance (p < 0.001).

Comparisons between subgingival treponeme
communities in the periodontitis and control groups at
the phylogroup level
Analogous sets of hypothesis tests were performed to de-
termine whether the treponeme communities within the
subgingival plaque sampled from the periodontitis and
control groups had similar structures at the phylogroup

Figure 3 Principal component analysis (PCoA) of variation
amongst the treponeme communities present in each subject.
The PCoA was performed using a distance matrix calculated using
an unweighted UniFrac algorithm based on a single neighbour-
joining (NJ) tree containing all treponeme 16S rRNA gene sequences
detected (n = 615). The PCoA scatter plot was constructed using the
two principal axes (P1 and P2), which respectively explained 30.18%
and 13.52% of the variation between treponeme communities. Black
solid circles represent the 10 periodontitis subjects (P1-P10);
unshaded triangles represent the 10 periodontitis-free
subjects (H1-H10).
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level. This was done to determine whether the differences
in treponeme communities between the two subject
groups were due to changes in the respective composi-
tions of treponemes within all seven phylogroups, or pre-
dominantly due to changes within only one or a few
phylogroups. As may be seen in Table 1, results from

R
−

libshuff, unweighted and weighted UniFrac analyses, and
Parsimony p-tests all indicated that the structures of the
treponeme communities corresponding to phylogroups 1,
2, 5 and 6 were significantly different in the periodontitis
and control groups. All hypothesis tests, except for the
unweighted UniFrac analysis, indicated that the compos-
ition of phylogroup 3 treponemes was significantly different
in the disease versus control sets. However, corresponding
results were ambiguous for the phylogroup 4 and 7 trepo-
nemes. The differences between the results obtained using
the weighted and unweighted UniFrac methods most prob-
ably reflect the fact that the composition of the phylogroup
3, 4 and 7 treponeme communities present within the two
subject groups were relatively similar; however, their re-
spective clonal abundances in the 20 subjects were quite
variable.

Relationships between treponeme OTU phylogeny, clonal
abundance and periodontal health status
Phylogenetic relationships between the 110 treponeme
OTUs detected in the entire subject dataset were analyzed
using Neighbour Joining (NJ), Maximum Likelihood (ML)
and Bayesian (BA) approaches. The topologies of the den-
drograms generated using these three methods were
highly congruent with one another (data not shown). A NJ
phylogram (i.e. NJ tree with branch lengths proportional
to genetic distances) containing all 110 treponeme OTUs
is shown in Additional file 4. The corresponding NJ clado-
gram (i.e. NJ tree shown in an ultrametric form, where
branch lengths are not proportional to genetic distances)
is shown in Figure 4, Panel A. The 16S rRNA gene from
Treponema primitia ZAS-2 (a termite hindgut symbiont)
was used as an out-group, to root the NJ tree. The 110
treponeme OTUs were well-separated into several distinct

clusters supported with high bootstrap support (BS)
values. The tree topology correlated closely with the taxo-
nomic framework of oral treponeme phylogroups pro-
posed by Dewhirst et al. [13]. The clonal abundance and
distribution of each treponeme OTU within the pooled
subgingival plaque samples collected from each of the 20
subjects is represented with a (grayscale) heat-map aligned
to the right hand side of the NJ tree shown in Figure 4,
Panel B. The combined clonal abundances of each OTU
within the periodontitis (P) and periodontitis-free
(H; ‘healthy’ control) subject groups are respectively indi-
cated in the two columns labeled (TP) and (TH). The
overall OTU clonal abundance (for both subject groups) is
indicated in the column labeled (T). Reference strains of
oral treponeme species that correspond to the treponeme
OTUs detected in our cohort are shown to the right of the
heat map (Panel C).
It may be seen in Panel C that the overall clonal abun-

dance of OTUs corresponding to phylogroup 1 oral
treponemes were fairly similar in both the periodontitis
and control groups. However, the clones from the peri-
odontitis group were widely distributed between numer-
ous different OTUs, whilst those in the control set were
concentrated within a relatively small number of OTUs.
This is consistent with the overall differences in clonal
abundance and OTU diversity shown in Figure 2. In par-
ticular, the heat map clearly illustrates that the periodon-
titis group contained a substantially higher diversity and
clonal abundance of phylogroup 2 treponemes than the
control group. The converse situation was found for
phylogroup 6 treponemes, where both the OTU diversity
and clonal abundance were higher in the periodontitis-
free subject group. OTUs corresponding to treponeme
phylogroups 3 and 5 treponemes were rarely detected in
the control subjects.
Further focusing the analysis to specific treponeme

OTUs, the detection frequency of five OTUs showed a
statistically-significant correlation with disease status.
OTU 8P68 from phylogroup 1, as well as OTUs 8P47
and 1P26 from phylogroup 2, were found more fre-
quently in the periodontitis subjects. Most notably, the
increased detection frequency of OTU 8P47 within the
periodontitis subjects, which includes the ATCC 35405
type strain of T. denticola, had the highest levels of stat-
istical support (p < 0.01, Mann–Whitney U test). In con-
trast, OTU 3H21 from phylogroup 1 and OTU 8H27
from phylogroup 6 were found more frequently in con-
trol subjects. It should be noted that OTU 8H27 con-
tains the type strain for T. socranskii subspecies buccale
(ATCC 35534).

