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Abstract
Background White spot lesions (WSLs) are a formidable challenge during orthodontic treatment, affecting patients 
regardless of oral hygiene. Multifactorial in nature, amongst potential contributors to their development are the 
microbiome and salivary pH. The aim of our pilot study is to determine if pre-treatment differences in salivary Stephan 
curve kinetics and salivary microbiome features correlate with WSL development in orthodontic patients with fixed 
appliances. We hypothesize that non-oral hygiene determined differences in saliva could be predictive of WSL 
formation in this patient population through analysis of salivary Stephan curve kinetics, and that these differences 
would further manifest as changes in the oral microbiome.

Methods In this prospective cohort study, twenty patients with initial simplified oral hygiene index scores of “good” 
that were planning to undergo orthodontic treatment with self-ligating fixed appliances for at least 12 months were 
enrolled. At pre-treatment stage, saliva was collected for microbiome analysis, and at 15-minute intervals after a 
sucrose rinse over 45 min for Stephan curve kinetics.

Results 50% of patients developed a mean 5.7 (SEM: 1.2) WSLs. There were no differences in saliva microbiome 
species richness, Shannon alpha diversity or beta diversity between the groups. Capnocytophaga sputigena exclusively 
and Prevotella melaninogenica predominantly were found in WSL patients, while Streptococcus australis was negatively 
correlated with WSL development. Streptococcus mitis and Streptococcus anginosus were primarily present in healthy 
patients. There was no evidence to support the primary hypothesis.

Conclusions While there were no differences in salivary pH or restitution kinetics following a sucrose challenge and 
no global microbial differences in WSL developers, our data showed change in salivary pH at 5 min associated with an 
abundance of acid-producing bacteria in saliva. The results suggest salivary pH modulation as a management strategy 
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Background
The formation of white spot lesions (WSLs) during orth-
odontic treatment is an aesthetic and morphological 
adverse effect caused by plaque-mediated demineraliza-
tion of the tooth surface around brackets. They are asso-
ciated with changes in enamel morphology and can lead 
to dissatisfaction with tooth surface appearance [1, 2]. 
The incidence and prevalence of WSL development dur-
ing orthodontic treatment vary between 23.4 and 72.9% 
and 30-75.6%, respectively, depending on the assessed 
parameters (age, diagnosis criteria, initial caries assess-
ment). Incidence is generally assessed throughout orth-
odontic treatment (18–24 months on average), and for 
most studies that included prevalence, patients were at 
least 12 years old [3–14].

Although the expectation is that WSL occurrence 
in orthodontic patients results from inadequate oral 
hygiene, Geiger et al. showed that even when oral 
hygiene compliance was moderate to excellent, 42% and 
15% of such patients, respectively, still developed WSLs 
[4]. Another study found that patients with good or mod-
erate oral hygiene still had a prevalence of WSLs ranging 
from 23 to 68%, with an average development of 1 new 
WSL for patients that had good oral hygiene, 1.4 WSLs 
for patients with moderate oral hygiene and 3.3 WSLs 
for patients with poor oral hygiene (follow-up 9 to 25 
months) [15]. These studies suggest that WSL formation 
is multifactorial and is not solely dependent on compe-
tency in performing oral hygiene.

While WSLs share the same demineralization process 
as caries, their clinical presentation and lack of cavita-
tion are more considered an aesthetic compromise and 
a precursor to frank dental caries. Fixed orthodontic 
appliances render oral hygiene more challenging, which, 
similar to interproximal spaces, favors the creation of 
new habitats for biofilm accumulation, leading to loss of 
enamel hydroxyapatite and, finally, the clinical appear-
ance of white spots. A recent study of the microbiota in 
different types of carious lesions, from WSLs to dentin 
caries, showed that Streptococcus mutans, considered to 
be highly associated with caries, were low in abundance 
in WSLs, comprising only 0.73% of the total bacterial 
community [16, 17]. Interestingly, WSLs had lower rich-
ness and diversity than open dentin cavities. Streptococ-
cus, Rothia, Leptotrichia and Veillonella were found at 
higher levels in carious enamel lesions, whereas Lactoba-
cillus, Shlegelella, Pseudoramibacter and Atopobium were 
associated with dentin lesions. This supports the etio-
logic contribution of non-mutans bacterial species and 

their roles in the spectrum of the development of caries 
[18–21].

The essential association between pH and caries for-
mation was illustrated by the work of Stephan in 1944 
[22]. In his classic clinical trial, he showed that a sucrose 
mouth rinse led to a drop in pH in dental plaque, fol-
lowed by gradual restoration to baseline over time 
(“Stephan curve”). The three phases of the Stephan curve 
are (1) rapid drop in pH, due to fermentation of sucrose 
by acid-producing bacteria; (2) demineralization of 
enamel if the pH drop is below 5.5; (3) gradual increase 
back to baseline within 30 to 60 min. In Stephan’s study, 
patients could be classified into caries-free to high car-
ies activity groups based on the association between pH 
drop and the development of lesions over 12 months 
[22]. The same pattern of acidification and neutralization 
occurs in saliva. Saliva has buffering properties that typi-
cally act to prevent caries; if the acid neutralization effect 
of saliva is diminished, this may lead to a higher preva-
lence of WSLs [23]. In addition, reduced buffering capac-
ity could lead to prolonged low salivary pH, which would 
effectively select for acidogenic and aciduric bacteria, 
potentially resulting in saliva acting as a microbial seed-
ing reservoir to accumulating plaque around orthodon-
tic brackets [24]. Saliva buffering capacity is independent 
of oral hygiene and most likely genetically determined in 
healthy individuals.

Most orthodontic WSL studies have focused on one 
aspect of the multifactorial causation, e.g. specific bacte-
rial species, rather than the microbiome as a whole. They 
have not considered the dynamic protective effects of 
saliva [3, 6, 10–13, 25, 26]. As such, our understanding of 
the association between inherent saliva buffering differ-
ences in healthy individuals and the formation of WSLs 
around orthodontic brackets is incomplete. The primary 
objective of this prospective cohort study is to deter-
mine if pre-treatment salivary Stephan curve kinetics 
are associated with WSL development, with a secondary 
objective of investigating the contribution of the salivary 
microbiome at baseline on Stephan curve kinetics and 
the development of WSLs.

