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Abstract: Background: Type-2-Diabetes (T2D) and Periodontitis are major inflammatory diseases.
However, not much is known about the specific subgingival microbiota in Mexicans with diabetes
and metabolic dysbiosis. The aim of this study was to describe the subgingival microbiota of
Mexicans with T2D and the different periodontal and metabolic conditions, through “Checkerboard”
DNA–DNA hybridization. Methods: Subjects were divided into two groups—periodontal-health
(PH) (PH_non-T2D; n = 59, PH_T2D; n = 14) and generalized-periodontitis (GP) (GP_non-T2D;
n = 67, GP_T2D; n = 38). Obesity (BMI ≥ 30 kg/m2) and serum levels of glycated-hemoglobin
(HbA1c), total-lipids, triglycerides, total-cholesterol, high-density-lipids, and low-density-lipids were
measured for the T2D individuals. Subgingival microbial identification was processed for 40 species
through DNA-probes. Results: Subjects with T2D harbored significantly higher mean total levels (PH:
p < 0.001, and GP_NS), a lower proportion of “red” complex (GP: p < 0.01), a higher proportion of
“yellow” (GP; p < 0.001), and “orange” (GP; p < 0.01) complex than the non-T2D. GP_T2D individuals
exhibited a greater proportion of putative-species—Campylobacter gracilis and S. constellatus (p < 0.001),
and Parvimonas micra and Prevotella nigrescens (p < 0.01), than GP_non-T2D. T2D individuals with
HbA1c > 8% had presented significantly higher mean pocket-depth and higher levels of G. morbillorum
(p < 0.05) and those with obesity or dyslipidemia harbored higher levels, prevalence, or proportion of
Streptococcus sp., Actinomyces sp., and Capnocytophaga sp. Conclusions: T2D individuals harbored
a particular microbial profile different to non-T2D microbiota. Metabolic control was related to
dysbiosis of microbiota—HbA1c>8% related to periodontitis and obesity or dyslipidemia with the
predominance of saccharolytic bacteria, irrespective of their periodontal condition.

Keywords: Type 2 diabetes mellitus; periodontitis; subgingival microbiota; “Checkerboard”
DNA–DNA hybridization; obesity; glycemic poor control; dyslipidemia

1. Introduction

Worldwide, diabetes mellitus (DM) was found to have a prevalence of about 9% by 2014,
and millions of deaths have resulted due to complications arising from this disease [1]. Mexico has the
fifth highest rate of DM (12%) around the world with a Type 2 diabetes mellitus (T2D) incidence rate
of 14.4% and 13.7% for males and females, respectively. An incidence rate of 28.1% of obesity (body
mass index ≥30 kg/m2) in the global adult population has been recognized in upper middle-income
countries [2,3]. A variety of chronic and metabolic diseases are related to DM, and some metabolic
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conditions including obesity, dyslipidemia, overweight, and obesity are crucially linked. Additionally,
lifestyle factors like physical inactivity, unhealthy diet, tobacco smoking, and alcohol consumption are
considered risk factors that increase prolonged states of hyperglycemia and lead to mortality from
diabetes [2].

Evidence supports significant associations between periodontal inflammation, glycemic control,
and dyslipidemia, and there is a growing evidence of an independent association between periodontitis
and the incidence of diabetes [4,5]. Microbial subgingival composition of T2D individuals with
periodontitis have been identified in past studies, which found the highest prevalence of periodontal
pathogens like Porphyromonas gingivalis and Tannerella forsythia [6–9]. However, recent studies on
The Human Oral Microbiome Database (HOMD) were found to be contradictory. These studies
report a higher prevalence of putative periodontal pathogens like Fusobacterium sp., Aggregatibacter
sp., and Prevotella sp. of T2D subjects with periodontitis [7,10]. In addition to the above, there is
no evidence if dysbiosis of subgingival microbiota occurs in presence of metabolic conditions like
poor glycemic control, obesity, or dyslipidemia of T2D individuals and it remains unclear whether
specific subgingival microbial profiles can distinguish between diabetic and non-diabetic (non-T2D)
individuals [4,11].