Discussion
In this study, we used a 16S rRNA clone library-based
approach to systematically analyze and compare the

Table 1 Treponeme community comparisons between the
periodontitis and control groups at the phylogroup level

Treponeme Phylogroup 1 2 3 4 5 6 7 All
R
− libshuff *** *** * * *** * ns ***

UW UniFrac *** *** ns ns ** ** ns ***

W UniFrac *** *** *** *** *** *** *** ***

Parsimony p-test *** *** * ns *** ** ns ***

Differences in the composition of treponeme OTUs belonging to phylogroups
1–7 that were detected in the periodontitis and periodontitis-free subject
groups were determined using

R
− libshuff, unweighted UniFrac, weighted

UniFrac and parsimony p-test approaches. UW UniFrac = unweighted UniFrac;
W UniFrac = weighted UniFrac. Significance: ns = p > 0.05; * = p < 0.05; ** =
p < 0.01; *** = p < 0.001; ns = not significant.
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Figure 4 (See legend on next page.)
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diversity of treponeme bacteria OTUs (phylotypes) present
within subgingival sites in Chinese subjects with periodon-
titis (n = 10), versus Chinese subjects free from clinical
signs of periodontal disease (n = 10). Our results indicated
that subgingival plaque samples collected from the dis-
eased ‘periodontal pockets’ from periodontitis subjects
contained treponeme communities that were significantly
more diverse and more abundant than corresponding
samples taken from healthy or mild gingivitis sites, from
periodontitis-free subjects. OTU and phylogeny-based
clustering methods both demonstrated that the periodon-
titis and control subjects contained quite distinct trepo-
neme communities within their periodontal niches. Most
notably, there were significantly higher levels of OTU rich-
ness and clonal abundance of phylogroup 2 oral trepo-
nemes present in the periodontitis subjects.
Although treponeme taxa are generally considered to

play an etiological role in periodontal disease [10,11],
their clinical distributions have been relatively poorly
studied at the molecular level. To the best of our know-
ledge, Dewhirst et al. [13] and Paster et al. [7] appear to
have published the only in-depth 16S rRNA clone-based
analyses of oral treponeme populations associated with
periodontal health and disease. However, in these reports,
the relative numbers of 16S rRNA gene sequences ana-
lyzed from periodontally-diseased subjects were several-
fold higher than those from ‘healthy’ control subjects;
making an objective comparison problematic. Here, we
directly compared differences in treponeme OTU com-
position within periodontitis and periodontitis-free sub-
jects using a similar depth of sampling. As such, this study
also represents a detailed molecular survey of oral trepo-
neme diversity within subjects with no clinical signs of
periodontal disease. By obtaining and analyzing more than
250 near full-length treponeme 16S rRNA sequences from
periodontitis-free subjects, our results clearly reveal that
shallow gingival sulci contain diverse populations of trepo-
neme bacteria. This is consistent with data obtained from
previous analyses of supra- and subgingival plaque sam-
ples from ‘healthy’ individuals, using next-generation
DNA sequencing approaches [54,55].

The 521 unique treponeme 16S rRNA gene sequences
identified in the entire dataset were assigned to 110 differ-
ent OTUs using a 99% similarity cut-off. We defined our
treponeme OTUs using this relatively high threshold
value, in order to achieve more effective taxonomic reso-
lution, and more precise disease associations with specific
OTUs. 29 of these OTUs were deemed novel (ca. 26% of
total), based on a 98.5% sequence similarity cut-off to the
16S rRNA gene sequences in the NCBI GenBank database
(with lengths >1,400 nt). Our results are comparable to
those reported by Dewhirst et al. in their recent catalogue
of the human ‘oral microbiome’. These investigators iden-
tified 73 treponeme taxa, which corresponded to 49 trepo-
neme OTUs using a 98.5% identity cut-off [14]. It may be
noted that the 110 treponeme OTUs defined here corres-
pond to 75 OTUs if a 98.5% cut-off is used (data not
shown). Our results are also consistent with those obtained
from a pyrosequencing analysis of supragingival plaque
from 98 individuals with good oral health, where 118
Treponema OTUs were identified [54].
It may be noted that the primer set employed here en-

ables the analysis of taxa belonging to both the Spirochaetes
and Synergistetes phyla with high levels of selectivity [39].
Thus, this approach may be used to simultaneously survey
communities of two distinct groups of bacteria associated
with periodontal infections [7,14,39]. Furthermore, the
amplification of near full-length 16S rRNA genes facili-
tates accurate taxonomic assignment, which is especially
important for the discrimination of closely-related trepo-
neme species, subspecies and phylotypes (e.g. see below).
However, clone-based approaches are relatively time-
consuming, expensive and labour-intensive when applied
to the analysis of large sample sets. In such cases, the use
of next-generation sequencing technologies may offer
practical advantages in terms of cost, throughput and
depth of sampling.
All of the treponeme OTUs detected in this study

belonged to oral phylogroups 1–7; with taxa belonging
to these 7 phylogroups being identified in both the peri-
odontitis and periodontitis-free subject sets. As may be
seen in Additional file 4, three of the OTUs assigned to