Methods
Study design, inclusion and exclusion criteria
The number of patients to enroll in this pilot study in 
order to have 2 equal groups for control and WSL cases 
was calculated at 80% power with a confidence level 
of 95% (precision of at least 5% is recommended when 
expected prevalence ranges between 10 and 90%) using 

to inhibit the abundance of caries initiators. Our study may have uncovered the earliest predecessors to WSL/caries 
development.
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the following website: https://clincalc.com/stats/sam-
plesize.aspx [9]. Previous experience in the orthodon-
tic clinic at the University of Alberta showed that 60% 
of patients developed some signs of a WSL (Flores-Mir, 
C., unpublished observations). Using this estimation 
and the selection of two independent study groups with 
dichotomous endpoint, we calculated that the number of 
patients was 16 (8 per group). Due to the study length, to 
allow for possible drop-out of 20%, we set a recruitment 
target of 10 patients per group, for a total of 20 patients.

Study participants were recruited according to a pro-
tocol approved by the University of Alberta Health 
Research Ethics Board (Pro00099341). Written informed 
consent or assent was obtained from all participants. 
Patients were assessed for good oral health before appli-
ance placement based on the simplified oral hygiene 
index (OHI-S, Green and Vermillion, 1964) prior to 
start of treatment and every three months [27]. Briefly, 
six teeth were scored for their debris and calculus 
indexes (Fédération Dentaire Internationale (FDI) nota-
tion: #16: upper right 1st molar, #11: right upper cen-
tral incisor, #26: upper left 1st molar, #36: lower left 1st 
molar, #31: left lower central incisor, #46: lower right 1st 
molar). Debris was scored 0–3 as follows: 0: no debris, 
1: soft debris < 1/3 of tooth surface, 2: soft debris > 1/3 
and < 2/3 of tooth surface, and 3: debris covering > 2/3 
of tooth surfaces. A similar scoring was done for calcu-
lus based on crown coverage. The sum for each index 
was divided by the number of teeth examined (6) and 
then added together for the total OHI-S index score. The 
scores related to oral health are as follows: 0.1–1.2: good; 
1.3–3.4: fair; 3.1-6.0: poor [10]. Patients with OHI-S 
scores between 0.1 and 1.2 (good) that had fully erupted 
second molars, and a treatment plan for fixed self-ligat-
ing orthodontic appliances (at least from 1st molars to 
1st molars) for a minimum of 12 months duration, were 
recruited. There were no restrictions pertaining to age, 
sex or type of malocclusion. Patients who had any intra-
oral appliances other than fixed self-ligating brackets, 
had any surgery planned during treatment or WSLs of 
any origin at the beginning of treatment were excluded. 
Patients that had systemic disease, were smokers or 
on medication were also excluded. Those enrolled had 
their hygiene appointments within three months prior 
to bracket placement. Patients were advised to brush 
twice a day with a soft-bristled toothbrush and fluoride 
toothpaste (1450 ppm) and floss daily. All patients also 
received standard dietary advice, such as to avoid hard/
sticky/crunchy foods and sugary drinks. Patients that 
did not maintain an OHI-S 0.1–1.2 score throughout the 
treatment were also excluded.

WSL assessment
WSLs were assessed according to the modified WSL 
index (Gorelick et al., 1982) by evaluating the buccal 
surface of individual teeth for presence or absence and 
severity [6]. Scores were noted at treatment start (all = 0) 
and every three months until month 12. The assessment 
was performed under direct illumination using a dental 
chair light after drying the teeth with compressed air for 
5 s.

Two orthodontic residents, in a blinded manner, inde-
pendently used direct visualization to assess for WSLs. 
Photographs were taken on the same day of all teeth, 
regardless of whether a WSL had been detected. Later 
on, the same residents were asked to assess the photo-
graphs for WSLs and a third one (the lead author) would 
match their clinical assessment with their assessment via 
photographs. Thus, WSLs were assessed by two methods, 
in person at the time of appointment and subsequently, 
using photographs taken at the time of appointment. 
For the photographs, patients were asked to sit upright 
in their habitual occlusion and with relaxed lips and 
mentalis muscles. Their heads were positioned in a way 
that the Frankfurt horizontal plane was parallel to the 
ground. In this way, the residents were able to align the 
midsagittal plane of the patient’s head with the middle of 
the camera lens. There were a total of 5 pictures taken: 
right buccal, left buccal, frontal, upper and lower occlusal 
shots. A metal retractor was used to completely expose 
teeth (up to second molars) and double-sided intraoral 
mouth mirrors were also used. Photographs were taken 
with a Canon EOS Rebel T7 18-55  mm camera/lens 
(cat# EOSREBELT7KITDC). Images were magnified and 
assessed independently by the 2 residents. If there was 
disagreement, a discussion ensued. If there was still dis-
agreement, the procedure called for consultation with a 
third resident.

Saliva collection and salivary Stephan curve kinetics
Stephan curve kinetics were determined before the 
placement of fixed appliances. Patients were asked to 
refrain from eating, drinking or chewing gum for 30 min. 
Patients rinsed with water for 30  s, and an initial ~ 1 ml 
sample of saliva was obtained for pH analysis and ~ 2 
ml for microbiome analysis. Next, patients rinsed with 
a 10% sucrose solution for 30 s, and saliva samples were 
collected after 5, 15, 30 and 45 min. pH was determined 
using a microelectrode (Cole Parmer pH meter PH6+, 
Quebec, QC).

