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Abstract
In oral cavity chronic inflammation has been observed at various stages of oral squamous cell
carcinomas (OSCC). This inflammation could result from persistent mucosal or epithelial cell
colonization by microorganisms. There is an increasing evidence of the involvement of oral
bacteria in inflammation and warrant further studies on the association of bacteria in the
progression of OSCC. The objective of this study was to evaluate the diversity and relative
abundance of bacteria in the saliva of subjects with OSCC. Using 454 parallel DNA sequencing,
~58,000 PCR amplicons that span the V4-V5 hypervariable region of ribosomal RNAs from 5
subjects were sequenced. Members of 8 phyla (divisions) of bacteria were detected. The majority
of classified sequences belonged to phyla, Firmicutes (45%) and Bacteroidetes (25%). Further, a
total of 52 different genera containing approximately 860 (16.51%) known species were identified,
1077 (67%) sequences belonged to various uncultured bacteria or unclassified group. The species
diversity estimates obtained with abundance-based coverage estimators (ACE) and Chao1 were
greater than published analyses of other microbial profiles from the oral cavity. Fifteen unique
phylotypes were present in all three OSCC subjects.
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Introduction
Microbes induce an estimated 20% of all the fatal cancers in human beings (Blaser, 2008)
and numerous bacterial species are associated with different cancers (Lax & Thomas, 2002,
Vogelmann & Amieva, 2007, Kurago, et al., 2008). The best documented relationship
between a bacterial infection and cancer is that of Helicobacter pylori and two different
forms of gastric cancer: MALT lymphoma and the more common gastric adenocarcinoma
(Marshall & Windsor, 2005). It is estimated that H. pylori is causally related to 60 to 90% of
all gastric cancers (Malfertheiner, et al., 2005). Other known associations between bacterial
infections and human cancer include Salmonella typhi infection and gall bladder cancer in
people that develop chronic carriage after typhoid fever (Shukla, et al., 2000); Streptococcus
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bovis and colon cancer (Ellmerich, et al., 2000); Chlamydia pneumonia and lung cancer
(Littman, et al., 2005); Bartonella species and vascular tumor formation (Dehio, 2005); and
infections linked to prostatitis and carcinoma (Wagenlehner, et al., 2007a, Wagenlehner, et
al., 2007b).

Microorganisms and their products, including endotoxins (lipopolysaccharides), enzymes
(e.g. proteases, collagenases, fibrinolysin, phospholipase), and metabolic byproducts (e.g.
hydrogen sulfide, ammonia, fatty acids), are toxic to host cells and may directly induce
mutations or alter signaling pathways that affect cell proliferation and/or survival of
epithelial cells (Kuper, et al., 2000, Lax & Thomas, 2002, Lax, 2005). Moreover,
microorganisms can also have indirect effects through inflammation by activating host cells,
such as neutrophils, macrophages, monocytes, lymphocytes, fibroblasts, and epithelial cells,
to generate reactive oxygen species (e.g. hydrogen peroxide, and oxygen radicals), reactive
nitrogen species (nitric oxides), reactive lipids and metabolites (e.g. malondialdehyde, 4-
hydroxy-2-nonenal), and matrix metalloproteases, which can induce damage of DNA in
epithelial cells (Wogan, et al., 2004, Peek, et al., 2005, Chen, et al., 2006).

The hypothesis that certain bacteria are capable of causing cancer is further supported by
studies of animal-specific pathogens that promote tumor formation. For example,
Helicobacter hepaticus was discovered in 1992 as a cause of chronic active hepatitis that
progressed to hepatocellular carcinoma in A/JCr mice (Ward, et al., 1994). Formation of
colon cancer in genetically altered mice is promoted by infection with H. hepaticus, either
by itself (Engle, et al., 2002, Erdman, et al., 2003) or in conjunction with Helicobacter bilis
(Maggio-Price, et al., 2006). Chronic infection with Citrobacter rodentium, a mouse
pathogen that is genetically similar to enteropathogenic Escherichia coli, can result in colon
cancer (Newman, et al., 2001). H. hepaticus was shown to promote cancer formation in the
mammary gland of mice (Rao, et al., 2006, Rao, et al., 2007).