The aim of this study was to describe the subgingival microbiota of T2D subjects with
periodontal-health (PH) and generalized-periodontitis (GP) and compare it with non-T2D individuals
and similar periodontal condition, using the “Checkerboard” DNA–DNA hybridization technique,
and to determine the microbial composition in different metabolic levels of glycemic control, lipid profile,
and obesity of T2D subjects.

2. Materials and Methods

2.1. Subject Population

The study was approved by the Ethics Committee of the Health Sciences Institute at Autonomous
University of the State of Hidalgo (Cinv/o/048/2016). Procedures were described to subjects prior to
requesting their signature on informed-consent forms, acknowledging their willingness to participate.
Subjects were randomly selected from patients at the Periodontology Department of UNAM and the
Diabetes Prevention and Detection Clinic affiliated to the University of the State of Hidalgo (UAEH).

The population consisted of 178 subjects classified as periodontal-health (PH_non-T2D; n = 59,
PH_T2D; n = 14) and generalized-periodontitis (GP_non-T2D; n = 67, GP_T2D; n = 38). Subjects had
not received any periodontal therapy in the past, were non-current smokers, presented at least 18 teeth
(excluding third molars), and were born in Mexico.

Through medical evaluations, diabetic subjects were diagnosed with T2D at least one year prior
to their inclusion in the study (7.5 ± 0.8 years since diagnosis, mean ± standard error of the mean
[SEM]) and exhibited levels of glycated hemoglobin (HbA1c) ≥ 6.5% on at least two separate tests.
Classification of individuals was according to the most recent classification to periodontal conditions,
considering their extent and distribution [12]. PH subjects had ≤4 sites with attachment levels (AL) of
4 mm, no sites with AL ≥ 5 mm or suppuration (SUP), mean full-mouth pocket-depth (PD) ≤ 3 mm,
≤40% of sites with bleeding on probing (BOP), and were of at least 18 (non-T2D) and 35 (T2D) years
of age. GP subjects had ≥30% sites with AL ≥ 5 mm and were of at least 35 years of age. Exclusion
criteria included current smokers, pregnancy, lactation, antibiotic-therapy in the 3 months prior to
sampling, and any systemic condition (except T2D in the corresponding groups), such as HIV/AIDS or
autoimmune diseases. Subjects receiving exogenous-insulin or presenting type 1 diabetes were also
excluded. General and clinical characteristics of the subject population are summarized in Table 1.
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Table 1. General and clinical characteristics of the subject population (N = 178).

Variable
PH Non-T2D (n = 59) PH T2D (n = 14) GP Non-T2D (n = 67) GP T2D (n = 38)

Media SEM Media SEM MW Media SEM Media SEM MW

Age (years) ‡ † 31.39 ± 1.20 46.00 ± 2.10 ‡ 49.10 ± 1.24 59.47 ± 1.77 ‡

Gender (% female) 59.32 ± 57.14 ± 53.73 ± 68.42 ±

Height (cm) 160.86 ± 1.97 159.57 ± 2.69 160.50 ± 1.46 151.08 ± 1.50
Weight (kg) 68.53 ± 2.12 69.93 ± 3.11 70.36 ± 2.56 64.11 ± 2.33
Body fat (%) * 35.22 ± 2.09 31.11 ± 1.94 27.11 ± 1.41 30.69 ± 1.20
Mean body mass index 26.58 ± 0.76 27.45 ± 1.09 26.91 ± 0.74 27.98 ± 0.81
Overweight and obesity (%) 57.58 ± 64.29 ± 59.09 ± 71.05 ±

Obesity I, II, and III (%) 21.21 ± 21.43 18.18 23.68
Glycated hemoglobin (%) - 8.17 ± 0.52 8.31 ± 0.34
Number of missing teeth ‡ 1.29 ± 0.21 2.00 ± 0.59 3.37 ± 0.29 3.82 ± 0.41
Mean pocket-depth (mm) ‡ € 2.16 ± 0.04 2.32 ± 0.09 3.90 ± 0.12 3.19 ± 0.13 ‡