DNA isolation and sequencing
Immediately after obtaining the saliva samples, the steps 
recommended by the manufacturer of the kit used were 
followed to preserve the DNA (Microbiome DNA Iso-
lation Kit, Norgen Biotek Corp, Thorold, ON). For 16s 
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rDNA amplicon sequencing, primers for two sets of 
variable regions were used, as one or the other may, in 
some cases, more effectively identify genera, and this 
allowed for the retrieval of a broader microbiome spec-
trum than what would be achievable with one primer 
set. The V1-3 region was sequenced using 27  F and 
FwR1 (ACACTCTTTCCCTACACGACGCTCTTC-
CGATCTGAAKRGTTYGATYNTGGCTCAG) and 
(GTGACTGGAGTTCAGACGTGTGCTCTTCCGATC-
TACGTNTBACCGCDGCTGCTG). The V4-5 region 
was sequenced using the following primers: Forward: 
515FP4-FwR1, 515FP3-FwR1, 515FP2-FwR1, 515FP1-
FwR1 (ACACTCTTTCCCTACACGACGCTCTTC-
C G ATC TC A AG TG C C AG C M G C C G C G G TA A , 
ACACTCTTTCCCTACACGACGCTCTTCCGATCTACGTGCCAGC-
MGCCGCGGTAA, ACACTCTTTCCCTACACGAC-
GCTCTTCCGATCTTGTGCCAGCMGCCGCGGTAA, 
ACACTCTTTCCCTACACGACGCTCTTCCGATCT-
GTGCCAGCMGCCGCGGTAA) and reverse: 806RP4-
RvR2, 806RP3-RvR2, 806RP2-RvR2, 806RP1-RvR2 
( G TG AC TG G AG T TC AG AC G TG TG C TC T TC-
C GATC TC ATG GAC TAC H VG G GT W TC TA AT, 
GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCTACGGACTACH-
VGGGTWTCTAAT, GTGACTGGAGTTCAGACGT-
GTGCTCTTCCGATCTTGGACTACHVGGGTWTCTAAT, 
GTGAC TG GAGT TC AGAC GTGTG C TC T TC C-
GATCTGGACTACHVGGGTWTCTAAT). Sequenc-
ing was performed on the Illumina MiSeq platform. 
Adaptors were removed using CutAdapt [28]. Param-
eters for trimming and overlap needed for merging 
were determined with Figaro [29]. Merged sequences 
were algorithmically corrected to produce Amplicon 
Sequencing Variants (ASVs) using software DADA2 
[30]. DADA2 was used to bin the nucleotide-corrected 
ASVs to their identifying taxa using the naive Bayesian 
classifier against a SILVA rRNA database (v138.1, pro-
vided by DADA developer here: https://zenodo.org/
record/4587955#.Ykc0By971jc) using the assignTax-
onomy command (Supplementary files 1 and 2) [30]. 
Next, each ASV was condensed based on its taxonomy 
to yield a table where each taxa is represented only 
once (phylotoast reference: https://doi.org/10.1038/
srep29123)]. Analysis was done at this taxonomy level. 
To avoid overestimation, primer averaging was done 
[31].

Statistical analysis
Data were entered into Excel (version 2208, Microsoft), 
and statistical calculations were performed in IBM Statis-
tical Package for Social Sciences (SPSS, version 28). For 
salivary Stephan curve analysis, the mean and standard 
error of the mean (SEM) of pH were calculated for each 
assessment time and were stratified between the case and 
control groups. To account for clustering of teeth within 
the mouth, in the analysis the data were dichotomised by 
participant into ‘Yes, the participant had at least one new 
WSL’, or ‘No the participant did not have at least one new 
WSL’. In this way, a patient with one WSL was analyzed in 
the same way as a patient with more than one. Data nor-
mality was verified by the Kolmogorov-Smirnov test. The 
alpha level to determine significance was 5%. Repeated-
measures ANOVA was performed to compare pH at the 
different Stephan curve time points with occurrence of 
WSLs, using Bonferroni correction for multiple compari-
sons. This analysis compares pH at different time points 
amongst WSL or no WSL patients (these are the repeated 
observations). The measurements were taken once, prior 
to brackets placement, for each patient at each time 
point. For microbiome analysis, alpha and beta-diversity 
were interrogated using an automated pipeline (For-
ays into Automating Laborious Analysis of Phylogeny 
(FALAPhyl): https://github.com/khalidtab/FALAPhyl). 
Feature-abundance testing was examined via Linear dis-
criminant analysis (LDA) Effect Size (LefSe) [32].

Results
Table  1 shows the descriptive statistics of the patients 
included in this study. The increase in age in the control 
group was driven by 3 patients that were above 40 years 
of age. The mean age and SEM of the other 7 controls was 
14 + 1. Figure 1 shows the aggregate Stephan curves of the 
WSL group versus control; there were no statistically sig-
nificant differences at any time points (p > 0.05, repeated 
measures ANOVA). In the control group, a comparison 
of pH at each data point between those greater than 
40 years of age with those less than 40 years of age also 
showed no significant differences. While there was no 
evidence to support the primary hypothesis, it is possible 
that significant differences in initial Stephan curve kinet-
ics could be uncovered using this protocol with a greater 
sample size. Thus, this can be considered a pilot study for 
the calculation of such sample size.

Sample size would be dependent on which param-
eter being studied. In each case following, we calculated 
sample size at 80% power with alpha ≤ 0.05. Based on our 
data, at time 0, the sample size would need to be 209/
group to detect a difference. At time 5  min, the sample 
size would need to be 59/group; at time 15  min, the 
sample size would need to be 51/group; at time 30 min, 
the sample size would need to be 343/group and at time 

Table 1 Results from the analysis of variance for the 
representative terms of the data and collinearity

Age (SEM) Male/fe-
male ratio

WSL count 
(SEM)

Sam-
ple 
size

Control 23.0 (4.6) 1:4 0 10

WSL 13.1 (0.4) 1:1 5.7 (1.2) 10

https://zenodo.org/record/4587955#.Ykc0By971jc
https://zenodo.org/record/4587955#.Ykc0By971jc
http://dx.doi.org/10.1038/srep29123
http://dx.doi.org/10.1038/srep29123
https://github.com/khalidtab/FALAPhyl
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45 min, the sample size would need to be 17/group. For 
area under the curve, the sample size would need to be 
46/group. For maximum pH drop, the sample size would 
need to be 4808/group. For drop in pH at 5 min, the sam-
ple size would need to be 118/group. For difference at 
45 min, the sample size would need to be 73/group. How-
ever, we do not consider increasing the sample size to be 
the best approach to take for future studies. We would 
instead suggest changing the study design as outlined in 
the discussion.

Alpha diversity rarefaction curves of the observed 
taxa showed that we had adequate sequencing depth 
(Supplementary Fig.  1). In terms of the saliva microbi-
ome analyses, there were no global differences between 
the two groups in terms of Chao-1 index, a measure of 
alpha diversity or species richness (p > 0.05, Mann–Whit-
ney, Supplementary Fig. 2A, B), Shannon diversity index 
(p > 0.05, Mann–Whitney), or beta diversity, a measure 
of the similarity between the groups (p > 0.05, ADONIS 
of Phylogenetic Isometric Log-Ratio (PhILR) distances, 
Supplementary Fig. 2C).