Most oral/pharyngeal cancers (OPC) are oral squamous cell carcinomas (OSCC) (Scully &
Bagan, 2009, Bagan, et al., 2010) and in the United States, the primary risk factors are
tobacco, smoking, and elevated levels of alcohol consumption (Jemal, et al., 2008). Other
potential risk factors include diet, the human papillomavirus (particularly HPV16), and
various oral factors, including oral hygiene (Jemal, et al., 2008). High levels of colonization
of OSCC by facultative oral streptococci were observed in the saliva of OSCC subjects
(Sasaki, et al., 1998, Sakamoto, et al., 1999, Tateda, et al., 2000, Shiga, et al., 2001). More
recently, viable bacteria have been isolated from both superficial and deep portions of
OSCC (Hooper, et al., 2006, Hooper, et al., 2007), revealing that the tumor
microenvironment is well suited for bacterial survival. The role of bacteria in the
development of oral cancer has not been delineated, but the persistent presence of bacteria at
tumor sites in the oral cavity raises intriguing questions about the role of bacteria in the
progression of OSCC. Unfortunately, most of such studies to date have included only
cultured oral bacterial species, using classical cloning and sequencing approaches (Nagy, et
al., 1998, Mager, et al., 2005, Hong, et al., 2006). To establish the association of oral
bacteria in the progression of OSCC, the complete bacterial profile (cultured and uncultured)
in the oral cavity of OSCC subjects needs to be first determined. Here we report a
preliminary study on the use of 454 parallel DNA sequencing to assess the bacterial
diversity and their relative abundance in the saliva of OSCC subjects.

Materials and methods
Saliva samples and total bacterial DNA extraction

Stimulated saliva samples were collected from three cases of OSCC and two matched
controls (non-malignant). The study protocol was approved by the Institutional Review
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Board of New York University for human subjects. All three OSCC cases had a floor of
mouth cancer. Each case including control was a male over 50 years of age and had a history
of smoking at least one pack of cigarettes per day and consuming more than 5 drinks per day
of beer or hard liquor. The total bacterial genomic DNA from saliva samples was isolated
using DNA purification kit (MasterPure; Epicenter, Madison, WI). In brief, 300 μL of tissue
and cell lysis solution (Epicenter) was added to the suspended pellet obtained from 1 ml of
saliva. The suspension was sonicated for 30 seconds. Ten μL of a proteinase K (QIAGEN)
stock solution of 10 mg mL−1 in TES buffer (10 mM Tris-HCl [pH 7.5], 1 mM EDTA, and
100 mM NaCl), and 2 μL of mutanolysin (Sigma-Aldrich, St. Louis, MO)(5,000 U mL−1 in
phosphate-buffered saline) and 10 μL of lysozyme stock solution (100 mg mL−1 in TES
buffer) was added. The mixture was incubated at 37°C for 1 h, with gentle mixing at 15-
minintervals. Proteinase K was inactivated via incubation at 65°Cfor 1 h. One μl of 5-μg
μL−1 RNase A was added and the mixture incubated at 37°C for 30 min. The samples were
then placed on ice for 3 to 5 min, 400μL of MPC protein precipitation reagent (Epicenter)
was added, vortexed vigorously for 10 seconds, and subsequently extracted extraction with
phenol-chloroform-isoamyl alcohol (25:24:1) and precipitated with isopropanol. The quality
and quantity of DNA samples were measured at 260 nm and 280 nm (DU 640
spectrophotometer; Beckman, Hayward, CA). The final concentration of each DNA sample
was adjusted to 20 ng μL−1 for all PCR applications.

