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Abstract
Background: Changes in the oral microbial flora are commonplace during orthodontic therapy, although some evidence suggests these 

alterations may extend for some time after. Although many studies have screened for changes in cariogenic pathogen levels, more evidence 
is accumulating to demonstrate significant changes among periodontal pathogens within these patients. Although several studies at this 
predominantly low-income, dental school-based Orthodontic clinic have screened for cariogenic pathogens-none to date have provided multi-
organism screening for periodontal pathogens. 

Objective: This goal of this study was to complete a retrospective, cross-sectional study of saliva samples to screen for Fusobacterium 
nucleatum, Treponema denticola, and Porphyromonas gingivalis among orthodontic and non-orthodontic patients (n=125). 

Methods: Using previously collected saliva samples, DNA was isolated and screened using PCR using primers specific for each pathogen of 
interest. Differences in prevalence between groups (Orthodontic, non-Orthodontic) were measured using Chi-square analysis. 

Results: This analysis revealed the presence of these pathogens in nearly half of orthodontic patient samples and more than half of non-
Orthodontic samples. These data also demonstrated females exhibited greater prevalence than males, while the overall prevalence among non-
orthodontic samples was greater. This may be associated with higher average age, larger body mass index (BMI) and greater periodontal pocked 
depth (PPD) and decayed-missing-filled teeth (DMFT) scores. 

Conclusion: These findings suggest the strong need to plan and implement a prospective study to determine the baseline prevalence of 
these pathogens among this patient population as they begin orthodontic therapy and how these levels change over time. This may provide more 
relevant clinical information for oral health scientists and local epidemiologists to determine the most vulnerable populations, as well as the best 
methods and timing for interventions to prevent poor oral health outcomes and long-term consequences associated with periodontal disease.
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Introduction
Although many studies of oral microbial changes during Orthodontic 

therapy have necessarily focused on cariogenic pathogens [1,2], fewer 
studies have closely examined the changes to other oral flora, including 
periodontal pathogens [3,4]. Studies have demonstrated that orthodontic 
treatment alters the oral microbiome and can both directly and indirectly 
alter the oral microbial composition, thereby dramatically increasing 
the potential for both cariogenic and periodontal disease [5-7]. Recent 
evidence has suggested that microbial alterations during orthodontic 
treatment may outlast the duration of therapy and influence long-term 
oral health outcomes [8-10]. 

Many studies have demonstrated normal, baseline ranges for levels 
of potential periodontal pathogens in the oral biofilm and subgingival 
crevices, which may trigger disease if homeostasis is disrupted [11,12]. 
These pathogens, include Fusobacterium nucleatum (FN), Treponema 
denticola (TD), and Porphyromonas gingivalis (PG)-the major etiologic 
agent implicated in chronic and persistent periodontitis [12,13]. Although 
modern materials and Orthodontic techniques have improved oral health 
outcomes in recent years, all current treatments are associated with 
increased levels of periodontal pathogen levels to some degree in many 
patients [14,15]. 

New diagnostic methods involving salivary biomarkers have 
improved the ability to monitor oral and periodontal diseases in 
recent years [16,17]. These advances facilitate studies investigating 
salivary screening for oral microbial changes during Orthodontic 
treatment [18,19]. In fact, studies from this school have utilized 
salivary biomarkers to screen for cariogenic pathogen changes among 
Orthodontic clinic patients-although no large-scale screening for 
periodontal pathogen levels has yet been attempted within this patient 
population [20-22]. 

Our studies have informed us that oral health status among orthodontic 
patients, particularly at this dental school-based clinic, may be of particular 
concern due to the large number of low-income and Minority patients who 
may face greater barriers and challenges to receive high quality healthcare 
[23,24]. The higher prevalence of these cariogenic pathogens, combined 
with increased barriers and lowered access to care, may explain some 
of these observations -although the full spectrum of changes within 
the oral microbial flora remains incomplete. These data serve as the 
basis for the current study objective, which is to screen orthodontic 
and non-orthodontic patients from this dental school patient clinic 
and determine the relative prevalence of specific periodontal pathogens, 
such as FN, TD and PG.
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Software (Eastman Kodak: Rochester, New York, USA) following gel 
electrophoresis using Reliant agarose gels (Lonza: Rockland, Maine, USA) 
and UV illumination using ethidium-bromide.

DNA standard: GAPDH
A DNA standard was creating using an existing human cell line, HGF-1 

to determine the minimum cell number needed for relative endpoint or 
RE-PCR comparison. This DNA allowed for the determination of the PCR 
conditions, also known as the minimum cycle threshold or CT that is the 
minimum number of PCR cycles needed to visualize a known quantity of 
DNA amplified by PCR and the maximum cycle saturation point or CS, 
as described in previous work [20-22]. Using this standard and method, 
CT was determined to be twenty cycles (C20) with saturation observed at 
thirty five cycles (C35).

DNA standard: PG
Porphyromonas gingivalis or PG was purchased from ATCC (FDC-381; 

Manassas, VA), as previous described [20,21]. Using over night growth 
suspensions, absorbance readings at 650 nm with an optical density 
(OD) reading of 0. 8 were found to approximate 107 CFU/mL. Dilutions 
of this suspension were made to yield cell number of 5.0 × 106, 105, 104 
and 103 CFU/mL, which represent salivary microbial concentrations 
that correspond to disease risk ranging from 106 CFU/mL representing 
very high riskto103 CFU/mL which represents normal or average risk. 
Threshold or CT for PG was found to require twenty five cycles (C25) and 
saturation was found to be forty five cycles (C45). Combining the data 
from the GAPD and PG experiments, CT was C20 and C25, respectively, 
while CS was C35 and C45, respectively [20,25,26]. Based upon this 
information, RE-PCR was performing using an intermediate cycle 
within those ranges at C30, which was in between the detection (CT) and 
saturation (CS) limits for both organisms.