(See figure on previous page.)
Figure 4 Phylogenetic relationships and clonal abundance of the 110 Treponeme OTUs identified in this study. Figure components
(from left to right). (A) 16S rRNA gene phylogenetic tree of the 110 identified treponeme OTUs and one outgroup species (Treponema primitia
ZAS2) shown in an ultrametric form. The tree was constructed using a Neighbour-joining (NJ) method with 500 bootstrap replicates. Bootstrap
values ≥50 are shown at branch points. (B) Clonal abundance of each treponeme OTU (i.e. number of 16S rRNA plasmid clones obtained from
each subject that correspond to an individual OTU), represented using grey-scale shaded boxes. Scale values are shown at the base of the figure.
1–10: subject number in each cohort; TP: total clonal abundance of OTUs obtained from the periodontitis group; TH: total clonal abundance of
OTUs obtained from the periodontitis-free control group; T: total clonal abundance of OTUs obtained from both subject groups; (C) Statistically-
significant differences in the clonal abundance of respective OTUs detected within the periodontitis and periodontitis-free subject groups
(Mann–Whitney U test, * = p < 0.05, ** = p < 0.01), Strain names in parentheses are representative reference strains belonging to the respective
OTUs. (D) Group 1 – Group 7 = oral treponeme phylogroups 1–7.
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phylogroup 5 (7P6, 7P35, 7P63), formed a clade that was
quite distinct from that containing the other 6 OTUs
within this phylogroup. The taxonomic classification of
these three OTUs within the oral treponeme phylogroup
framework may be revisited at some point in the future,
in light of additional sequence data which may become
available within this genus. T. pectinovorum (phylogroup 8)
was not detected in our cohort. This is consistent with the
data previously reported by Paster and Dewhirst et al., who
similarly failed to detect T. pectinovorum within any of the
31 subjects studied [7,13]. Similarly, we did not identify
treponeme taxa belonging to phylogroups 9 or 10. There
are presently very few phylogroup 9 or 10 16S rRNA gene
sequences in the publically-available databases. These have
been predominantly detected in subjects with acute necro-
tizing ulcerative gingivitis (ANUG, also known as trench
mouth); with each comprising a single OTU (phylotype)
[7,13]. It appears likely that treponemes belonging to
phylogroups 9 and 10 are either uncommon inhabitants of
the human oral cavity, or are generally present in extremely
low proportions.
Within both subject groups, as well as the combined

subject dataset, oral phylogroup 1 treponemes were the
most commonly detected (43.1% of total) and had the
highest numbers of component OTUs (37.3% of total).
This finding is in good agreement with data from previ-
ous investigations [7,13]. The two representative species
from phylogroup 1: ‘T. vincentii’ and T. medium, have
both been implicated in the etiology of periodontal dis-
ease, due to their increased detection frequency at dis-
eased sites [16,56,57]. Here, T. vincentii and T. medium
comprised only ca. 5% of the total number of clones
obtained for oral phylogroup 1 treponemes; the rest cor-
responding to yet-to-be cultivated OTUs. This is consist-
ent with the results of Möter et al., who reported that
the combined detection frequency for T. vincentii and T.
medium cells represented less than ca. 20% of that ob-
served for phylogroup 1 treponemes as a whole [58].
Taken together, data strongly indicates that phylogroup
1 constitutes the largest, most highly populated and
most diverse grouping of oral treponeme taxa. It is inter-
esting to note that the two phylogroup 1 OTUs (8P68,
3H21) that we found to be associated with periodontitis
subgingival plaque (p < 0.05), correspond to as-yet un-
cultivated treponeme taxa. Additional studies will be re-
quired to further elucidate their putative roles in
periodontal disease etiology.
The clonal abundance and OTU diversity of phylogroup