Denaturing gradient gel electrophoresis (DGGE)
Aliquots of bacterial DNA (~20 ng) extracted from OSCC subjects were amplified using a
set of universal 16S rDNA (V4-V5 region) sequence primers (Bac1 and Bac2) to generate
an amplicon of ~300 bp as reported elsewhere (Li, et al., 2005, Li, et al., 2006, Li, et al.,
2007). DGGE was performed with the Bio-Rad DCode System (Hercules, CA) using
conditions previously reported (Li, et al., 2005, Li, et al., 2006). The DGGE profile images
were digitally captured (Alpha Innotech, San Leandro, CA) and analyzed.

Primer design for pyrosequencing
PCR primers used in this study were designed based on the V4-V5 hypervariable region
(~300 bp) of the 16S rRNA gene locus (Li, et al., 2007). The oligonucleotide design
included the 454 Life Science’s A or B sequencing adapter (shown in lower case in the
following) fused to the 5′ end of primerA-BAC1, 5′-gcctccctcgcgccatcag -
ACTACGTGCCAGCAGCC 3′, and B-BAC2, 5′-gccttgccagcccgctcag-
GGACTACCAGGGTATCTAATCC 3′ and synthesized by IDT technologies.

PCR amplicon library construction and sequencing
The amplified PCR products were generated by amplifying 20 ng of genomic DNA with
primers designed based on the V4-V5 hypervariable region (~300 bp) of the 16S rRNA gene
locus. The PCR Master mix consisted of Qiagen’s Taq PCR master mix kit, 0.2 μM
concentration of each primer in a volume of 100μl. Cycling conditions were: an initial
denaturation at 94°C for 1 min; 25 cycles of 94°Cfor 30 s, 55°C for 45 s, and 72°C for 45 s;
and a final7-min extension at 72°C. The products were pooled after cycling and cleaned by
using the MinElute PCR purification kit (Qiagen, Valencia, CA). The quality of the product
was assessed on a Bioanalyzer 2100 (Agilent, Palo Alto, CA) using a DNA1000LabChip.
Only sharp, distinct amplification products with a total yield of >200 ng were used for
sequencing. The amplicons were amplified using the 454 Life Science’s A or B sequencing
adapter primersA-BAC1 and B-BAC2, under the same amplification conditions, purified
and re-bioanalyzed for QC purposes.

The amplicon libraries were bound to beads (one DNA molecule per bead) and subjected to
the emPCR process using, the Amplicom Primer A kit (Roche). After emulsion PCR, the
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DNA strands were enriched and deposited onto PicoTiterPlates (454 Life Sciences) for
pyrosequencing on a Genome Sequencer GS FLX system (LR 70 100 cycles) (Roche, Basel,
Switzerland).

Preprocessing of sequence reads
The reads obtained from GS-FLX were preprocessed to identify sequencing errors. A read
was eliminated if: 1) it contained no forward primer (exact match) at the proximal end; 2) it
was less than 50 bases before reaching the reverse primer sequences on the distal end (a read
was retained if it was shorter than 50 bp but had the reverse primer sequence); and 3) it did
not contain at least 12 bases (with at most 2 errors (gap or mismatch)) of the reverse primer
sequence before the read ended. To identify distal primers, Vmatch was used (Kurtz, et al.,
2001, Herold, et al., 2008). Both proximal and distal primer sequences were trimmed from
the reads before further analysis. Reads were grouped into a cluster if they were 99% similar
over 99% of the length. A representative unique read sequence was selected randomly from
each cluster for further analyses.