Statistical analysis 
The sample size was initially determined using the lower estimated 

DNA recovery rate from the DNA extraction kit (90%) to provide a 
minimum expected difference of 0. 10. To obtain statistical power of p=0. 
80 and significance level, α=0. 05-a minimum sample size (n=50) was 
necessary [27]. Chi square analysis was used to determine any differences 
in categorical data regarding patient demographics (Sex, Race/Ethnicity), 
as well as any differences in TD, PG or FN between groups (based on Sex, 
Race/Ethnicity).

Results
Saliva samples were grouped based upon the clinic from which the 

patients were originally recruited, which included the orthodontic clinic 
and (non-orthodontic) Main Patient clinics (Table 1). The orthodontic 
sample reflected an overall distribution similar to the overall distribution 
within this clinic population. For example, the samples derived from 
patients in the Orthodontic clinic (n=54) contained more females 
(59.3%) than males (40.7%), which was roughly similar to their overall 
distribution within the overall Orthodontic clinic (p=0.1941). Moreover, 
the percentage of samples from minority patients (66.7%) reflected 
approximately the same percentages within the orthodontic clinic overall 
(64.9%) and was not statistically significant (p=0.2330). In addition, 
the vast majority of these minority patients self-identified as Hispanic 
(n=28/36=77.8%). 

The samples collected from the non-orthodontic or Main patient 
clinic were nearly equally distributed among females (50.7%) and males 
(49.3%), which was similar to their percentages within the overall main 
clinic population (49.4%, 50.6%, p=0.4109). The majority of patients 
identified themselves as racial or ethnic minorities (60.6%), which was 
also similar to the overall clinic patient composition (59.2%, p=0.3677). 

Materials and Methods
Human subjects  
   The protocol submission “Retrospective investigation of oral microbes 
from the UNLV-SDM patient population” (OPRS#762911-1) was 
approved by the UNLV Biomedical IRB on August 3, 2015. Saliva samples 
were originally collected and appropriately archived from a convenience 
sample of eligible patients. Exclusion criteria included patients that chose 
not to participate, patients aged seven or younger, and adult patients with 
oral cancer. The approval for the original study “The prevalence of oral 
microbes in saliva from the UNLV School of Dental medicine pediatric 
and adult clinical population” was granted in May 2013 by the Office 
of Research Integrity and Protection of Research (Human) Subjects 
(OPRS#1305-4466M). This project will retrospectively examine a number 
of these samples (n=125).

Saliva collection protocol  
   Although this is a retrospective study, the original protocol involved 
in-clinic saliva collection. As samples were collected, each was assigned a 
unique, non-duplicated number generated at random to preserve patient 
confidentiality and prevent research bias.

Patient demographics 

In addition to the saliva collection, some demographic data was also 
obtained from each patient. This included the sex, age and self-reported 
race or ethnicity, as well as some biometric data, including body mass 
index (BMI) parameters such as height and weight, as well as some clinic 
observations for decayed, missing, or filled teeth (DMFT), and depth of 
periodontal pockets (PPD). 

Cell counting and DNA isolation  
   Following the saliva collection, each sample was kept cool (using ice) 
until processed. All samples were processed using a standard aliquot (500 
µL) and the Genomic Prep DNA isolation kit from Amersham Biosciences 
(Buckinghamshire, UK) as previously described [20-22]. The quality and 
quantity of DNA was determined using absorbance readings of 260/280 nm.

PCR: Polymerase chain reaction 
To screen for the pathogen of interest (FN, TD or PG), a standard 

amount of isolated DNA was utilized using the exACTGene complete 
PCR kit from Fisher Scientific (Fair Lawn, NJ, USA) and primers for TD, 
FN, PG and the human enzyme (control) glyceraldehyde-3-phosphate 
dehydrogenase (GAPDH), which were made by SeqWright (Houston, 
Texas, USA)

TD primer (forward); 5’-TAATACCGAATGTGCTCATTTACAT-3’

TD primer (reverse); 5’-CTGCCATATCTCTTGTCATTGCTCTT-3’

FN primer (forward); 5’-CGCAGAAGGTGAAAGTCCTGTAT-3’

FN primer (reverse); 5’-TGGTCCTCACTGATTCACACAGA-3’

PG primer (forward); 5’-TACCCATCGTCGCCTTGGT-3’

PG primer (reverse); 5’-CGGACTAAAACCGCATACACTTG-3’

GAPDH primer (forward); 5’-ATCTTCCAGGAGCGAGATCC -3’

GAPDH primer (reverse); 5’-ACCACTGACACGTTGGCAGT-3’

Each PCR reaction had an identical setup, using a standardized amount 
of DNA (1 µg). The basic parameters were denaturation at 94°C for three 
minutes, then 30 amplification cycles that consisted of denaturation at 
94°C for 20 seconds , annealing at varying temperatures (based upon 
the primer sequence) for 60 seconds, extension at 72°C for 30 seconds 
with a final extension at 72°C for five minutes. Results were visualized 
using a Kodak Gel Logic 100 Imaging System and 1D Image Analysis 

http://dx.doi.org/10.16966/2378-7090.210
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 Orthodontic 
sample (n=54)

Orthodontic 
clinic Statistics

Sex
Male 40.7% (n=22) 38.70% χ2=1.686, d.f.=1
Female 59.3% (n=32) 61.30% p=0.1941
Race or 
Ethnicity
Caucasian 33.3% (n=18) 35.10% χ2=1.422, d.f.=1
Non-Caucasian 66.7% (n=36) 64.90% p=0.2330
Hispanic/Latino 51.9% (n=28) 53.90%
Black/Afr. Am. 11.1% (n=6) 9.80%
Asian/Other 3.7% (n=2) 1.30%