Mean attachment level (AL, mm) ‡ € 1.89 ± 0.04 1.40 ± 0.08 ‡ 4.32 ± 0.15 3.45 ± 0.17 †

Mean number sites with AL ≥ 5 mm ‡ € 0 ± 0 0 ± 0 50.52 ± 3.64 35.97 ± 4.37
% sites with:

Plaque accumulation 45.88 4.92 86.28 4.11 † 51.71 4.30 92.86 1.53 ‡

Gingival erythema 19.87 ± 3.46 22.81 ± 8.04 25.00 ± 3.70 34.81 ± 3.49
Bleeding on probing ‡ † 16.35 ± 2.54 30.34 ± 3.75 * 45.95 ± 2.76 58.13 ± 3.79
Suppuration ‡ € 0 ± 0 0 ± 0 4.91 ± 0.91 18.34 ± 2.51 ‡

Paired differences were determined by the Mann–Whitney U (MW column) test: * p < 0.05, † p < 0.01, ‡ p < 0.001 PH and GP non-T2D versus T2D, * p < 0.05, ‡ p < 0.001 PH non-T2D versus
GP non-T2D, and † p < 0.01, € p < 0.001 PH T2D versus GP T2D (significances in labels). PH—periodontal-health; GP—generalized-periodontitis; non-T2D—non-diabetic individuals;
T2D—Type-2-Diabetes; SEM—Standard Error of Mean.
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2.2. Clinical Evaluation and Sample Collection

Clinical data and samples were collected per subject, on a single visit, by a calibrated clinician.
General information obtained included medical history, age, gender, smoking status, weight, height,
blood pressure, BMI (kg (weight)/m2 (height)), overweight (BMI: 25.0–29.9), obesity (BMI: 30.0–34.9,
class I; 35.0–39.9, class II; ≥40.0, class III) and recent systemic antibiotic-therapy. Specific T2D
information included time since diagnosis and pharmacological treatment for glycemic control.
Periodontal parameters included previous periodontal treatment, number of missing teeth and clinical
measurements taken at 6 sites per tooth from all teeth excluding third molars (168 sites per subject),
as previously described [13]. Measurements assessed were PD (mm), AL (mm), plaque accumulation,
(PLA, 0/1—undetected/detected), gingival erythema (GE, 0/1), BOP (0/1), and SUP (0/1). PD and AL
were recorded twice by the same examiner, using a North Carolina periodontal probe. The average of
the pair of measurements was used in the analyses.

After drying and isolation with cotton rolls, supragingival plaque was removed with curettes
and subgingival plaque samples were obtained with individual sterile Gracey curettes from the
mesio-buccal site, for up to 28 teeth (excluding third molars). Samples were placed in individual tubes
containing 150 µL of TE buffer (10 mM Tris-HCl, 0.1 mM EDTA, pH 7.6), dispersed, and 100 µL of 0.5 M
NaOH was added to each tube. A 5 mL sample of peripheral blood was collected from T2D subjects
using a standard venipuncture technique and were placed in 16 × 100 mm glass vacutainer tubes
containing sodium heparin (Becton, Dickinson, and Co., Franklin Lakes, NJ, USA). Tubes were inverted
several times and processed to determine serum levels of HbA1c, total-lipids (TL), triglycerides (TG),
total-cholesterol (TC), high-density-lipids (HDL), and low-density-lipids (LDL).

2.3. Microbial Assessment

Digoxigenin labeled whole-genomic DNA-probes were prepared using a random primer
technique [14]. Samples were processed individually for the detection and enumeration of 40 microbial
species through “Checkerboard” DNA–DNA hybridization [15], following the procedures previously
described. The list of bacterial strains employed for the development of the DNA-probes is presented
in Table 2. DNA was isolated and purified [16] from American Type Culture Collection (Rockville, MD)
lyophilized stocks. Specificity and sensitivity of the DNA-probes were assessed, and the sensitivity of
the assay was adjusted to approximately 104 cells of each species.
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Table 2. Reference strains employed for the development of the DNA-probes.