Construction of V4-V5 database, assignment of phylotype operational taxonomic units
(OTUs) and species richness estimators

To assign phylotypes to the 454 sequence reads, a reference database of 77,085 non identical
V4-V5 sequences extracted from 511,847 bacterial rRNAs derived from Ribosomal
Database Project II (Cole, et al., 2007) was constructed. Each unique 454 sequence tag was
BLASTed against the V4-V5 reference database. Reads greater than 200 bp were used for
multiple sequence alignment using MUSCLE (Edgar, 2004). Top 50 hits with an e-value of
≤ 1e-05 (Turnbaugh, 2009) were aligned to each other using MUSCLE (with parameters-
diags and -maxiters 3) (Sogin, et al., 2006). Phylotype assignments were made according to
the V4-V5 reference sequence(s) that displayed the minimum distance to the query
sequence. The frequency of observed best matches to V4-V5 database (OTUs) for each site
was used to calculate rarefaction curves with the program Analytic Rarefaction 1.3
(http://www.uga.edu/~strata/software/).

Pairwise distance between sequences was calculated using ClustalW (Larkin, 2007). These
pairwise distances were used with DOTUR (Distance-Based OTU and Richness) (Schloss &
Handelsman, 2005) to cluster OTUs, generate rarefaction curves, and calculate the species
richness estimator (abundance-based coverage estimators; ACE and Chao1) values by using
samples without replacement, a parameter of 100 for precision of distance, jumbled input
order, and 50,000 iterations. Bacterial phylotypes were identified after removing the
duplicated sequences and compared among the groups and between the groups.

The sequences of unknowns and unique phylotypes would be submitted to genebank
database. The V4-V5 database would also be available at this web site.

Results and Discussion
To assess the role of bacteria in the development of OSCC, the first step is to identify both
cultured and unculturerd bacteria in the saliva samples of OSCC subjects. These bacteria
may have the potential to cause inflammation, which may possibly support the progression
of OSCC. Initially, the bacterial profiles of OSCC and control subjects were identified by
amplifying 300-bp fragments of 16S rDNA gene fragments using DGGE. Subsequently,
same 300-bp products were subjected to 454 pyrosequencing, to determine the total bacterial
diversity and relative abundance of bacterial species in the samples.

We used DGGE (Li, et al., 2007) to examine the total bacterial profile of OSCC. DGGE
profiles were obtained from the saliva samples of the 5 subjects (Fig. 1). A total of 86
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distinct amplicons were detected from the overall DGGE profiles after gel normalization.
The number of distinct bands (amplicons) ranged from 23 to 37, with a mean ± SD of 32.2 ±
4.0 for each individual sample. On an average, the total number of detectable bands was
significantly higher in the control group (36.9 ± 2.7) than in the OSCC group (29.4 ± 1.5).
The results of our study also demonstrated that the DGGE profiles of OSCC and control
formed significant group-specific clusters (Fig 1). The categorization of two distinct clusters
was reflected by the number of bands detected (richness), the intensity, and the migration
distribution of the PCR 16S amplicons.

This finding is noteworthy, considering that OSCC and control profiles were more similar
within each group than between the groups, which suggests the presence of common
phylotypes associated with OSCC or controls. These results demonstrated that OSCC group
can be predicted with reasonable accuracy based on DGGE banding patterns.

Using 454 pyrosequencing approximately 58,000 PCR amplicons that spanned the V4-V5
hypervariable region of ribosomal RNAs were sequenced. The number of reads per sample
ranged from 7,977 to 15,170 sequences (Table 1). A systematic trimming procedure was
used to eliminate sequences with multiple undetermined residues or mismatches to the PCR
primers at the beginning of a read. On an average, this trimming procedure reduced the size
of the data set by approximately 20%.