Non-Orthodontic 
sample(n=71) Main clinic Statistics

Sex
Male 49.3% (n=36) 50.60% χ2=0.676, d.f.=1
Female 50.7% (n=35) 49.40% p=0.4109
Race/Ethnicity
Caucasian 39.4% (n=28) 40.80% χ2=0.811, d.f.=1
Non-Caucasian 60.6% (n=43) 59.20% p=0.3677
Hispanic/Latino 47.9% (n=34) 39.30%
Black/Afr. Am. 8.5% (n=6) 13.10%
Asian/Other 4.2% (n=3) 6.80%

Combined 
samples (n=125)

Sex
Male 46.4% (n=58)
Female 53.6% (n=67)
Race/Ethnicity
Caucasian 36.8% (n=46)
Non-Caucasian 63.2% (n=79)
Hispanic/Latino 49.6% (n=62)
Black/Afr. Am. 9.6% (n=12)
Asian/Other 4.0% (n=5)

Table 1: Patient sample and clinic characteristics

As with the Orthodontic clinic samples, the overwhelming majority of 
these minority patients were Hispanic (n=34/43 or 79.1%). 

These corresponding patient samples were then subjected to the DNA 
isolation procedure prior to screening and analysis (Table 2). These 
data revealed a recovery rate of 98.4% (n=123/125), comparable to 
previous studies [20,21,28,29]. DNA concentrations averaged 474.5 
ng/uL, which ranged from 578.5 ng/uL in the orthodontic samples 
to 393.2 ng/uL in non-orthodontic patient samples. Purity of DNA 
ranged between 1.61 and 2.0, allowing for the screening by PCR which 
demonstrated the presence of both human (GAPDH) and bacterial 
(16S rRNA) DNA. 

As described in the Materials and Methods section, DNA standards 
were generated to find the threshold and saturation PCR cycles (CT, CS) 
generally used to compare relative starting DNA concentrations in relative 
endpoint PCR (Figure 1A). Using these standards and methods, CT for 
GAPDH was observed at C20 and for PG at C25, with the corresponding 
CS at C35 and C45, respectively, RE-PCR was subsequently completed at 
C30, which was higher than the lower detection limit (CT), but still below 
the limits of saturation (C35-C45) for both. 

Dilutions of standardized cell numbers 106, 105, 104 and 103cells/
mL (human) or CFU/mL (bacteria) were processed accordingly. These 
numbers approximate research demonstrating salivary microbial 
concentrations and disease risk associations [20,25,26]:

DNA recovery Unsuccessful Analysis/Recovery

Orthodontic 
samples n=54 n=0 100% (n=54/54)

ave.= 578.5 ng/uL
A260/A280: 1.61-2.0

n=54; GAPDH
n=54; 16S rRNA

Non-orthodontic 
samples n=69 n=2 97.2% (n=69/71)

ave.= 393.2 ng/uL
A260/A280: 1.62-2.0

n=69; GAPDH
n=69; 16S rRNA

Table 2: Recovery and isolation of DNA

106 CFU/mL indicates very high risk;

105 CFU/mL indicates high risk; 

104 CFU/mL indicates moderate risk;

<103 CFU/mL indicates normal or average risk

These serial dilutions were prepared to establish PCR standard curves 
for both GAPDH and PG (Figure 1B). These data indicate that signal band 
intensity (SBI) at cycle 30 (C30) is nearly perfectly correlated with the 
starting cell number for both PG (R2=0.9945) and GAPDH (R2=0.9797). 

Following DNA isolation, all samples were screened for the presence 
of F. nucleatum (FN), T. denticola (TD) and P. gingivalis (PG) at levels at 
or above pre-determined disease-risk levels (>103CFU/mL) as described 
by previous saliva-based PCR screening studies (Figure 2) [20-22]. These 
data revealed that FN, TD and PG were present at or above these pre-
determined levels in 52%, 41.6% and 48% of all samples, respectively. More 
specifically the prevalence of FN, TD and PG within the Orthodontic 
samples (46.3%, 38.9%, 44.4%) was significantly lower than the control, 
non-Orthodontic samples (56.3%, 43.7%, 50.7%)

To determine if the differences in prevalence of FN, TD and PG 
between the Orthodontic and non-Orthodontic clinic samples were due 
to other factors, more detailed analyses were performed to evaluate any 
possible influence by Sex/Gender (Figure 3). Although a general pattern of 
significantly lower periodontal pathogen prevalence was found among all 
the Orthodontic samples, only FN prevalence among Male Orthodontic 
patients, specifically, was significantly higher than expected (p<0.01). 
Moreover, although a higher prevalence of periodontal pathogens was 
observed in the non-orthodontic (control) samples-a gender / sex specific 
pattern was also evident with females exhibiting significantly higher levels 
of all periodontal pathogens than males, but proportionally much higher 
levels of FN and PG (p<0.01). However, no significant differences were 
observed between Racial or Ethnic categories. 