2 treponemes were both significantly higher in the peri-
odontitis subjects compared with periodontitis-free con-
trols (p < 0.001). In the diseased cohort, they comprised
34.5% of plasmids obtained, corresponding to 17 OTUs;
whilst in the control subjects, they accounted for only
8.4% of clones, which corresponded to only 4 OTUs. As

such, phylogroup 2 treponemes appear to be the most reli-
able indicators of periodontal disease status. Furthermore,
the OTU that corresponds to the ATCC 35405 type strain
of T. denticola (OTU 8P47) was the taxon most strongly
associated with periodontitis in our study (p < 0.01); con-
stituting more than 30% of all phylogroup 2 clones
detected in the subgingival plaque of periodontitis sub-
jects. These results are in good agreement with a large
body of results in the scientific literature, which have con-
sistently linked T. denticola and phylogroup 2 treponemes
with periodontitis, and other forms of periodontal disease
[17-19,57,59-61].
Treponema socranskii comprises multiple subspecies

(e.g. ss. socranskii, ‘04’, paredis, buccale), as well as sev-
eral poorly-characterized ‘subspecies-level’ phylotypes
(oral taxons) [7,13,33]. Here, we found that the taxon di-
versity and detection frequency of phylogroup 6 trepo-
nemes were both higher in the control group than in the
disease set (Figure 2). One OTU (8H27), which
corresponded to the type strain of T. socranskii subsp.
buccale (ATCC 35534), was detected more frequently in
the control subjects (p < 0.05). This initially appears to
contradict several previous reports, where T. socranskii
taxa have been associated with periodontal disease e.g.
[16,22,62]. However, it should be noted that these previ-
ous investigations have investigated T. socranskii at the
species level, or have employed lower levels of taxonomic
discrimination than were used here. Upon closer inspec-
tion, data from the literature suggests that the various
subspecies and phylotypes of T. socranskii may have dif-
fering associations with periodontal disease [7,63]. In one
report, T. socranskii ss. socranskii and the Treponema sp.
6:G:G47 oral clone were detected more frequently in
periodontally-diseased subjects than T. socranskii ss.
buccale [63]. Discrepancies in disease associations also
appear to reflect notable differences in the cohorts ana-
lyzed. T. socranskii taxa were found to be more abundant
in subjects with ANUG, HIV-periodontitis or refractory
periodontitis, rather than (chronic) periodontitis [7,13].
It also worth mentioning that results from a recent
pyrosequencing-based investigation indicated that that T.
denticola and two phylogroup 1 treponeme taxa were
significantly associated with periodontitis, whilst T.
socranskii taxa were not [17]. It is clear that additional
detailed investigations within other subject cohorts are
required to shed further light on this complex and con-
troversial issue.
Whilst the majority of the OTUs detected in the

subgingival plaque from periodontitis-free group (26/43
OTUs) were also present in the periodontitis set, their
overall OTU compositions were notably distinct. This in-
dicated there were major differences in overall treponeme
community structures within the two subject groups.
There were also considerable subject-to-subject variations
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in treponeme composition. This is perhaps unsurprising,
as periodontal disease is a complex, multifactorial disease
with a highly diverse microbial etiology [4,7,17]. Host
physiology, as well as major differences in the biofilm mi-
croenvironments present within deeply-infected periodon-
tal pockets versus shallow sulci, most-likely play major
roles in modulating subgingival treponeme populations
[64-66]. It remains to be seen whether the respective varia-
tions in treponeme OTU composition and relative abun-
dance are correlated with specific changes in the overall
subgingival microbial ecology; in particular species that may
have syntrophic (nutritional) or inter-generic cell-binding
relationships with treponemes, such as Porphyromonas
gingivalis and Fusobacterium nucleatum [67,68].

Conclusions
Here we show that diverse populations of treponeme spe-
cies and uncultivated OTUs inhabit periodontal niches
within periodontitis-free (‘healthy’) as well as periodontally-
diseased subjects. Our data is consistent with the hypoth-
esis that periodontitis is associated with significant changes
in the composition of the community of treponeme OTUs
present within the subgingival microbiota. We consider it
likely that this may be accompanied with distinct popula-
tion changes within other oral microbial taxa, as part of a
dysbiosis in periodontal ecology. Our data also suggests
that specific treponeme OTUs may play a more prominent
role in the etiopathology of periodontal disease. Future de-
tailed investigations within other patient cohorts will be
required to clarify the putative involvement of these trepo-
neme OTUs in periodontal disease processes.

Additional files

Additional file 1: Treponeme OTUs identified in this study;
including assigned names, accession numbers of representative
sequences, and closest matches in the Human Oral Microbiome
Database (HOMD).

Additional file 2: Summary of novel treponeme OTUs identified in
this study, including closest related sequences in the NCBI GenBank
database.

Additional file 3: Observed OTU numbers and estimates for OTU
richness and diversity within each treponeme phylotype, for entire
subject dataset.

Additional file 4: Neighbour-joining phylogram of the 110
treponeme OTUs identified in this study. The tree is rooted with the
16S rRNA gene sequence of Treponema primitia ZAS2. The tree was
constructed with 500 bootstrap replicates, with bootstrap values ≥50
shown at branch points. Scale bar: 0.02 substitutions per site.