Canonical correspondence analysis was performed on 
the log-transformed rarefied taxa counts to assess the 
associations between the different terms and species 
using two models. The first model used raw pH terms 
and did not result in significant associations (p > 0.05). 
The second model used pH as a function of restitution 
to baseline. The restitution of pH was coded as delta pH 

(ΔpH) between the desired timepoint compared to the 
initial (pHinitial - pHx) where x = time in minutes (e.g., 
ΔpH5, where x = 5 min). Therefore, the drop from initial 
pH was represented as a positive number; higher positive 
numbers represented a greater difference from baseline 
pH. The second model resulted in ΔpH5 being the best 
representative of the explanatory variables for the log 
transformed taxa counts, as shown in Table 2.

Constraining (canonical) the model reduced the inertia 
from 0.35 to 0.038; as such, these variables were respon-
sible for 10.9% of the inertia/variance within the model. 
The unimodal effect of the terms on species abundances 
was graphically interrogated (Fig.  2). Early pH restitu-
tion (ΔpH5) affected species abundances in agonistic and 
antagonistic fashions.

The LEfSe method was used to support high-dimen-
sional class comparisons of the taxa (Fig.  3). Capno-
cytophaga sputigena, a gram-negative acid-producing 
bacterium, was exclusively found in WSL patients. Inter-
estingly, Prevotella melaninogenica, a pathogen primar-
ily associated with periodontal disease, was also mostly 
observed in WSL patients. Bacteria such as Streptococcus 
mitis and Streptococcus australis were primarily present 
in healthy patients. Streptococcus mitis has been reported 
as one of the least likely bacteria to contribute to car-
ies, whereas Streptococcus australis is considered part of 
the Streptococcus mitis group and is known for arginine 
hydrolysis and production of alkaline phosphatase [33].

Discussion
Caries result from a dynamic process in which a dys-
biotic biofilm facilitates the demineralization of tooth 
enamel through the production of acid by the microbiota 
[34]. WSLs are the first clinical indication of this process, 
hence the importance of understanding initiating and 
possible inhibiting factors. The increase in WSLs during 

Table 2 Results from the analysis of variance for the 
representative terms of the data and collinearity
Variables Degrees of 

freedom
Chi-Square F P-

value
ΔpH5 1 0.04 2 > 0.01

Residual 18 0.4
P < 0.05: statistically significant

Fig. 1 Pre-treatment Stephan curves for those with and without WSL at 12 months
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orthodontic treatment is a significant concern to clini-
cians, given that even patients with excellent to good oral 
hygiene still develop some degree of demineralization 
during treatment [15]. In this study, we compared two 
groups of patients treated at the same time in a gradu-
ate orthodontic clinic: those that did or did not develop 
WSLs, in accordance with the inclusion/exclusion cri-
teria outlined in the methods section of this paper. 
Our hypothesis was that non-oral hygiene determined 

differences in saliva, prior to bracket placement, could be 
predictive of WSL formation in this patient population, 
through analysis of salivary Stephan curve kinetics, and 
that these differences would further manifest as changes 
in the oral microbiome.

In the WSL group, 5.7 (SEM: 1.2) WSLs per patient 
(range 1–12 WSLs) developed. This was despite efforts 
to minimize WSL formation through patient selection 
and appliance type. We only enrolled patients with good 

Fig. 3 Visualization of differential features ranked by effect size

 

Fig. 2 Bimodal relationship between species abundances: the linear gradient of the statistically significant continuous representative term of the data, 
ΔpH5 (blue line). The solid line represents a positive increase in the term, while the dashed line represents a decrease in the term. The placement of spe-
cies/genera (points) is indicative of their association to the continuous term, when an imaginary-line originating from the continuous variable at a right-
angle (the solid, or dashed line) intersects with that point. Intersections at the peripheries, as opposed to those closer to the middle, indicate increased 
strength of association
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oral hygiene (OHI-S scores between 0.1 and 1.2), and this 
was maintained throughout the study length for patients 
to be included at the end. Because not all orthodontic 
devices/approaches (e.g. self-ligating brackets, remov-
able appliances) have the same predisposition to affect 
oral hygiene, we only included patients with a treatment 
plan that used archwires with self-ligating brackets and 
excluded those with elastomeric rings, since they make 
cleaning more difficult [36–40]. In this way, our study 
was designed to capture inherent differences in saliva 
in an orthodontic setting in a patient pool in which oral 
hygiene should be well maintained. In line with what has 
been reported in the literature and previous experience 
in our clinic, however, ~ 50% of our patients still devel-
oped WSLs [35]. This finding alone indicates a need for 
greater research into the factors that contribute to the 
development of these lesions.

In our study, pre-treatment salivary pH alone could not 
predict WSL occurrence in orthodontic patients. Salivary 
Stephan curve kinetics showed no statistically significant 
differences between the groups across the different time 
points. Stephan originally performed measurements in 
plaque, but as in our study, others have focused on sali-
vary pH and pH recovery [22, 36–39]. Salivary pH is a 
major factor controlling plaque pH [40]. In studies mea-
suring salivary pH in healthy, caries-free/inactive individ-
uals, baseline values ranged from 6.8 to 7.6, similar to our 
findings [37, 41]. The mean lowest pH for subjects that 
developed WSLs was ~ 6.4, while the mean lowest pH for 
those that did not was ~ 6.6. These values are well above 
the critical pH for demineralization of enamel (5.5). In 
addition to the dilution effect, saliva contains 3 different 
buffering systems. In a patient pool such as ours (ORI-S 
0.1–1.2), we would not expect saliva pH to drop below 
5.5. However, a drop of 0.2 in saliva could reflect a clini-
cally relevant drop in pH at a specific tooth surface.

Classical paradigms investigate the effect of pH over 
time on various tooth structures as related to deminer-
alization properties and microbiome changes compared 
to a baseline state as a result of some perturbation. In this 
study, we correlated salivary Stephan curve kinetics with 
pre-treatment patient microbiomes to try to define an 
at-risk population for WSL formation. Indeed, while the 
raw pH changes were not significantly associated with 
any unimodal microbial abundance changes, pH drop at 
5 min was. This suggests that the severity of pH change 
(at 5 min) from baseline was significantly associated with 
specific bacterial species abundances, suggesting that 
saliva, as an ecological environment, is influenced by 
such pH perturbation. These results do not show causal-
ity, however.