Species ATCC Complex Species ATCC Complex

Actinomyces georgiae 49285 Actinomyces Neisseria mucosa 19696 Other
Actinomyces israelii 12102 Actinomyces Parvimonas micra 33270 Orange

Actinomyces naeslundii 12104 Actinomyces Porphyromonas endodontalis 35406 Other
Actinomyces odontolyticus 17929 Purple Porphyromonas gingivalis 33277 Red

Actinomyces viscosus 43146 Actinomyces Prevotella intermedia 25611 Orange
Aggregatibacter actinomycetemcomitans * Ungrouped Prevotella melaninogenica 25845 Other

Campylobacter gracilis 33236 Orange Prevotella nigrescens 33563 Orange
Campylobacter rectus 33238 Orange Propionibacterium acnes 6919 Other
Campylobacter showae 51146 Orange Selenomonas artemidis 43528 Other

Capnocytophaga gingivalis 33624 Green Selenomonas noxia 43541 Ungrouped
Capnocytophaga ochracea 27872 Green Streptococcus anginosus 33397 Yellow

Capnocytophaga sputigena 33612 Green Streptococcus constellatus 27823 Orange
Corynebacterium matruchotii 14266 Other Streptococcus gordonii 10558 Yellow

Eikenella corrodens 23834 Green Streptococcus intermedius 27335 Yellow
Eubacterium saburreum 33271 Other Streptococcus mitis 49456 Yellow

Eubacterium sulci 35585 Other Streptococcus oralis 35037 Yellow
Fusobacterium nucleatum ** Orange Streptococcus sanguinis 10556 Yellow

Fusobacterium periodonticum 33693 Orange Tannerella forsythia 43037 Red
Gemella morbillorum 27824 Other Treponema denticola 35405 Red
Leptotrichia buccalis 14201 Other Veillonella parvula 10790 Purple

* Serotypes a (43717) and b (43718) were combined to generate a single DNA-probe. ** Subspecies nucleatum (25586), polymorphum (10953), and vincentii (49256) were combined to generate
a single DNA-probe. (ATCC—American Type Culture Collection, Rockville, MD. Complex—species were grouped acording to the descriptions of microbial complexes in subgingival
plaque [17,18], with the following exceptions—C. matruchotii, E. saburreum, E. sulci, G. morbillorum, L. buccalis, N. mucosa, P. endodontalis, P. melaninogenica, P. acnes, and S. artemidis were
grouped as “Other”).
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2.4. Statistical Analyses

Statistical descriptive analysis of age, gender, height, weight, body weight, BMI, overweight,
obesity, obesity I, II, III, serum levels of HbA1c, and clinical periodontal measurements—PD, AL,
PLA, GE, BOP, SUP—are shown in Table 1; each expressed by their mean ± SEM. Clinical parameters
differences were sought between the paired comparisons of the diabetic groups (separately for PH
and GP), as well as between the periodontal groups, and separately for the non-T2D and T2D groups,
assessed by Mann-Whitney U (MW) test.

Microbial data available were the absolute counts of each of the 40 test species from up to
28 subgingival plaque samples per subject (mean = 25.3 samples/subject, total = 4,205 samples).
The analyses compared the composition of subgingival plaque between clinical groups, expressed
as mean levels (DNA-probe count) ± SEM, prevalence (% sites colonized) ± SEM, and proportion
(% total DNA-probe count) ± SEM of individual species. The proportion of microbial complexes
was also determined by grouping the test species as similarly as possible to previous descriptions of
microbial complexes, in subgingival plaque [17,18]. Exceptions are noted in Table 2. Each data type
was computed for individual species and for microbial complexes in every sample, averaged within a
subject, and then across subjects, in each group. Microbial differences were sought between paired
comparisons between diabetic groups, separately for PH and GP, and between the periodontal groups
(non-T2D and T2D), assessed by the MW test.