The additional demographic and health data from each patient sample 
was also analyzed and reviewed (Table 3). This information included 
patient age, body mass index or BMI, periodontal pocket depth (PPD) 
and decayed, missing, and filled teeth (DMFT) score, which were grouped 
by clinic (Orthodontic or Main clinic) and then sorted by gender and 
ethnicity. This analysis revealed that the average age of patients from 
the orthodontic sample (24.4 years) was significantly lower than those 
from the Non-orthodontic sample (28.3 years). Although no striking 
differences were found among the ages of males and females or minorities 
and non-minorities from the Orthodontic sample, there were much larger 
differences from the non-Orthodontic sample. In addition, average BMI 
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Figure 1: DNA standards and quantitative analysis
PCR Cycle Threshold (CT) or detection limit and Cycle Saturation 
(CS) were determined for human (GAPDH) and bacterial (PG) cells, 
revealing the optimal screening cycle between C25 and C35. PCR signal 
band intensity (SBI) was strongly correlated with starting cell number 
(R2>0.97) at C30, which will allow for an approximation of starting cell 
number from the saliva samples screened.PG (P. gingivalis); GAPDH 
(glyceraldehyde-3-phosphate dehydrogenase)
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Ortho FN+: 46.3%  Control FN+:  56.3%
Ortho represented 38.5% of all FN+
Ortho samples represent 43.2% of total (n=125)
Ortho samples represent 38.5% of all FN+ samples
FN:  52% of all samples (n=125) were FN+
χ2 = 9.330, d.f. =1, p=0.0027 lower than expected

Ortho TD+: 38.9%  Control TD+: 43.7%
Ortho samples represent 43.2% of total (n=125)
Ortho samples represent 40.4% of all TD+ samples
TF: 41.6% of all samples (n=125) were TD+
χ2 = 3.195, d.f. =1, p=0.0739 not significant

Ortho PG+: 44.4%  Control PG: 50.7%
Ortho samples represent 43.2% of total (n=125)
Ortho samples represent 40% of all PG+ samples
PG+: 48% of all samples were PG+
χ2 = 4.173, d.f. =1, p=0.0411 lower than expected

FN TD PG

Figure 2: PCR screening of DNA isolated from saliva
Using previously established DNA standards to determine the PCR 
cycle threshold detection standards for >104 CFU/mL, nearly half of all 
samples were found to harbor FN, PG and TD. More detailed analysis 
revealed the Orthodontic samples had significantly lower prevalence 
of FN (p<0.01) and PG (p<0.05), as well as lower prevalence of TD 
(p=0.07) than non-Orthodontic samples. FN (F. nucleatum), TD (T. 
denticola); PG (P.gingivalis); χ2(Chi squared), d.f. (degrees of freedom)
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Statistical analysis

Orthodontic sample

Female: 59.3%
FN, TD, PG lower

Male: 40.7%
FN higher
TD, PG lower

χ2 = 34.596
d.f. =3
p<0.01
Different than expected

Non-Orthodontic sample

Female: 49.3%
FN, TD, PG higher

Male: 50.7%
FN, TD, PG same or lower 

χ2 = 97.617
d.f. =3
p<0.01
Different than expected

Figure 3: Analysis of PCR screening by sex
Sorting of orthodontic samples into Females and Males revealed 
an overall pattern of lower pathogen prevalence except among a 
significantly higher proportion of Male orthodontic patients (p<0.01). 
The analysis of non-orthodontic (control) samples also revealed a 
sex-specific pattern with significantly higher proportions of Females 
exhibiting pathogen prevalence than Males (p<0.01).FN (F. nucleatum), 
TD (T. denticola); PG (P.gingivalis); χ2 (Chi squared), d.f. (degrees of 
freedom)

was also significantly higher within the non-orthodontic sample (29.3) 
than the Orthodontic sample (25.7) with only minor differences observed 
between genders or by race and ethnicity. 

Interestingly, PPD was much greater within the non-Orthodontic 
samples (4.11) compared with the Orthodontic samples (3.12), which 
varied widely. More specifically, males within the Orthodontic sample had 
much greater PPD (4.67) than females (2.66) while Minorities exhibited 
greater PPD (3.67) than Whites (2.21). These differences were not 
observed within the non-Orthodontic sample. As expected, DMFT score 
varied significantly with lower scores among the Orthodontic sample 
(10.75) compared with the non-Orthodontic samples (23.56) and with 
higher DMFT scores among Minorities from either clinic. 

Finally, an analysis was performed to compare the PCR screening 
results of this study with the health parameters concurrently collected 
(Table 4). As most of the health parameters were significantly different 
between the orthodontic and non-orthodontic samples, this analysis may 
reveal relationships between these additional variables and the results 
of the PCR screening. For example, although there were significant 
differences between the orthodontic and non-orthodontic samples with 
respect to FN and PG prevalence, these differences did not appear to 
be significantly related to the overall age or the average BMI from these 

Orthodontic 
(n=54)

Non-Orthodontic 
(n=69) Statistics

Age 24.39 ± 4.71 28.34 ± 3.79 p<0.001*
Males 23.64 ± 5.02 30.44 ± 2.65 Two-tailed t-test
Females 25.77 ± 3.66 26.71 ± 3.44 t=5.1545

Non-Minority 24.61 ± 3.53 31.2 ± 5.66 SE=0.766

Minority 26.2 ± 3.11 24.47 ± 7.11
BMI 25.67 ± 6.36 29.31 ± 6.22 p=0.0018*

Males 28.17 ± 2.83 29.01 ± 5.99 Two-tailed t-test

Females 24.01 ± 4.78 29.85 ± 6.35 t=3.1893

Non-Minority 26.34 ± 6.72 31.32 ± 5.94 SE=1.141

Minority 24.34 ± 6.05 27.66 ± 7.28

PPD 3.12 ± 0.78 4.11 ± 2.86 p=0.0149*

Males 4.67 ± 0.52 4.34 ± 1.93 Two-tailed t-test

Females 2.66 ± 0.88 3.12 ± 2.63 t=2.4708

Non-Minority 2.21 ± 1.84 3.45 ± 1.66 SE=0.401

Minority 3.76 ± 1.15 3.62 ± 1.94

DMFT 10.75 ± 1.21 23.56 ± 7.56 p<0.001*

Males 11.4 ± 1.23 24.65 ± 6.25 Two-tailed t-test

Females 10.1 ± 1.63 22.29 ± 7.65 t=12.318

Non-Minority 9.40 ± 1.08 20.78 ± 5.71 SE=1.040

Minority 12.1 ± 0.99 25.26 ± 8.69

Table 3: Analysis of study sample demographic and health parameters
*denotes statistical significance (p<0.05); BMI (Body Mass Index); PPD 
(Periodontal Pocked Depth); DMFT (Decayed-Missing-Filled Teeth); t 
(critical value of t-statistic for two-tailed test); SE (Standard Error)
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two groups. However, there were some significant associations between 
the clinical oral health parameters measured and periodontal pathogen 
detection, such as the association between PPD and TD prevalence, as 
well as the overall DMFT averages and FN, TD and PG prevalence.