Selenomonas spp were related to an increase in ΔpH5 
(more severe pH drop). Selenomonas are gram-negative, 
motile bacteria found in the gastrointestinal tract and 

oral cavity in biofilms. They contribute to plaque struc-
ture, produce acetic, lactic and propionic acids as meta-
bolic products, and this may account for their association 
with increased ΔpH5 [42]. They produce acid and thrive 
in acidic environments [43–46]. Previous reports sug-
gested an association between dentinal caries and sub-
gingival plaque [42, 47, 48]. It is tempting to speculate 
that these bacteria seed and initiate the pH shift in the 
biofilm that creates the environment for pathogenic bac-
teria associated with caries and thus may be essential 
predecessors.

Gemella spp are gram-positive cocci found on mucous 
membranes of the oral cavity and upper respiratory tract; 
they have also been isolated from human dental plaque. 
In our study, they were negatively associated with ΔpH5. 
Gemella spp have been associated with oral health in 
children and young adults [47]. Another study; however, 
found that Gemella sanguinis and Gemella haemolysans 
were associated with gingivitis in an adolescent orth-
odontic patient population, and a recent metagenomic 
analysis included Selenomonas spp and Gemella spp as 
co-prevalent with Streptococcus, Veillonella and Acti-
nomyces in the saliva of patients with caries [49, 50]. 
Gemella spp ferment glucose, sucrose and sugar alcohols 
to yield acid in anaerobic and aerobic conditions [51]. 
Similar to Selenomonas spp, they are adapted to an acidic 
environment.

LEfSe analysis showed that Capnocytophaga sputigena 
was exclusive to WSL patients. This differed from the 
findings of Tanner et al. Generally considered oral com-
mensals, Capnocytophaga spp require CO2 and ferment 
carbohydrates to succinate and acetate. They have been 
associated with gingivitis, periodontal disease, halitosis, 
diabetes and pre-diabetes [52–55]. Their relationship 
with caries remains equivocal; one study found Capnocy-
tophaga spp to be associated with caries-active individu-
als, while several suggest they are more often a sign of a 
caries-free state [52–54]. In a study of microbial succes-
sion in biofilms following professional cleaning, while no 
differences in bacterial species colonization were uncov-
ered between healthy and periodontitis patients, Capno-
cytophaga sputigena was found in subgingival biofilms 
seven days after initial colonization by Streptococcus 
mitis, Veillonella parvula and Capnocytophaga gingivalis 
[55]. Prevotella melaninogenica, another pathogen that is 
commonly associated with periodontal disease, advanced 
carious lesions and active-caries saliva, was found mostly 
in WSL patients in our study [56–59]. Together with the 
presence of Capnocytophaga sputigena, these results 
suggest a more mature plaque environment reflected in 
the saliva of WSL developers. This is interesting because 
these parameters were assessed more than two months 
before the first WSL developed in one of our patients.
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Streptococcus mitis and Streptococcus australis were 
primarily present in healthy patients. Streptococcus 
mitis was reported to be one of the least likely bacte-
ria to contribute to caries. After the introduction of 16s 
sequencing, this species could be differentiated from 
Streptococcus mutans and shown to be one of the least 
resistant to low pH when compared to other Streptococ-
cus species [60]. Streptococcus australis can hydrolyse 
arginine to ammonia, a base that can neutralize acid and 
plays a key role in plaque homeostasis by inhibiting the 
growth of aciduric bacteria [61]. In this way, Streptococ-
cus australis antagonizes dental caries pathogenesis. 
This species can produce alkaline phosphatase, which 
increases the calcium and phosphate content of saliva 
and plaque, promoting remineralization [33, 62].

Overall, our data indicate an increased abundance of 
acid-producing bacteria in the saliva of WSL developers, 
but interestingly, not the usual suspects, Streptococcus 
mutans Streptococcus sobrinus, and Lactobacillus aci-
dophilus, which are considered to be the major caries ini-
tiators. Our data also differ from others that researched 
the microbiota of WSLs. This is likely because our micro-
biome analysis was done prior to WSL detection. Thus, 
our study may have uncovered the earliest predecessors 
to WSL/caries development.

Limitations
Although we tried to standardize the patients’ bracket 
system, oral hygiene and enamel conditions pre-treat-
ment, dietary habits, socio-economical background and 
lifestyle could not be fully controlled in this study. The 
control group was older compared to the case group. 
Extensive outlier analyses were negative and cca of the 
microbiome with age showed no association, thus these 
patients were not excluded.

It should be emphasized that at time of saliva collection 
and Stephan curve kinetics, all patients had just had a 
professional dental cleaning and all had equivalent good 
OHI-S scores. Collection of saliva and dental plaque 
are simple, non-invasive procedures that can provide a 
breadth of information to mechanistically address enamel 
demineralization and identify susceptibility in subjects. 
In our study, we only evaluated saliva prior to orthodon-
tic treatment, and this parameter alone could not predict 
individuals more likely to develop WSLs. We did not 
measure dental plaque pH or plaque microbiome. These 
two factors can be a point for future investigation as den-
tal plaque and saliva possess different microbial composi-
tions and dental biofilm is known to play an important 
role in the progression of dental caries [18, 63, 64]. Stud-
ies in the literature point at smaller differences between 
microbiome plaque in orthodontic patients that devel-
oped WSLs vs. controls, however this information com-
bined with the saliva microbiome data could potentially 

result in stronger associations, especially when associ-
ated with pH curves/drops [50].

Our study protocol provided no evidence that Stephan 
curve kinetics alone could predict occurrence of WSLs. 
A different study design, incorporating a higher sucrose 
concentration in the rinse, Stephan curve kinetics before 
and during orthodontics treatment and isolation of 
plaque for pH and microbiome analyses, may have suc-
cess. Our study did find, however that certain microbi-
ome characteristics or certain Stephan curve parameters 
when combined with microbiome analyses correlated 
significantly with the development or not of WSLs. The 
fact that many acid-forming bacteria were found to be 
related to pH restitution provides a compelling rationale 
for further studies.