T2D individuals were separate between paired comparisons in obesity (BMI ≥ 30, n = 40) and
non-obese T2D (BMI < 30, n = 12) as well as subjects with complete serum levels results distributed
and compared between the HbA1c ≤ 8% (n = 31) versus HbA1c > 8% (n = 17); TL ≤ 800 mg/100 mL
(n = 38) versus TL > 800 mg/100 mL (n = 10); TG < 150 mg/100 mL (n = 18) versus TG ≥ 150 mg/100
mL (n = 30); TC < 185 mg/100 mL (n = 25) versus TC ≥ 185 mg/100 mL (n = 23); HDL > 45 mg/10
(n = 9) versus HDL ≤ 45 mg/100 mL (n = 39); LDL < 100 mg/10 (n = 9) versus LDL ≥ 100 mg/100
mL (n = 39); and atherogenic index—LDL/HDL < 3 mg/10 (n = 15) versus LDL/HDL ≥ 3 mg/100 mL
(n = 33). Clinical parameters and microbial data were sought between the clinical measurements
groups in the different serum levels previously mentioned.

In all statistical tests, values of significance were adjusted for multiple comparisons, as previously
described [19].

3. Results

The mean general information and clinical parameters (± SEM) of the 4 clinical groups are
summarized in Table 1. Differences that were statistically significant between PH groups were age,
AL (p < 0.001), PLA (p < 0.01), and BOP (p < 0.05) and between GP groups were age, PD, PLA,
SUP (p < 0.001), and AL (p < 0.01) (non-T2D versusT2D). The main differences between periodontal
groups (SP versus GP) showed that GP individuals harbored a higher mean of PD, AL, number sites
with AL ≥ 5 mm, SUP (p < 0.001, non-T2D and T2D), age, BOP (p < 0.001, non-T2D, and p < 0.01, T2D),
and number of missing teeth (p < 0.001, non-T2D). The general population presented a mean over
57.58% of overweight and obesity. Additionally, the GP_T2D group harbored the highest mean of the
mentioned parameter than the rest of groups (71.05%).

From the total microbial samples (N = 4205) each of the 4 clinical groups represented a considerable
number of samples for microbial comparisons and all of the test species were detected in the non-T2D
(PH: n = 1400 and GP: n = 1551) and the T2D samples (PH: n = 353 and GP: n = 1551).

Figure 1 represents mean total levels of bacterial species (total DNA-probe count × 105
± SEM) in

all subject groups. T2D subjects harbored higher mean total levels than non-T2D in both PH and GP
groups. However, the difference was statistically significant only in PH (PH—non-T2D 133.16 ± 17.72
versus T2D 268.01 ± 40.63, p < 0.001, and GP—non-T2D 128.77 ± 11.96 versus GP_T2D 349.25 ± 23.26,
NS). No significant differences were detected between the PH and GP subjects with either non-T2D or
T2D systemic conditions (Table S1).
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Figure 1. Mean total levels per group (total DNA-probe count × 105
± SEM) of subgingival plaque

samples from 178 non-T2D and T2D subjects (PH_non-T2D, n = 59; PH_T2D, n = 1; GP non-T2D,
n = 67; and GP T2D, n = 38). Paired differences were determined by the Mann–Whitney test.
The difference between the PH and GP non-T2D versus T2D were observed in each group. ‡ p < 0.001.
NS—not significant.