Discussion
The objective of this study was to determine the oral microbial 

burden of specific periodontal pathogens among orthodontic patients 
for comparison with non-orthodontic controls. As recent evidence has 
suggested, many studies of changes to the oral microbial flora among 
Orthodontic patients have focused largely on cariogenic pathogens, while 
fewer studies have examined the potential changes associated with specific 
periodontal pathogens, such as T. denticola, F. nucleatum and P. gingivalis 
-particularly among adult patients. Although this study utilized previously 
collected saliva samples and not the more specific, and clinically relevant 
gingival crevicular fluid (GCF), these methods are consistent with previous 
retrospective studies from this patient population [20-22] and other 
recently published works that utilize existing saliva repositories [7,16,18]. 
The outcomes of this study clearly demonstrated observable differences 
found between samples from Orthodontic and non-Orthodontic patients. 

Unlike previous studies of this orthodontic patient clinic, which 
demonstrated much higher prevalence of oral cariogenic pathogens 
[20,22], the results of this study found significantly lower levels of 
periodontal pathogens within this patient sample compared with the 
main patient clinic. One potential explanation for these observations 
could be the disproportionately high percentage of very low income, 
first-time dental visits among the main clinic population, which may be 
considerably different from Orthodontic patients that have been through 
several screening, hygiene, and follow-up appointments [20,22-24]. In 
addition, the current study sample size (n=125) is larger than any of the 
previous studies evaluated (ranging from n=52 to n=75) which may also 
have influenced these findings. Interestingly, the most recent study from 
this school found mostly cariogenic and one periodontal pathogen (PG) 
in nearly half of the Orthodontic samples, which roughly compares with 
the results of the current study [22]. The non-orthodontic samples from 
that previously study, however demonstrated only about 25% harbored 
PG at or above disease risk levels, which is far lower than the findings of 
this current study-suggesting that more research will be needed to further 
elucidate the disparate nature of these results. 

This study has several limitations that must also be considered when 
evaluating the results and conclusions. The retrospective study design 

may have significantly affected the results through selection bias of 
the recruitment team or other confounding factors, such as patient 
participation or self-selection bias [20-22]. In addition, collection of 
these samples at only one patient visit and time point suggests that 
no temporal conclusions can be made regarding the observations in 
periodontal pathogen prevalence from this type of cross sectional 
study. Because only limited information regarding each patient sample 
was available, no attempt was made to standardize the amount of time 
a patient was in treatment within the Orthodontic treatment, which 
may further limit the overall conclusions that can be drawn from 
these results. 

Because of the significant differences observed between these groups, 
future studies of this population should be prospective in nature to 
gather clinical samples from each individual patient before treatment has 
begun and corresponding samples taken at various time points following 
Orthodontic bracket placement. This may help to disentangle some of 
these possible confounding variables [30]. This type of prospective, multi-
time point analysis would also allow for the incorporation of orthodontic 
treatment duration as another potential variable of interest for analysis 
[31]. Additional data of interest, including assessment of clinical hygiene 
and surveys of oral hygiene and dietary patterns could also be concurrently 
collected to more accurately determine the nature of differences within 
and between these groups over time [3,32]. Finally, a prospective study 
would allow clinical samples from saliva to be compared with samples 
derived from the gingival crevicular fluid (GCF), as well as samples taken 
directly from various sites from the tooth surface or sites proximal to the 
Orthodontic brackets, which would allow for more robust analysis of 
these observed phenomenon [33,34]. 

Despite these limitations, these findings are among the first to 
describe in detail the prevalence of periodontal pathogens among this 
patient population and the potential association with various health and 
demographic factors. These findings suggest the strong need to plan and 
implement a prospective study to determine the baseline prevalence of PG, 
FN and TD among these patients as they begin Orthodontic therapy and 
how these levels may change over time. This may provide more relevant 
clinical information for oral health scientists and local epidemiologists to 
determine the most vulnerable populations, as well as the best methods 
and timing for interventions to prevent poor oral health outcomes and 
long-term consequences associated with acute periodontal disease.

FN Statistics TD Statistics PG Statistics

Orthodontic Age (yrs) 24.39 46.29% χ2=1.800
d.f.=1 38.89% χ2=0.914

d.f.=1 44.44% χ2=0.259
d.f.=1

Non-Orthodontic Age (yrs) 28.34 56.33% p=0.1797 43.66% p=0.3391 50.71% p=0.6107

Orthodontic BMI
25.67 46.29% χ2=3.546

d.f.=1 38.89% χ2=0.218
d.f.=1 44.44% χ2=0.000

d.f.=1

Non-Orthodontic BMI
29.31 56.33% p=0.0597 43.66% p=0.6403 50.71% p=0.9989

Orthodontic PPD
3.12 46.29% χ2=0.965

d.f.=1 38.89% χ2=4.024
d.f.=1 44.44% χ2=3.266

d.f.=1

Non-Orthodontic PPD
4.11 56.33% p=0.3259 43.66% p=0.0449* 50.71% p=0.0707

Orthodontic DMFT
10.75 46.29% χ2=200.2

d.f.=1 38.89% χ2=246.3
d.f.=1 44.44% χ2=243.1

d.f.=1

Non-Orthodontic DMFT
23.56 56.33% p<0.001* 43.66% p<0.001* 50.71% p<0.001*

Table 4: Analysis of health parameters and screening results
*denotes statistical significance (p<0.05); FN (F. nucleatum), TD (T. denticola); PG (P.gingivalis); yrs (Years); BMI (Body Mass Index); PPD (Periodontal 
Pocked Depth); DMFT (Decayed-Missing-Filled Teeth); χ2(Chi squared), d.f. (degrees of freedom)