To assess taxonomic diversity, each trimmed 454 read (tag sequence) served as a query to
identify its closest match in a reference database (V4-V5 database) of ~50,000 unique V4-
V5 hypervariable sequences extracted from nearly 550,000 published rRNA genes for the
bacteria domain. The ensemble of sequences in this study provides a far-reaching view of
the salivary microbiota. Members of 8 phyla (divisions) of bacteria were detected (Fig 2a).
The majority of sequences in combined libraries belonged to Firmicutes (45% of classified
sequences) and to Bacteroidetes (25%). The phylum Firmicutes showed most abundance
populations in OSCC library as compared to control library. The other phyla represented in
both the libraries were Actinobacteria (14%); Proteobacteria (10%); Fusobacteria (5%);
SR1 (0.6%); Spirochaetes (0.2%); and uncultured TM7 (0.2%). More than 810 16S rRNA
gene sequences that passed a chimera-checking algorithm could not be assigned to known
phyla, based on BLAST searches against the RDP taxonomy annotations. Further, out of
2633 unique sequences (no duplicated) used, to determine the species level identification at
80% or higher sequence similarity, a total of 52 different genera (Fig 2b) containing
approximately 860 (33%) known species and 1773 (67%) sequences belonging to various
uncultured or unclassified group were observed. The most prevalent genera in the OSCC
library were Streptococcus, Gemella, Rothia, Peptostreptococcus, Lactobacillus,
Porphyromonas and Lactobacillus. In the control group, genera Prevotella, Neisseria,
Leptotrichia, Capnocytophaga, Actinobacillus, Oribacterium, SR1 and TM7 were
predominantly observed. This shift may be due to the alterations in oral microenvironment
disturbing the normal microbiota conducive for opportunistic pathogens to repopulate. The
information content ofV4-V5 sequences is assumed to be sufficient to identify phylogenetic
affinity with full-length sequences in a reference database. Rarefaction analysis was based
on best matches for each tag to sequences in the V4-V5 database and their frequency of
recovery. These rarefaction curves described unparalleled levels of bacterial complexity for
all saliva samples; the curve clearly showed no plateau and gave an indication of the
extensive species richness.

As an alternative to defining OTUs by their best matches against theV4-V5 database,
sequence tags were clustered into groups of defined sequence variation ranging from unique
sequences (no variation) to10% differences using DOTUR. These clusters served as OTUs
for generating rarefaction curves and for making calculations with the ACE andChao1
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estimator of species diversity. This approach is frequently used in microbial diversity
research especially when there is enough representation of all of the species (Sogin, et al.,
2006). As a result, these coverage-based nonparametric estimates of microbial richness
probably represent the true bacterial diversity. The data in Table 2 show that the estimates
species diversity of bacteria obtained with ACE and Chao1 were significantly greater than
published analyses of other microbial profiles from the oral cavity (Paster, et al., 1994,
Paster, et al., 2001, Paster, et al., 2002).

The alteration of the oral microflora in OSCC is of particular interest because of its potential
application as a diagnostic tool to predict oral cancer (Mager, et al., 2005, Mager, 2006).
Unfortunately, most of such studies to date have included only cultured oral bacterial
species (Nagy, et al., 1998, Mager, et al., 2005, Hooper, et al., 2006), using classical cloning
and sequencing approaches. To understand the role of bacteria in the development of oral
cancer, the first step is to identify both cultured and uncultured organisms in the saliva as
these organisms have the potential to cause inflammation that may support OSCC
progression. After removing the duplicate sequences we identified over 860 bacterial
phylotypes, and each subject harbored more than 162 known bacterial species. The number
of species shared by OSCC samples S19/S21/S24, S19/S21, S19/S24 and S21/S24 were 15,
40, 26 and 22; whereas that uniquely observed in S19, S21 and S24 were 81, 160 and 118,
respectively (Fig 3). In total, 462 bacterial species were present in the three samples which
constituted the OSCC group. The control samples S11 and S17 comprised of 616 total
species with 201 and 268 species exclusive to each samples and 147 common species. The
combined group, OSCC and control, showed 860 species with 218 shared species, and 244
and 398 species unique to respective group. Comparison within OSCC samples
demonstrated fifteen unique bacterial phylotypes were present in all three OSCC subjects
(Table 3). There are evidence that these unique phylotypes and uncultured/unidentified
forms may lead to continued inflammation and other pathological conditions (Table 3).
Further bacterial products, such as the cell wall product of gram-negative bacteria
(lipopolysaccharide, LPS), have a significant role in a variety of pathologic conditions due
to bacterial association with vast mucosal and skin surfaces, and LPS stimulates many cell
types (Kurago, et al., 2008).