Mean individual total levels (total DNA-probe count × 105) of the 40 bacterial species showed
in Figure 2, had presented higher levels in all species of T2D groups, with the exception T. forsythia,
which showed higher mean levels for non-T2D groups (PH and GP). The difference was statistically
significant in the T2D groups, which harbored higher mean individual levels than the non-T2D of
species Actinomyces georgiae, Actinomyces israelii, Actinomyces naeslundii (GP non-T2D versus T2D,
p < 0.001), Actinomyces viscosus (PH non-T2D versus T2D, p < 0.05, and GP non-T2D versus T2D,
p < 0.001), Streptococcus anginosus (PH non-T2D versus T2D, p < 0.05, and GP non-T2D versus T2D,
p < 0.001), Streptococcus gordonii (PH non-T2D versus T2D, p < 0.05), Streptococcus intermedius (PH
non-T2D versus T2D, p < 0.05), Streptococcus sanguinis (PH non-T2D versus T2D, p < 0.01, and GP
non-T2D versus T2D, p < 0.001), Veillonella parvula (GP non-T2D versus T2D, p < 0.001), Capnocytophaga
ochracea (PH non-T2D versus T2D, p < 0.05, and GP non-T2D versus T2D, p < 0.001), Capnocytophaga
sputigena, Campylobacter gracilis (PH non-T2D versus T2D, p < 0.01), Campylobacter showae (PH non-T2D
versus T2D, p < 0.05), Campylobacter rectus, Fusobacterium nucleatum, Fusobacterium periodonticum,
Parvimonas micra, and Aggregatibacter actinomycetemcomitans (GP non-T2D versus T2D, p < 0.001),
Streptococcus constellatus (PH non-T2D versus T2D, p < 0.01, and GP non-T2D versus T2D, p < 0.001),
Corynebacterium matruchotii (GP non-T2D versus T2D, p < 0.01), Eubacterium saburreum (PH non-T2D
versus T2D, p < 0.01, and GP non-T2D versus T2D, p < 0.001), Neisseria mucosa (PH non-T2D versus
T2D, p < 0.05), and Selenomonas artemidis (PH non-T2D versus T2D, p < 0.05, and GP non-T2D versus
T2D, p < 0.001) (Figure 2). Significant differences were detected between PH and GP with either
non-T2D or T2D, only with higher individual levels of P. gingivalis in the non-T2D—(PH versus GP,
p < 0.001), and T2D (PH versus GP, p < 0.05) (Figure 2, Table S1).
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The mean prevalence (% sites colonized) of the 40 individual test-species showed a higher
percent in the T2D groups, irrespective of their periodontal condition. PH_T2D subjects exhibited a
significantly higher mean prevalence than the PH_non-T2D subjects of the species, namely A. naeslundii
(PH—non-T2D 69.1% ± 3.3 versus T2D 92.3% ± 2.2, p < 0.05), C. rectus (PH—non-T2D 32.4% ± 3.7
versus T2D 62.9% ± 6.6, p < 0.05), and S. artemidis (PH—non-T2D 35.5% ± 4.2 versus T2D 68.4% ± 6.2,
p < 0.05). The GP_T2D group exhibited a significantly higher mean prevalence than the GP_non-T2D
of 27 out of the 40 evaluated species (Table S2). The statistically significant differences between GP
and PH subject in non-T2D was due to a higher prevalence of A. naeslundii (non-T2D—PH 69.1% ±
3.3 versus GP 46.2% ± 4.3, p < 0.05), P. gingivalis (non-T2D—PH 41.5% ± 4.3 versus GP 63.9% ± 3.5,
p < 0.01), and T. forsythia (non-T2D—PH 38.6% ± 4.0 versus GP 55.9% ± 3.2, p < 0.05). No statistically
significant differences were observed between PH and GP in the T2D groups.