Conclusions
In our population of healthy subjects with initial good 
oral hygiene, there were no differences in pre-treatment 
salivary pH or restitution potential following a sucrose 
challenge and no global microbial differences between 
WSL developers and healthy patients. However, to our 
knowledge, this is the first time that changes in salivary 
pH (either absolute pH or recovery) have been found to 
be associated with the abundance of acid-producing bac-
teria in saliva and WSL development. The results suggest 
saliva pH modulation as a therapeutic strategy to inhibit 
the abundance of caries initiators. Modulation of pH 
could be effected by use of a rinse, a gum, a lozenge or a 
probiotic. The earliest predecessors to WSL/caries devel-
opment may have been identified.

Abbreviations
ASV  Amplicon Sequencing Variants
FALAPhyl  Forays into Automating Laborious Analysis of Phylogeny
FDI  Fédération Dentaire Internationale
LDA  Linear discriminant analysis
LefSe  Effect Size
OHI-S  Simplified oral hygiene index
SPSS  Statistical Package for Social Sciences
WSL  White spot lesions
ΔpH  delta pH

Supplementary Information
The online version contains supplementary material available at https://doi.
org/10.1186/s12903-023-02917-z.

Supplementary Figure 1. Alpha rarefaction curves (observed features): 
depth of coverage for each patient sample (each colour represents one 
patient).

Supplementary Figure 2. Violin plots of alpha diversity representing 
richness and diversity: A: Chao 1 index; B: Shannon index; C. Principal 
coordinates analysis (PcoA) of PhILR distances between WSL patients (red) 
and controls (green). The ellipses represent the standard deviation of the 
dispersion in the two groups, with each sample connected to the centroid 
(larger dot) by a grey line.

Supplementary Material 3

Supplementary Material 4

http://dx.doi.org/10.1186/s12903-023-02917-z
http://dx.doi.org/10.1186/s12903-023-02917-z


Page 9 of 10Catunda et al. BMC Oral Health          (2023) 23:239 

Acknowledgements
Dr. Gaston Coutsiers for his support in the study design, Dr. Ramon Carvalho 
for his support in the training. University of Alberta Orthodontics Staff for their 
continuous support with patient intake.

Author contributions
RQC was involved in data collection, data analysis, original draft writing of the 
manuscript. CFM and MF were involved in the study design, data analysis and 
manuscript revision. KA was involved in data curation, data analysis, original 
manuscript drafting and revision. All authors read and approved the final 
manuscript.

Funding
Biomedical Research Award – American Association of Orthodontists.

Data Availability
The dataset used and/or analyzed during the current study is available on 
https://www.ncbi.nlm.nih.gov/bioproject/901626.

Declarations

Ethics approval and consent to participate
All methods were performed in accordance with the relevant guidelines 
and regulations The study was approved by the University of Alberta Health 
Research Ethics Board, Edmonton, Alberta, Canada (Approval number: 
Pro00099341). Informed consent was obtained by all participants.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests in this section.

Author details
1School of Dentistry, University of Alberta, Edmonton, AB  
T6G 2E1, Canada
2Division of Periodontology, School of Dentistry, University of Alberta, 
Edmonton, AB T6G 2E1, Canada
3Division of Orthodontics School of Dentistry, University of Alberta, 
Edmonton, AB T6G 2E1, Canada
4Division of Oral Biology, School of Dentistry, University of Alberta, 11361-
87th Avenue, Edmonton, AB T6G 2E1, Canada

Received: 8 November 2022 / Accepted: 28 March 2023

References
1. Salanitri S, Seow WK. Developmental enamel defects in the primary denti-

tion: aetiology and clinical management. Aust Dent J. 2013;58(2):133–40. quiz 
266.

2. Caufield PW, Li Y, Bromage TG. Hypoplasia-associated severe early childhood 
caries–a proposed definition. J Dent Res. 2012;91(6):544–50.

3. Julien KC, Buschang PH, Campbell PM. Prevalence of white spot lesion forma-
tion during orthodontic treatment. Angle Orthod. 2013;83(4):641–7.

4. Geiger AM, Gorelick L, Gwinnett AJ, Griswold PG. The effect of a fluoride pro-
gram on white spot formation during orthodontic treatment. Am J Orthod 
Dentofacial Orthop. 1988;93(1):29–37.

5. Khalaf K. Factors affecting the formation, severity and location of White Spot 
Lesions during Orthodontic treatment with fixed appliances. J Oral Maxillofac 
Res. 2014;5(1):e4.

6. Gorelick L, Geiger AM, Gwinnett AJ. Incidence of white spot formation after 
bonding and banding. Am J Orthod. 1982;81(2):93–8.

7. Stratemann MW, Shannon IL. Control of decalcification in orthodontic 
patients by daily self-administered application of a water-free 0.4 per cent 
stannous fluoride gel. Am J Orthod. 1974;66(3):273–9.

8. Enaia M, Bock N, Ruf S. White-spot lesions during multibracket appliance 
treatment: a challenge for clinical excellence. Am J Orthod Dentofacial 
Orthop. 2011;140(1):e17–24.

9. Richter AE, Arruda AO, Peters MC, Sohn W. Incidence of caries lesions among 
patients treated with comprehensive orthodontics. Am J Orthod Dentofacial 
Orthop. 2011;139(5):657–64.

10. Sundararaj D, Venkatachalapathy S, Tandon A, Pereira A. Critical evaluation 
of incidence and prevalence of white spot lesions during fixed orthodon-
tic appliance treatment: a meta-analysis. J Int Soc Prev Community Dent. 
2015;5(6):433–9.

11. Tufekci E, Dixon JS, Gunsolley JC, Lindauer SJ. Prevalence of white spot 
lesions during orthodontic treatment with fixed appliances. Angle Orthod. 
2011;81(2):206–10.

12. Sagarika N, Suchindran S, Loganathan S, Gopikrishna V. Prevalence of white 
spot lesion in a section of indian population undergoing fixed orthodontic 
treatment: an in vivo assessment using the visual International Caries Detec-
tion and Assessment System II criteria. J Conserv Dent. 2012;15(2):104–8.

13. Akin MTM, Ileri Z, Basciftci FA. Incidence of white spot lesion during fixed 
orthodontic treatment. Turkish J Orthod. 2013;26:98–102.

14. Lucchese A, Gherlone E. Prevalence of white-spot lesions before and during 
orthodontic treatment with fixed appliances. Eur J Orthod. 2013;35(5):664–8.