In recent study viable bacteria have been isolated from both superficial and deep portions of
OSCC (Hooper, et al., 2006, Hooper, et al., 2007), revealing that the tumor
microenvironment is well suited for bacterial survival. Hooper et al. (Hooper, et al., 2006,
Hooper, et al., 2007) using PCR and sequencing partial sequencing of the 16S rRNA gene
fragments identified a total of 70 distinct taxa; 52different phylotypes isolated from the
tumorous tissues, and37 taxa from within the non-tumorous specimens. Differences between
the composition of the microbiotas within the tumorous and non-tumorous mucosae were
apparent in saccharolytic and aciduric species. Several unusual bacteria, such as Clavibacter
michiganensis, Plantibacter flavus, Tepidimonasaquatica and Thermus scotoductus, were
present in deep tumors. These rare species were previously been isolated from non-clinical
sources (Hooper, et al., 2006, Hooper, et al., 2007), whereas in our study using saliva from
OSCC subjects, we identified different bacterial phylotypes (Table 3). These differences are
due to the fact that we used saliva samples and Hooper et al. (Hooper, et al., 2006, Hooper,
et al., 2007) used tumor samples. In our study, we preferred saliva samples as to develop
further as a salivary diagnostic tool for OSCC. Similarly, in other study using saliva samples
high levels of colonization of OSCC by facultative oral streptococci (Sasaki, et al., 1998,
Sakamoto, et al., 1999, Tateda, et al., 2000, Shiga, et al., 2001) and species of anaerobic
bacteria, such as Prevotella, Veillonella, Porphyromonas, Streptococcus anginosus, and
Capnocytophaga, have been demonstrated relative to uninvolved mucosa (Sakamoto, et al.,
1999, Tateda, et al., 2000, Crean, et al., 2002, Sasaki, et al., 2005). Our results indicated that
the bacterial diversity in oral samples is more than an order of magnitude higher than

Pushalkar et al. Page 6

FEMS Immunol Med Microbiol. Author manuscript; available in PMC 2012 April 1.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



obtained previously (Socransky, et al., 1998, Paster, et al., 2001, Paster, et al., 2002,
Hooper, et al., 2006, Hooper, et al., 2007). Of these 2633 OTUs from 5 subjects, more than
67% can either not be grown in the laboratory or were unknowns. These uncultured and
sometimes dormant bacteria occupy different ecological microniches, and they are involved
in latent infections (Mackowiak, 1978a, Mackowiak, 1978b, Domingue & Woody, 1997,
Nystrom, 2003, Anderson, et al., 2004). Further, these cultured and uncultured organisms
colonize the tumor and have the potential to cause chronic inflammation that may support
OSCC progression. Although the role of bacteria in the development of OSCC has not been
determined, chronic inflammation has been observed in the oral cavity at various stages of
cancer (Shafer, et al., 1983, Coussens & Werb, 2002, Peek, et al., 2005, Kurago, et al.,
2008). This inflammation could also result from persistent colonization of mucosal or
epithelial cells by bacteria as reported for other cancers (Lee, et al., 2003, Wogan, et al.,
2004, Peek, et al., 2005, Chen, et al., 2006). Moreover, there is frequent loss of surface
integrity in OSCC, with gram-positive and gram-negative oral and enteric bacteria found in
75% of cervical lymph nodes containing metastatic OSCC (Kurago, et al., 2008). We
recognize the fact that our data is based on limited samples size however using DGGE in
combination with high throughput sequencing allowed us to determine the total bacterial
diversity by minimizing the effect of individual variation of OSCC subjects and matched
controls.