http://dx.doi.org/10.16966/2378-7090.210


 
Sci Forschen

O p e n  H U B  f o r  S c i e n t i f i c  R e s e a r c h

Citation: Jolley D, Wonder K, Chang E, Kingsley K (2016) Oral Microbial Prevalence of Periodontal Pathogens among Orthodontic Patients. Int J Dent 
Oral Health 2(6): doi http://dx.doi.org/10.16966/2378-7090.210

Open Access

6

References
1. Sundararaj D, Venkatachalapathy S, Tandon A, Pereira A (2015) 

Critical evaluation of incidence and prevalence of white spot lesions 
during fixed orthodontic appliance treatment: A meta-analysis. J Int 
Soc Prev Community Dent 5: 433-439. 

2. Brown MD, Campbell PM, Schneiderman ED, Buschang PH (2016) A 
practice-based evaluation of the prevalence and predisposing etiology 
of white spot lesions. Angle Orthod 86: 181-186.

3. Baehni PC, Guggenheim B (1996) Potential of diagnostic microbiology 
for treatment and prognosis of dental caries and periodontal diseases. 
Crit Rev Oral Biol Med 7: 259-277.

4. Freitas AO, Marquezan M, Nojima Mda C, Alviano DS, Maia LC (2014) 
The influence of orthodontic fixed appliances on the oral microbiota: a 
systematic review. Dental Press J Orthod 19: 46-55.

5. Sanders NL (1999) Evidence-based care in orthodontics and 
periodontics: a review of the literature. J Am Dent Assoc 130: 521-527.

6. Ireland AJ, Soro V, Sprague SV, Harradine NW, Day C, et al. (2014) 
The effects of different orthodontic appliances upon microbial 
communities. Orthod Craniofac Res 17: 115-123.

7. Maret D, Marchal-Sixou C, Vergnes JN, Hamel O, Georgelin-Gurgel 
M, et al. (2014) Effect of fixed orthodontic appliances on salivary 
microbial parameters at 6 months: a controlled observational study. J 
Appl Oral Sci 22: 38-43.

8. Choi DS, Cha BK, Jost-Brinkmann PG, Lee SY, Chang BS, et al. 
(2009) Microbiologic changes in subgingival plaque after removal of 
fixed orthodontic appliances. Angle Orthod 79: 1149-1155.

9. Kim SH, Choi DS, Jang I, Cha BK, Jost-Brinkmann PG, et al. 
(2012) Microbiologic changes in subgingival plaque before and 
during the early period of orthodontic treatment. Angle Orthod 
82: 254-260.

10. van Gastel J, Quirynen M, Teughels W, Coucke W, Carels C (2011) 
Longitudinal changes in microbiology and clinical periodontal 
parameters after removal of fixed orthodontic appliances. Eur J 
Orthod 33: 15-21.

11. Oliveira RR, Fermiano D, Feres M, Figueiredo LC, Teles FR, et al. 
(2016) Levels of Candidate Periodontal Pathogens in Subgingival 
Biofilm. J Dent Res 95: 711-718.

12. How KY, Song KP, Chan KG (2016) Porphyromonas gingivalis: An 
Overview of Periodontopathic Pathogen below the Gum Line. Front 
Microbiol 7: 53. 

13. Ng HM, Kin LX, Dashper SG, Slakeski N, Butler CA, et al. (2015) 
Bacterial interactions in pathogenic subgingival plaque. Microb 
Pathog 94: 60-69.

14. Consolaro A (2013) In adults: 47.2% have periodontitis! How about in 
orthodontic patients? Dental Press J Orthod 18: 3-5.

15. Levrini L, Mangano A, Montanari P, Margherini S, Caprioglio A, 
et al, (2015) Periodontal health status in patients treated with the 
Invisalign(®) system and fixed orthodontic appliances: A 3 months 
clinical and microbiological evaluation. Eur J Dent 9: 404-410.

16. Javaid MA, Ahmed AS, Durand R, Tran SD (2016) Saliva as a 
diagnostic tool for oral and systemic diseases. J Oral Biol Craniofac 
Res 6: 66-75.

17. de Lima CL, Acevedo AC, Grisi DC, Taba M Jr, Guerra E, et al. (2016) 
Host-derived salivary biomarkers in diagnosing periodontal disease: 
Systematic review and meta-analysis. J Clin Periodontol 43: 492-502.

18. Lara-Carrillo E, Montiel-Bastida NM, Sánchez-Pérez L, Alanís-Tavira 
J (2010) Effect of orthodontic treatment on saliva, plaque and the 
levels of Streptococcus mutans and Lactobacillus. Med Oral Patol 
Oral Cir Bucal 15: e924-929.

19. Guler C, Toy E, Ozturk F, Gunes D, Karabulut AB, et al. (2015) 
Evaluation of salivary total oxidant-antioxidant status and DNA 
damage of children undergoing fixed orthodontic therapy. Angle 
Orthod 85: 239-244.

20. Davis JE, Freel N, Findley A, Tomlin K, Howard KM, et al. (2012) A 
molecular survey of S. mutans and P. gingivalis oral microbial burden 
in human saliva using Relative Endpoint Polymerase Chain Reaction 
(RE-PCR) within the population of a Nevada dental school revealed 
disparities among minorities. BMC Oral Health 12: 34.