15. Hadler-Olsen S, Sandvik K, El-Agroudi MA, Ogaard B. The incidence of caries 
and white spot lesions in orthodontically treated adolescents with a com-
prehensive caries prophylactic regimen–a prospective study. Eur J Orthod. 
2012;34(5):633–9.

16. Boersma JG, van der Veen MH, Lagerweij MD, Bokhout B, Prahl-Andersen B. 
Caries prevalence measured with QLF after treatment with fixed orthodontic 
appliances: influencing factors. Caries Res. 2005;39(1):41–7.

17. Bishara SE, Ostby AW. White Spot Lesions: formation, Prevention, and treat-
ment. Semin Orthod. 2008;14(3):174–82.

18. Simón-Soro A, Guillen-Navarro M, Mira A. Metatranscriptomics reveals overall 
active bacterial composition in caries lesions. J Oral Microbiol. 2014;6:25443.

19. Vanishree T, Panchmal GS, Shenoy R, Jodalli P, Sonde L, Kundapur N. Changes 
in the oral environment after Placement of fixed Orthodontic Appliance for 
the treatment of malocclusion - a descriptive longitudinal study. Oral Health 
Prev Dent. 2017;15(5):453–9.

20. Maret D, Marchal-Sixou C, Vergnes JN, Hamel O, Georgelin-Gurgel M, Van 
Der Sluis L, et al. Effect of fixed orthodontic appliances on salivary microbial 
parameters at 6 months: a controlled observational study. J Appl Oral Sci. 
2014;22(1):38–43.

21. Lucchese A, Bondemark L, Marcolina M, Manuelli M. Changes in oral micro-
biota due to orthodontic appliances: a systematic review. J Oral Microbiol. 
2018;10(1):1476645.

22. Stephan RM. Intra-oral hydrogen-ion concentrations associated with dental 
caries activity. J Am Dent Assoc23:257 – 26. J Dent Res. 1944;23:257 – 65.

23. Edgar WM. Saliva: its secretion, composition and functions. Br Dent J. 
1992;172(8):305–12.

24. Bowen WH. The Stephan curve revisited. Odontology. 2013;101(1):2–8.
25. Willmot D. White Spot Lesions after Orthodontic Treatment. Semin Orthod. 

2008;138(2):209–19.
26. Chapman JA, Roberts WE, Eckert GJ, Kula KS, Gonzalez-Cabezas C. Risk 

factors for incidence and severity of white spot lesions during treatment 
with fixed orthodontic appliances. Am J Orthod Dentofacial Orthop. 
2010;138(2):188–94.

27. Greene JC, Vermillion JR. The simplified oral Hygiene Index. J Am Dent Assoc. 
1964;68:7–13.

28. Martin M. Cutadapt removes adapter sequences from high-throughput 
sequencing reads. EMBnetjournal. 2011;17:10–2.

29. Sasada R, Weinstein M, Prem A, Jin M, Bhasin J. FIGARO: an efficient and 
objective tool for optimizing microbiome rRNA gene trimming parameters. J 
Biomol Tech. 2020 Aug;31(Suppl):2.

30. Callahan BJ, McMurdie PJ, Rosen MJ, Han AW, Johnson AJA, Holmes SP. 
DADA2: high-resolution sample inference from Illumina amplicon data. Nat 
Methods. 2016;13(7):581–3.

31. Kumar PS, Brooker MR, Dowd SE, Camerlengo T. Target Region selection is a 
critical determinant of Community Fingerprints generated by 16S pyrose-
quencing. PLoS ONE. 2011;6(6):e20956.

32. Segata N, Izard J, Waldron L, Gevers D, Miropolsky L, Garrett WS, et al. Metage-
nomic biomarker discovery and explanation. Genome Biol. 2011;12(6):R60.

33. Gobbetti M, Calasso M. STREPTOCOCCUS | Introduction. In: Batt CA, Tortorello 
ML, editors. Encyclopedia of Food Microbiology (Second Edition). Oxford: 
Academic Press; 2014. p. 535 – 53.

34. Pitts NB, Twetman S, Fisher J, Marsh PD. Understanding dental caries as a 
non-communicable disease. Br Dent J. 2021;231(12):749–53.

https://www.ncbi.nlm.nih.gov/bioproject/901626


Page 10 of 10Catunda et al. BMC Oral Health          (2023) 23:239 

35. Geiger AM, Gorelick L, Gwinnett AJ, Benson BJ. Reducing white spot lesions 
in orthodontic populations with fluoride rinsing. Am J Orthod Dentofacial 
Orthop. 1992;101(5):403–7.

36. Hans R, Thomas S, Garla B, Dagli RJ, Hans MK. Effect of various sugary bever-
ages on salivary pH, Flow Rate, and oral clearance rate amongst adults. 
Scientifica (Cairo). 2016;2016:5027283.

37. Jha A, Radha G, Rekha R, Pallavi S. Assessing the acidity and total sugar con-
tent of four different commercially available beverages commonly consumed 
by children and its time-dependent effect on plaque and salivary pH. J Indian 
Assoc Public Health Dent. 2015;13(2):188–92.

38. Pachori A, Kambalimath H, Maran S, Niranjan B, Bhambhani G, Malhotra G. 
Evaluation of changes in salivary pH after intake of different eatables and 
beverages in children at different time intervals. Int J Clin Pediatr Dent. 
2018;11(3):177–82.

39. Tenuta LM, Fernandez CE, Brandao AC, Cury JA. Titratable acidity of bever-
ages influences salivary pH recovery.Braz Oral Res. 2015;29.

40. Itsuo Ueda HA, Shunichi Nakao. Effects on Plaque Acidogenicity of salivary 
factors and frequency of between-meal eating. J Dent Health. 1986;36:103–9.

41. Lara-Carrillo E, Montiel-Bastida NM, Sanchez-Perez L, Alanis-Tavira J. Effect 
of orthodontic treatment on saliva, plaque and the levels of Streptococcus 
mutans and Lactobacillus. Med Oral Patol Oral Cir Bucal. 2010;15(6):e924–9.

42. Drescher J, Schlafer S, Schaudinn C, Riep B, Neumann K, Friedmann A, et al. 
Molecular epidemiology and spatial distribution of Selenomonas spp. in 
subgingival biofilms. Eur J Oral Sci. 2010;118(5):466–74.