It is estimated that in 2008 approximately 35,000 new cases of and 7,600 deaths attributable
to cancer of the oral cavity and pharynx in the United States (Jemal, et al., 2008) and early
detection of OSCC is critical for patient survival. In addition, early detection of OSCC
requires less radical treatment of patients and results in a higher quality of life (Morse &
Kerr, 2006). The results of our study on saliva microbiome are of particular interest as it
reflects the repopulation or shift in microbial communities. These changes may have
potential application as a diagnostic tool to predict oral cancer before its develops into
malignant tumor (Mager, et al., 2005, Mager, 2006). However, longitudinal studies are
required on bacterial diversity in saliva and tissue samples using cohorts from different
stages of OSCC progression. This may provide the critical foundation for the identification
of bacterial indicators of carcinogenesis in OSCC and, in turn, suggest strategies for more
effective diagnosis and treatment.
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Figure 1.
Cluster analysis. The difference in microbial diversity was clearly distinguished by cluster
analysis with Ward’s algorithm based on the Dice coefficient. A distinct cluster from the
OSCC group was observed, and 3 OSCC profiles were grouped into one dendrogram
branch. The DGGE profiles of the control subjects were differentiated from those of the
OSCC subjects in a separate cluster. The difference in the mean similarity values (52.3% ±
2.6%; P = 0.003 by ANOVA) between the two groups was statistically significant.
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Figure 2.
Figure 2a. Percentage of phlya represented in the saliva samples of OSCC and control.
Figure 2b. Percentage of genera represented in the saliva samples of OSCC and control.
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Figure 3.
Venn diagram of the number of species common/unique within: a) OSCC group; b) Control
group. c) Combined, OSCC and control. The interior of each circle symbolically represents
the number of observed bacterial species in the certain sample/group. The overlapping area
or intersection would represent the set of bacteria commonly present in the counterpart
samples/groups. Likewise, the single-layer zone represents the number of bacteria uniquely
found in the certain sample/group.
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Table 1

Data summary and OTUsa

Sample Total reads Trimmed tags Unique tags OTUs (unique)

S11 11,644 11,351 3,613 596

S17 7,977 7,799 2,338 562

S19 11,481 11,141 5,837 443

S21 15,170 14,831 7,351 587

S24 12,293 11,996 5,743 445

a
Operational taxonomic units
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Table 3

Selected bacterial phylotypes identified in either of OSCC subjects and their putative virulence properties.

Bacterial Phylotypes Characteristics Reference/s

Actinomyces georgiae oral biofilm (Henssge, et al., 2009)

Actinomyces naeslundii oral biofilm (Henssge, et al., 2009)

Bifidobacterium breve intestinal inflammation (Heuvelin, et al., 2009)

Capnocytophaga spp periodontal diseases, septicaemia (Jolivet-Gougeon, et al., 2007)

Clostridium butyricum intestinal toxemia botulism (Fenicia, et al., 2002)

Prevotella melaninogenica oral cancer (Mager, et al., 2005)

Tissierella praeacuta (Papaparaskevas, 2005)

Fusobacterium necrophorum septicemia, tonsillitis (Riordan, 2007)

Gemella haemolysans Meningitis, renal failure (Eisenhut, et al., 2004, Anil, et al., 2007)

Parvimonas apical abscesses (Siqueira & Rocas, 2009)

Peptostreptococcus micros chronic inflammatory (Tanabe, et al., 2007)

Porphyromonas gingivalis periodontitis, rheumatoid arthritis, OSCC (Mager, et al., 2005, Rosenstein, et al., 2009)

Prevotella intermedia/nigrescens extraoral and some odontogenic Infections (Mättö, 1997)

Rothia mucilaginosa bacteremia (Vaccher, et al., 2007)

Staphylococcus saccharolyticus infective endocarditis (Westblom, et al., 1990)

FEMS Immunol Med Microbiol. Author manuscript; available in PMC 2012 April 1.