21. Catmull J, Row L, Repp MR, Heslington C, Miller T, et al. (2014) 
Newly identified cariogenic pathogen Scardovia wiggsiae detected 
by polymerase chain reaction in saliva of teenagers and adults in 
Southern Nevada. Forum for Dental Student Research and Innovation 
(FDSRI), Spring 22-29.

22. Streiff BJ, Seneviratne M, Kingsley K (2015) Screening and Prevalence 
of the Novel Cariogenic Pathogen Scardovia wiggsiae among Adult 
Orthodontic and Non-Orthodontic Patient Saliva Samples. Int J Dent 
Oral Health 1. 

23. Derisse D, Archer W, Kingsley K (2013) From Theory to Practice: 
Analysis of a Model to Provide Access to Preventive Dental Care 
(PDC) Services for Medicaid, Low-income, and Minority Children at 
a Nevada Dental Scholl-Based Clinic. J Theory Pract Dent Public 
Health 1: 11-15.

24. Jang S, Spader ET, Thacker M, Cochran CR, Bungum TJ, et al. 
(2013) Access to care for pediatric, Medicaid-insured patients in Clark 
County, Nevada. J Theory Pract Dent Public Health 1: 37-43.

25. Kishi M, Abe A, Kishi K, Ohara-Nemoto Y, Kimura S, et al. (2009) 
Relationship of quantitative salivary levels of Streptococcus mutans 
and S. sobrinus in mothers to caries status and colonization of mutans 
streptococci in plque in their 2.5 year old children. Community Dent 
Oral Epidemiol 37: 241-249.

26. Gao XL, Seneviratne CJ, Le EC, Chu CH, Samaranyake LP (2012) 
Novel and conventional assays in determining abundance of 
Streptococcus mutans in saliva. Int J Peadiatr Dent 22: 363-368.

27. Hays WL (1994) Statistics. International Thomson Publishing. 
Inferences about population means 311-342.

28. Flake C, Arafa J, Hall A, Ence E, Howard K, et al. (2012) Screening 
and detection of human papillomavirus (HPV) high-risk strains HPV16 
and HPV18 in saliva samples from subjects under 18 years old in 
Nevada: a pilot study. BMC Oral Health. 12: 43.

29. Turner DO, Williams-Cocks SJ, Bullen R, Catmull J, Falk J, et al. 
(2011) High-risk human papillomavirus (HPV) screening and 
detection in healthy patient saliva samples: a pilot study. BMC Oral 
Health 11: 28.

30. Cildir SK, Germec D, Sandalli N, Ozdemir FI, Arun T, et al. (2009). 
Reduction of salivary mutans streptococci in orthodontic patients 
during daily consumption of yoghurt containing probiotic bacteria. Eur 
J Orthod 31: 407-411.

31. Gizani S, Petsi G, Twetman S, Caroni C, Makou M, et al. (2015) Effect 
of the probiotic bacterium Lactobacillus reuteri on white spot lesion 
development in orthodontic patients. Eur J Orthod.

32. Jung WS, Kim H, Park SY, Cho EJ, Ahn SJ (2014) Quantitative 
analysis of changes in salivary mutans streptococci after orthodontic 
treatment. Am J Orthod Dentofacial Orthop 145: 603-609.

33. Ingman T, Apajalahti S, Mäntylä P, Savolainen P, Sorsa T (2005) 
Matrix metalloproteinase-1 and -8 in gingival crevicular fluid during 
orthodontic tooth movement: a pilot study during 1 month of follow-up 
after fixed appliance activation. Eur J Orthod 27: 202-207.