Abbreviations
OTU: Operational taxonomic unit; NJ: Neighbour joining; ML: Maximum
likelihood; nt: Nucleotide; ATCC: American type culture collection;
BOP: Bleeding on probing; PPD: Pocket probing depth; CAL: Clinical
attachment loss; PBS: Phosphate buffered saline; PCoA: Principal component
analysis; ANUG: Acute necrotizing ulcerative gingivitis.

Competing interests
The authors declare that they have no competing interests; financial or
otherwise.

Authors’ contributions
Conceived the study: RMW, WKL. Designed and performed the practical
experimental work: MY, SM, WKL, RMW. Designed and performed the
computational and statistical analyses: MY, SM, RMW, WKL. Wrote the
manuscript: MY, WKL, RMW. All authors read and approved the final
manuscript.

Acknowledgments
RMW acknowledges financial support from the University of Hong Kong
through the Infection and Immunology Strategic Research Theme and a
Seed Funding grant [#201011159113]; and the Research Grants Council of
Hong Kong, via a General Research Fund (GRF) grant [#781911]. WKL
acknowledges support from the University of Hong Kong: Research and
Conference Grant, Small Project Fund [#10206659] and the University
Research Committee Fund [#10205584]. We thank Mr. Alan Wong and Dr.
Donnabella C. Lacap-Bugler for their assistance in preparing the figures.

Author details
1Oral Biosciences, Faculty of Dentistry, The University of Hong Kong, Prince
Philip Dental Hospital, 34 Hospital Road, Sai Ying Pun, Hong Kong. 2Oral
Diagnosis and Polyclinics, Faculty of Dentistry, The University of Hong Kong,
Prince Philip Dental Hospital, 34 Hospital Road, Sai Ying Pun, Hong Kong.
3Present Address: Department of Oral Radiology and State Key Laboratory of
Oral Diseases, West China College of Stomatology, Sichuan University,
Chengdu 610041, China.

Received: 28 December 2012 Accepted: 27 March 2013
Published: 11 April 2013

References
1. Loesche WJ, Grossman NS: Periodontal disease as a specific, albeit

chronic, infection: diagnosis and treatment. Clin Microbiol Rev 2001,
14(4):727–752.

2. Darveau RP: Periodontitis: a polymicrobial disruption of host
homeostasis. Nat Rev Microbiol 2010, 8(7):481–490.

3. Pihlstrom BL, Michalowicz BS, Johnson NW: Periodontal diseases. Lancet
2005, 366(9499):1809–1820.

4. Socransky SS, Haffajee AD: Periodontal microbial ecology. Periodontol 2005,
38:135–187.

5. Rylev M, Kilian M: Prevalence and distribution of principal periodontal
pathogens worldwide. J Clin Periodontol 2008, 35(8 Suppl):346–361.

6. Socransky SS, Haffajee AD, Cugini MA, Smith C, Kent RL: Microbial
complexes in subgingival plaque. J Clin Periodontol 1998, 25(2):134–144.

7. Paster BJ, Boches SK, Galvin JL, Ericson RE, Lau CN, Levanos VA,
Sahasrabudhe A, Dewhirst FE: Bacterial diversity in human subgingival
plaque. J Bacteriol 2001, 183(12):3770–3783.

8. Simonson LG, Goodman CH, Bial JJ, Morton HE: Quantitative relationship
of Treponema denticola to severity of periodontal disease. Infect Immun
1988, 56(4):726–728.

9. Loesche WJ, Syed SA, Schmidt E, Morrison EC: Bacterial profiles of
subgingival plaques in periodontitis. J Periodontol 1985, 56(8):447–456.

10. Loesche WJ: The role of spirochetes in periodontal disease. Adv Dent Res
1988, 2(2):275–283.

11. Ellen RP, Galimanas VB: Spirochetes at the forefront of periodontal
infections. Periodontol 2005, 38:13–32.

12. Armitage GC, Dickinson WR, Jenderseck RS, Levine SM, Chambers DW:
Relationship between the percentage of subgingival spirochetes and the
severity of periodontal disease. J Periodontol 1982, 53(9):550–556.

13. Dewhirst FE, Tamer MA, Ericson RE, Lau CN, Levanos VA, Boches SK, Galvin
JL, Paster BJ: The diversity of periodontal spirochetes by 16S rRNA
analysis. Oral Microbiol Immun 2000, 15(3):196–202.

14. Dewhirst FE, Chen T, Izard J, Paster BJ, Tanner AC, Yu WH, Lakshmanan A,
Wade WG: The human oral microbiome. J Bacteriol 2010,
192(19):5002–5017.

15. Radolf JD, Lukehart SA: Pathogenic Treponema: molecular and cellular
biology. Wymondham: Caister Academic; 2006:9–18. Ch. 1.