43. Juvonen R, Suihko ML. Megasphaera paucivorans sp. nov., Megasphaera 
sueciensis sp. nov. and Pectinatus haikarae sp. nov., isolated from brewery 
samples, and emended description of the genus Pectinatus. Int J Syst Evol 
Microbiol. 2006;56(Pt 4):695–702.

44. Lee SY, Mabee MS, Jangaard NO. Pectinatus, a New Genus of the Family 
Bacteroidaceae. Int J Syst Evol Microbiol. 1978;28:582–94.

45. Engelmann U, Weiss N. Megasphaera cerevisiae sp. nov.: a New Gram-
negative Obligately Anaerobic Coccus isolated from Spoiled Beer. Syst Appl 
Microbiol. 1985;6(3):287–90.

46. Schleifer KH, Leuteritz M, Weiss N, Ludwig W, Kirchhof G, Seidel-Rüfer H. 
Taxonomic study of anaerobic, gram-negative, rod-shaped bacteria from 
breweries: emended description of Pectinatus cerevisiiphilus and description 
of Pectinatus frisingensis sp. nov., Selenomonas lacticifex sp. nov., Zymophi-
lus raffinosivorans gen. nov., sp. nov., and Zymophilus paucivorans sp. nov. Int 
J Syst Bacteriol. 1990;40(1):19–27.

47. Aas JA, Griffen AL, Dardis SR, Lee AM, Olsen I, Dewhirst FE, et al. Bacteria of 
dental caries in primary and permanent teeth in children and young adults. J 
Clin Microbiol. 2008;46(4):1407–17.

48. Shin JH, Shim JD, Kim HR, Sinn JB, Kook JK, Lee JN. Rothia dentocariosa sep-
ticemia without endocarditis in a neonatal infant with meconium aspiration 
syndrome. J Clin Microbiol. 2004;42(10):4891–2.

49. Jagathrakshakan SN, Sethumadhava RJ, Mehta DT, Ramanathan A. 16S rRNA 
gene-based metagenomic analysis identifies a novel bacterial co-prevalence 
pattern in dental caries. Eur J Dent. 2015;9(1):127–32.

50. Tanner ACR, Sonis AL, Lif Holgerson P, Starr JR, Nunez Y, Kressirer CA, et al. 
White-spot lesions and Gingivitis Microbiotas in Orthodontic Patients. J Dent 
Res. 2012;91(9):853–8.

51. Stackebrandt E, Wittek B, Seewaldt E, Schleifer KH. Physiological, biochemical 
and phylogenetic studies on Gemella haemolysans. FEMS Microbiol Lett. 
1982;13(4):361–5.

52. Johansson I, Witkowska E, Kaveh B, Lif Holgerson P, Tanner AC. The Microbi-
ome in Populations with a Low and High Prevalence of Caries. J Dent Res. 
2016;95(1):80–6.

53. Xu H, Hao W, Zhou Q, Wang W, Xia Z, Liu C, et al. Plaque bacterial microbiome 
diversity in children younger than 30 months with or without caries prior to 
eruption of second primary molars. PLoS One. 2014;9(2):e89269.

54. Jiang W, Ling Z, Lin X, Chen Y, Zhang J, Yu J, et al. Pyrosequencing analysis 
of oral microbiota shifting in various caries states in childhood. Microb Ecol. 
2014;67(4):962–9.

55. Teles FR, Teles RP, Uzel NG, Song XQ, Torresyap G, Socransky SS, et al. Early 
microbial succession in redeveloping dental biofilms in periodontal health 
and disease. J Periodontal Res. 2012;47(1):95–104.

56. Martin FE, Nadkarni MA, Jacques NA, Hunter N. Quantitative microbiological 
study of human carious dentine by culture and real-time PCR: association of 
anaerobes with histopathological changes in chronic pulpitis. J Clin Micro-
biol. 2002;40(5):1698–704.

57. Tanaka S, Yoshida M, Murakami Y, Ogiwara T, Shoji M, Kobayashi S, et al. The 
relationship of Prevotella intermedia, Prevotella nigrescens and Prevotella 
melaninogenica in the supragingival plaque of children, caries and oral 
malodor. J Clin Pediatr Dent. 2008;32(3):195–200.

58. Gross EL, Beall CJ, Kutsch SR, Firestone ND, Leys EJ, Griffen AL. Beyond Strep-
tococcus mutans: dental caries onset linked to multiple species by 16S rRNA 
community analysis. PLoS ONE. 2012;7(10):e47722.

59. Hurley E, Barrett MPJ, Kinirons M, Whelton H, Ryan CA, Stanton C, et al. Com-
parison of the salivary and dentinal microbiome of children with severe-early 
childhood caries to the salivary microbiome of caries-free children. BMC Oral 
Health. 2019;19(1):13.

60. Banas JA, Zhu M, Dawson DV, Blanchette DR, Drake DR, Gu H, et al. Acido-
genicity and acid tolerance of Streptococcus oralis and Streptococcus mitis 
isolated from plaque of healthy and incipient caries teeth. J Oral Microbiol. 
2016;8:32940.

61. Nascimento MM, Gordan VV, Garvan CW, Browngardt CM, Burne RA. Correla-
tions of oral bacterial arginine and urea catabolism with caries experience. 
Oral Microbiol Immunol. 2009;24(2):89–95.

62. Hegde MN, Tahiliani D, Shetty S, Devadiga D. Salivary alkaline phosphatase 
and calcium in caries-active type II diabetes mellitus patients: an in vivo 
study. Contemp Clin Dent. 2014;5(4):440–4.

63. Chen H, Jiang W. Application of high-throughput sequencing in understand-
ing human oral microbiome related with health and disease.Front Microbiol. 
2014;5.

64. Lee E, Park S, Um S, Kim S, Lee J, Jang J, et al. Microbiome of Saliva and Plaque 
in Children according to Age and Dental Caries Experience. Diagnostics. 
2021;11(8):1324.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in 
published maps and institutional affiliations.


	Pre-treatment oral microbiome analysis and salivary Stephan curve kinetics in white spot lesion development in orthodontic patients wearing fixed appliances. A pilot study
	Abstract
	Background
	Methods
	Study design, inclusion and exclusion criteria
	WSL assessment
	Saliva collection and salivary Stephan curve kinetics
	DNA isolation and sequencing
	Statistical analysis

	Results
	Discussion
	Limitations

	Conclusions
	References