34. Yamaguchi M (2009) RANK/RANKL/OPG during orthodontic tooth 
movement. Orthod Craniofac Res 12:113-119.

http://dx.doi.org/10.16966/2378-7090.210
http://www.ncbi.nlm.nih.gov/pubmed/26759794
http://www.ncbi.nlm.nih.gov/pubmed/26759794
http://www.ncbi.nlm.nih.gov/pubmed/26759794
http://www.ncbi.nlm.nih.gov/pubmed/26759794
http://www.ncbi.nlm.nih.gov/pubmed/26241805
http://www.ncbi.nlm.nih.gov/pubmed/26241805
http://www.ncbi.nlm.nih.gov/pubmed/26241805
http://www.ncbi.nlm.nih.gov/pubmed/8909881
http://www.ncbi.nlm.nih.gov/pubmed/8909881
http://www.ncbi.nlm.nih.gov/pubmed/8909881
http://www.ncbi.nlm.nih.gov/pubmed/24945514
http://www.ncbi.nlm.nih.gov/pubmed/24945514
http://www.ncbi.nlm.nih.gov/pubmed/24945514
http://www.ncbi.nlm.nih.gov/pubmed/10203902
http://www.ncbi.nlm.nih.gov/pubmed/10203902
http://www.ncbi.nlm.nih.gov/pubmed/24345204
http://www.ncbi.nlm.nih.gov/pubmed/24345204
http://www.ncbi.nlm.nih.gov/pubmed/24345204
http://www.ncbi.nlm.nih.gov/pubmed/24626247
http://www.ncbi.nlm.nih.gov/pubmed/24626247
http://www.ncbi.nlm.nih.gov/pubmed/24626247
http://www.ncbi.nlm.nih.gov/pubmed/24626247
http://www.ncbi.nlm.nih.gov/pubmed/19852608
http://www.ncbi.nlm.nih.gov/pubmed/19852608
http://www.ncbi.nlm.nih.gov/pubmed/19852608
http://www.ncbi.nlm.nih.gov/pubmed/21827233
http://www.ncbi.nlm.nih.gov/pubmed/21827233
http://www.ncbi.nlm.nih.gov/pubmed/21827233
http://www.ncbi.nlm.nih.gov/pubmed/21827233
http://www.ncbi.nlm.nih.gov/pubmed/20671070
http://www.ncbi.nlm.nih.gov/pubmed/20671070
http://www.ncbi.nlm.nih.gov/pubmed/20671070
http://www.ncbi.nlm.nih.gov/pubmed/20671070
http://www.ncbi.nlm.nih.gov/pubmed/26936213
http://www.ncbi.nlm.nih.gov/pubmed/26936213
http://www.ncbi.nlm.nih.gov/pubmed/26936213
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC4746253/
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC4746253/
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC4746253/
http://www.ncbi.nlm.nih.gov/pubmed/26541672
http://www.ncbi.nlm.nih.gov/pubmed/26541672
http://www.ncbi.nlm.nih.gov/pubmed/26541672
http://www.scielo.br/pdf/dpjo/v18n1/03.pdf
http://www.scielo.br/pdf/dpjo/v18n1/03.pdf
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC4569994/
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC4569994/
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC4569994/
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC4569994/
http://www.ncbi.nlm.nih.gov/pubmed/26937373
http://www.ncbi.nlm.nih.gov/pubmed/26937373
http://www.ncbi.nlm.nih.gov/pubmed/26937373
http://www.ncbi.nlm.nih.gov/pubmed/26926312
http://www.ncbi.nlm.nih.gov/pubmed/26926312
http://www.ncbi.nlm.nih.gov/pubmed/26926312
http://www.ncbi.nlm.nih.gov/pubmed/20383105
http://www.ncbi.nlm.nih.gov/pubmed/20383105
http://www.ncbi.nlm.nih.gov/pubmed/20383105
http://www.ncbi.nlm.nih.gov/pubmed/20383105
http://www.ncbi.nlm.nih.gov/pubmed/24949910
http://www.ncbi.nlm.nih.gov/pubmed/24949910
http://www.ncbi.nlm.nih.gov/pubmed/24949910
http://www.ncbi.nlm.nih.gov/pubmed/24949910
http://www.ncbi.nlm.nih.gov/pubmed/22925755
http://www.ncbi.nlm.nih.gov/pubmed/22925755
http://www.ncbi.nlm.nih.gov/pubmed/22925755
http://www.ncbi.nlm.nih.gov/pubmed/22925755
http://www.ncbi.nlm.nih.gov/pubmed/22925755
https://www.sciforschenonline.org/journals/dentistry/IJDOH-1-159.php
https://www.sciforschenonline.org/journals/dentistry/IJDOH-1-159.php
https://www.sciforschenonline.org/journals/dentistry/IJDOH-1-159.php
https://www.sciforschenonline.org/journals/dentistry/IJDOH-1-159.php
http://www.sharmilachatterjee.com/ojs-2.3.8/index.php/JTPDPH/article/view/33
http://www.sharmilachatterjee.com/ojs-2.3.8/index.php/JTPDPH/article/view/33
http://www.sharmilachatterjee.com/ojs-2.3.8/index.php/JTPDPH/article/view/33
http://www.ncbi.nlm.nih.gov/pubmed/19508271
http://www.ncbi.nlm.nih.gov/pubmed/19508271
http://www.ncbi.nlm.nih.gov/pubmed/19508271
http://www.ncbi.nlm.nih.gov/pubmed/19508271
http://www.ncbi.nlm.nih.gov/pubmed/19508271
http://www.ncbi.nlm.nih.gov/pubmed/22211704
http://www.ncbi.nlm.nih.gov/pubmed/22211704
http://www.ncbi.nlm.nih.gov/pubmed/22211704
http://www.ncbi.nlm.nih.gov/pubmed/23088565
http://www.ncbi.nlm.nih.gov/pubmed/23088565
http://www.ncbi.nlm.nih.gov/pubmed/23088565
http://www.ncbi.nlm.nih.gov/pubmed/23088565
http://bmcoralhealth.biomedcentral.com/articles/10.1186/1472-6831-11-28
http://bmcoralhealth.biomedcentral.com/articles/10.1186/1472-6831-11-28
http://bmcoralhealth.biomedcentral.com/articles/10.1186/1472-6831-11-28
http://bmcoralhealth.biomedcentral.com/articles/10.1186/1472-6831-11-28
http://www.ncbi.nlm.nih.gov/pubmed/19193706
http://www.ncbi.nlm.nih.gov/pubmed/19193706
http://www.ncbi.nlm.nih.gov/pubmed/19193706
http://www.ncbi.nlm.nih.gov/pubmed/19193706
http://www.ncbi.nlm.nih.gov/pubmed/25840585
http://www.ncbi.nlm.nih.gov/pubmed/25840585
http://www.ncbi.nlm.nih.gov/pubmed/25840585
http://www.ncbi.nlm.nih.gov/pubmed/24785924
http://www.ncbi.nlm.nih.gov/pubmed/24785924
http://www.ncbi.nlm.nih.gov/pubmed/24785924
http://www.ncbi.nlm.nih.gov/pubmed/15817630
http://www.ncbi.nlm.nih.gov/pubmed/15817630
http://www.ncbi.nlm.nih.gov/pubmed/15817630
http://www.ncbi.nlm.nih.gov/pubmed/15817630
http://www.ncbi.nlm.nih.gov/pubmed/19419454
http://www.ncbi.nlm.nih.gov/pubmed/19419454

	Title
	Corresponding author
	Abstract
	Keywords
	Introduction
	Materials and Methods
	Human subjects  
	Saliva collection protocol 
	Patient demographics 
	Cell counting and DNA isolation
	PCR: Polymerase chain reaction
	DNA standard: GAPDH
	DNA standard: PG
	Statistical analysis  

	Results
	Discussion
	References 
	Table 1
	Table 2
	Table 3
	Table 4
	Figure 1
	Figure 2
	Figure 3