You et al. BMC Infectious Diseases 2013, 13:174 Page 11 of 13
http://www.biomedcentral.com/1471-2334/13/174



16. Moter A, Hoenig C, Choi BK, Riep B, Gobel UB: Molecular epidemiology of
oral treponemes associated with periodontal disease. J Clin Microbiol
1998, 36(5):1399–1403.

17. Griffen AL, Beall CJ, Campbell JH, Firestone ND, Kumar PS, Yang ZK, Podar
M, Leys EJ: Distinct and complex bacterial profiles in human periodontitis
and health revealed by 16S pyrosequencing. ISME J 2012, 6(6):1176–1185.

18. Holt SC, Ebersole JL: Porphyromonas gingivalis, Treponema denticola, and
Tannerella forsythia: the “red complex”, a prototype polybacterial
pathogenic consortium in periodontitis. Periodontol 2005, 38:72–122.

19. Sela MN: Role of Treponema denticola in periodontal diseases. Crit Rev
Oral Biol Med 2001, 12(5):399–413.

20. Dashper SG, Seers CA, Tan KH, Reynolds EC: Virulence factors of the oral
spirochete Treponema denticola. J Dent Res 2011, 90(6):691–703.

21. Ishihara K: Virulence factors of Treponema denticola. Periodontol 2010,
54(1):117–135.

22. Takeuchi Y, Umeda M, Sakamoto M, Benno Y, Huang Y, Ishikawa I:
Treponema socranskii, Treponema denticola, and Porphyromonas
gingivalis are associated with severity of periodontal tissue destruction.
J Periodontol 2001, 72(10):1354–1363.

23. Choi BK, Paster BJ, Dewhirst FE, Gobel UB: Diversity of cultivable and
uncultivable oral spirochetes from a patient with severe destructive
periodontitis. Infect Immun 1994, 62(5):1889–1895.

24. Hampp EG, Scott DB, Wyckoff RW: Morphologic characteristics of certain
cultured strains of oral spirochetes and Treponema pallidum as revealed
by the electron microscope. J Bacteriol 1948, 56(6):755–769.

25. Klein HS: What role do Treponema vincenti play in certain diseases of the
gingiva? Acta Odontol Scand 1946, 7:92–96.

26. Umemoto T, Nakazawa F, Hoshino E, Okada K, Fukunaga M, Namikawa I:
Treponema medium sp. nov., isolated from human subgingival dental
plaque. Int J Syst Bacteriol 1997, 47(1):67–72.

27. Chan EC, Siboo R, Keng T, Psarra N, Hurley R, Cheng SL, Iugovaz I:
Treponema denticola (ex Brumpt 1925) sp. nov., nom. rev., and
identification of new spirochete isolates from periodontal pockets. Int J
Syst Bacteriol 1993, 43(2):196–203.

28. Wyss C, Moter A, Choi BK, Dewhirst FE, Xue Y, Schupbach P, Gobel UB,
Paster BJ, Guggenheim B: Treponema putidum sp. nov., a medium-sized
proteolytic spirochaete isolated from lesions of human periodontitis and
acute necrotizing ulcerative gingivitis. Int J Syst Evol Microbiol 2004,
54(Pt 4):1117–1122.

29. Wyss C, Choi BK, Schupbach P, Guggenheim B, Gobel UB: Treponema
maltophilum sp. nov., a small oral spirochete isolated from human
periodontal lesions. Int J Syst Bacteriol 1996, 46(3):745–752.

30. Wyss C, Choi BK, Schupbach P, Moter A, Guggenheim B, Gobel UB:
Treponema lecithinolyticum sp. nov., a small saccharolytic spirochaete
with phospholipase A and C activities associated with periodontal
diseases. Int J Syst Bacteriol 1999, 49(Pt 4):1329–1339.

31. Wyss C, Choi BK, Schupbach P, Guggenheim B, Gobel UB: Treponema
amylovorum sp. nov., a saccharolytic spirochete of medium size isolated from
an advanced human periodontal lesion. Int J Syst Bacteriol 1997, 47(3):842–845.

32. Smibert RM, Johnson JL, Ranney RR: Treponema socranskii sp. nov.,
Treponema socranskii subsp. socranskii subsp. nov., Treponema socranskii
subsp. buccale subsp. nov., and Treponema socranskii subsp. paredis
subsp. nov. Isolated from the Human Periodontia. Int J Syst Bacteriol 1984,
34(4):457–462.

33. Paster BJ, Dewhirst FE, Coleman BC, Lau CN, Ericson RL: Phylogenetic
analysis of cultivable oral treponemes from the Smibert collection. Int J
Syst Bacteriol 1998, 48(Pt 3):713–722.

34. Wyss C, Dewhirst FE, Gmur R, Thurnheer T, Xue Y, Schupbach P,
Guggenheim B, Paster BJ: Treponema parvum sp nov., a small, glucuronic
or galacturonic acid-dependent oral spirochaete from lesions of human
periodontitis and acute necrotizing ulcerative gingivitis. Int J Syst Evol
Microbiol 2001, 51:955–962.

35. Smibert RM, Burmeister JA: Treponema pectinovorum sp. nov. Isolated
from Humans with Periodontitis. Int J Syst Bacteriol 1983, 33(4):852–856.

36. Seshadri R, Myers GS, Tettelin H, Eisen JA, Heidelberg JF, Dodson RJ,
Davidsen TM, DeBoy RT, Fouts DE, Haft DH, et al: Comparison of the
genome of the oral pathogen Treponema denticola with other
spirochete genomes. Proc Natl Acad Sci USA 2004, 101(15):5646–5651.

37. Evans NJ, Brown JM, Demirkan I, Murray RD, Birtles RJ, Hart CA, Carter SD:
Treponema pedis sp. nov., a spirochaete isolated from bovine digital
dermatitis lesions. Int J Syst Evol Microbiol 2009, 59(Pt 5):987–991.

38. Ficarra G, Carlos R: Syphilis: the renaissance of an old disease with oral
implications. Head Neck Pathol 2009, 3(3):195–206.

39. You M, Mo S, Watt RM, Leung WK: Prevalence and diversity of
Synergistetes taxa in periodontal health and disease. J Periodontal Res
2013, 48(2):159–168.

40. Schloss PD, Westcott SL, Ryabin T, Hall JR, Hartmann M, Hollister EB,
Lesniewski RA, Oakley BB, Parks DH, Robinson CJ, et al: Introducing mothur:
open-source, platform-independent, community-supported software for
describing and comparing microbial communities. Appl Environ Microbiol
2009, 75(23):7537–7541.

41. Pruesse E, Quast C, Knittel K, Fuchs BM, Ludwig W, Peplies J, Glockner FO:
SILVA: a comprehensive online resource for quality checked and aligned
ribosomal RNA sequence data compatible with ARB. Nucleic Acids Res
2007, 35(21):7188–7196.

42. Wang Q, Garrity GM, Tiedje JM, Cole JR: Naive Bayesian classifier for rapid
assignment of rRNA sequences into the new bacterial taxonomy. Appl
Environ Microbiol 2007, 73(16):5261–5267.

43. Schloss PD, Westcott SL: Assessing and improving methods used in
operational taxonomic unit-based approaches for 16S rRNA gene
sequence analysis. Appl Environ Microbiol 2011, 77(10):3219–3226.

44. Chen T, Yu WH, Izard J, Baranova OV, Lakshmanan A, Dewhirst FE: The
human oral microbiome database: a web accessible resource for
investigating oral microbe taxonomic and genomic information.
Database (Oxford) 2010, 2010. doi:10.1093/database/baq013. Article ID
baq013.

45. Posada D: JModelTest: phylogenetic model averaging. Mol Biol Evol 2008,
25(7):1253–1256.

46. Tamura K, Peterson D, Peterson N, Stecher G, Nei M, Kumar S: MEGA5:
molecular evolutionary genetics analysis using maximum likelihood,
evolutionary distance, and maximum parsimony methods. Mol Biol Evol
2011, 28(10):2731–2739.

47. Ronquist F, Huelsenbeck JP: MrBayes 3: Bayesian phylogenetic inference
under mixed models. Bioinformatics 2003, 19(12):1572–1574.

48. Wickham H: ggplot2: elegant graphics for data analysis. New York: Springer-
Verlag; 2009. ISBN 978-0-387-98140-6.

49. Lozupone C, Knight R: UniFrac: a new phylogenetic method for comparing
microbial communities. Appl Environ Microbiol 2005, 71(12):8228–8235.

50. Schloss PD, Larget BR, Handelsman J: Integration of microbial ecology and
statistics: a test to compare gene libraries. Appl Environ Microbiol 2004,
70(9):5485–5492.

51. Singleton DR, Furlong MA, Rathbun SL, Whitman WB: Quantitative
comparisons of 16S rRNA gene sequence libraries from environmental
samples. Appl Environ Microbiol 2001, 67(9):4374–4376.

52. Lozupone C, Hamady M, Knight R: UniFrac − an online tool for comparing
microbial community diversity in a phylogenetic context. BMC Bioinforma
2006, 7:371.

53. Schloss PD, Handelsman J: Introducing TreeClimber, a test to compare
microbial community structures. Appl Environ Microbiol 2006,
72(4):2379–2384.

54. Keijser BJ, Zaura E, Huse SM, van der Vossen JM, Schuren FH, Montijn RC,
ten Cate JM, Crielaard W: Pyrosequencing analysis of the oral microflora
of healthy adults. J Dent Res 2008, 87(11):1016–1020.

55. Segata N, Haake SK, Mannon P, Lemon KP, Waldron L, Gevers D,
Huttenhower C, Izard J: Composition of the adult digestive tract bacterial
microbiome based on seven mouth surfaces, tonsils, throat and stool
samples. Genome Biol 2012, 13(6):R42.

56. Willis SG, Smith KS, Dunn VL, Gapter LA, Riviere KH, Riviere GR: Identification of
seven Treponema species in health- and disease-associated dental plaque
by nested PCR. J Clin Microbiol 1999, 37(3):867–869.

57. Asai Y, Jinno T, Igarashi H, Ohyama Y, Ogawa T: Detection and
quantification of oral treponemes in subgingival plaque by real-time
PCR. J Clin Microbiol 2002, 40(9):3334–3340.

58. Moter A, Riep B, Haban V, Heuner K, Siebert G, Berning M, Wyss C, Ehmke B,
Flemmig TF, Gobel UB: Molecular epidemiology of oral treponemes in
patients with periodontitis and in periodontitis-resistant subjects. J Clin
Microbiol 2006, 44(9):3078–3085.

59. Sakamoto M, Umeda M, Benno Y: Molecular analysis of human oral
microbiota. J Periodontal Res 2005, 40(3):277–285.

60. Haffajee AD, Teles RP, Socransky SS: Association of Eubacterium nodatum
and Treponema denticola with human periodontitis lesions. Oral Microbiol
Immun 2006, 21(5):269–282.

You et al. BMC Infectious Diseases 2013, 13:174 Page 12 of 13
http://www.biomedcentral.com/1471-2334/13/174



61. Mineoka T, Awano S, Rikimaru T, Kurata H, Yoshida A, Ansai T, Takehara T:
Site-specific development of periodontal disease is associated with
increased levels of Porphyromonas gingivalis, Treponema denticola, and
Tannerella forsythia in subgingival plaque. J Periodontol 2008,
79(4):670–676.

62. Colombo APV, Boches SK, Cotton SL, Goodson JM, Kent R, Haffajee AD,
Socransky SS, Hasturk H, Van Dyke TE, Dewhirst F, et al: Comparisons of
Subgingival Microbial Profiles of Refractory Periodontitis, Severe
Periodontitis, and Periodontal Health Using the Human Oral Microbe
Identification Microarray. J Periodontol 2009, 80(9):1421–1432.

63. Hutter G, Schlagenhauf U, Valenza G, Horn M, Burgemeister S, Claus H,
Vogel U: Molecular analysis of bacteria in periodontitis: evaluation of
clone libraries, novel phylotypes and putative pathogens. Microbiology
2003, 149(Pt 1):67–75.

64. Lai Y, Chu L: Novel mechanism for conditional aerobic growth of the
anaerobic bacterium Treponema denticola. Appl Environ Microbiol 2008,
74(1):73–79.

65. Fenno JC: Treponema denticola interactions with host proteins. J Oral
Microbiol 2012, 4:9929. doi:10.3402/jom.v4i0.9929.

66. Marsh PD, Devine DA: How is the development of dental biofilms
influenced by the host? J Clin Periodontol 2011, 38(Suppl 11):28–35.

67. Cogoni V, Morgan-Smith A, Fenno JC, Jenkinson HF, Dymock D: Treponema
denticola chymotrypsin-like proteinase (CTLP) integrates spirochaetes
within oral microbial communities. Microbiology 2012, 158(Pt 3):759–770.

68. Rosen G, Genzler T, Sela MN: Coaggregation of Treponema denticola with
Porphyromonas gingivalis and Fusobacterium nucleatum is mediated by
the major outer sheath protein of Treponema denticola. FEMS Microbiol
Lett 2008, 289(1):59–66.

doi:10.1186/1471-2334-13-174
Cite this article as: You et al.: Comparative analysis of oral treponemes
associated with periodontal health and disease. BMC Infectious Diseases
2013 13:174.

Submit your next manuscript to BioMed Central
and take full advantage of: 

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit

You et al. BMC Infectious Diseases 2013, 13:174 Page 13 of 13
http://www.biomedcentral.com/1471-2334/13/174


	Abstract
	Background
	Methods
	Results
	Conclusions

	Background
	Methods
	Clinical evaluation of periodontal health status and subgingival plaque sampling
	PCR amplification, cloning and analysis of 16S rRNA gene sequences
	Phylogenetic relationships
	Treponeme community comparisons
	Statistical analysis
	Sequence deposition

	Results
	Sequence analysis of 16S rRNA genes present in subgingival plaque samples
	Assignment of treponeme 16S rRNA sequences to OTUs
	Comparisons of treponeme OTU richness, clonal abundance and phylogroup composition between the periodontitis and control groups
	Comparisons of the composition of treponeme communities present in the periodontitis and healthy cohorts
	Comparisons between subgingival treponeme communities in the periodontitis and control groups at the phylogroup level
	Relationships between treponeme OTU phylogeny, clonal abundance and periodontal health status

	Discussion
	Conclusions
	Additional files
	Abbreviations
	Competing interests
	Authors’ contributions
	Acknowledgments
	Author details
	References