The mean proportions (% total DNA-probe count) of microbial complexes in each clinical group
are summarized in Figure 3. PH and GP groups exhibited higher proportions of the red-complex species
in the non-T2D individuals than in the T2D ones (GP non-T2D—19.1% versus GP T2D—9.3%, p < 0.01),
and in the “yellow” (GP non-T2D—6.8% versus T2D—14.1%, p < 0.001), “green” (GP non-T2D—5.9%
versus T2D—6.1%, NS), and “orange” (GP non-T2D—17.9% versus T2D—22.8%, p < 0.01) complex
species with a higher proportion in the T2D groups than in the non-T2D (Figure 3).
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Figure 3. Mean proportion (% total DNA-probe count) of microbial complexes subgingival plaque
samples from 178 non-T2D and T2D subjects (PH_non-T2D, n = 59; PH_T2D, n = 14; and GP non-T2D,
n = 67; GP T2D, n = 38). Taxa were grouped according to the descriptions of microbial complexes
in the subgingival plaque [17,18]. Paired differences were determined by the Mann–Whitney test,
after adjusting for 8 comparisons, as previously described [19]. The difference between the PH and GP
non-T2D versus T2D: * p < 0.05, † p < 0.01, ‡ p < 0.001. The differences in the T2D groups (PH vs. GP)
were not statistically significant.

Mean individual proportions of the 40 evaluated species are summarized in Figure 4.
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and then across subjects in each group. Taxa were grouped by colored lines, according to the descriptions of the microbial complexes in the subgingival plaque [17,18]
(exceptions are noted in Table II) and are presented alphabetically within each complex. Paired differences were determined by the Mann–Whitney test after adjusting
for 40 comparisons, as previously described [19]. The difference between GP non-T2D versus T2D (greater significances found in the GP-T2D group); PH versus GP
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significant; A. actinom—Aggregatibacter actinomycetemcomitans.
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Mean individual proportions of the 40 evaluated species are summarized in Figure 4. Subjects with
GP_T2D exhibited significantly higher proportions than the non-T2D of species A. georgiae, S. anginosus,
S. intermedius, Streptococcus mitis, Streptococcus oralis (p < 0.001), S. sanguinis (p < 0.01), V. parvula
(p < 0.05), C. ochracea, C. gracilis, S. constellatus (p < 0.001), P. micra, Prevotella nigrescens (p < 0.01),
Selenomonas noxia (p < 0.01), and S. artemidis (p < 0.001) (Figure 4, Table S3). The statistically significant
differences between the GP and PH subject in non-T2D were due to a higher proportion of “red”
complex (p < 0.01), and P. gingivalis (p < 0.001) species, and a lower proportion of “Actinomyces” complex
(p < 0.05), A. naeslundii (p < 0.01), “yellow” complex, and S. mitis (p < 0.05) species. No statistically
significant differences were observed between PH and GP in the T2D individuals (Figures 3 and 4) and
between PH non-T2D and T2D (Table S3).

Clinical parameters and statistically significant microbial data between clinical measurements
groups in obesity and different serum levels of HbA1c subjects are shown in Table 3. No statistically
significant differences observed between the T2D individuals with BMI < 30 and BMI ≥ 30 with other
periodontal clinical measurements or serum levels. However, all periodontal measurements presented
a higher mean percent in obesity and in individuals with HbA1c > 8% but only the mean pocket-depth
presented significantly higher mean percent in poor glycemic control (p < 0.01) (Table 3).

Table 3. Clinical characteristics and statistically significant microbial data of T2D subjects.

Parameter
Obesity (−) (n = 40) Obesity (+) (n = 12) MW HbA1c ≤ 8% (n = 31) HbA1c >8% (n = 17) MW

Media SEM Media SEM Media SEM Media SEM

Mean pocket-depth (mm) 2.9 ± 0.1 3.1 ± 0.2 2.7 ± 0.1 3.3 ± 0.2 †

Mean attachment level (AL, mm) 2.9 ± 0.2 2.9 ± 0.3 2.6 ± 0.2 3.2 ± 0.3
Mean number sites with AL ≥ 5 mm 25.6 ± 4.3 28.7 ± 9.2 19.5 ± 3.7 36.5 ± 7.9
Plaque accumulation 90.4 ± 2.0 93.3 ± 1.9 89.0 ± 2.5 94.2 ± 1.6
Gingival erythema 31.4 ± 3.9 32.3 ± 7.0 27.3 ± 3.9 32.1 ± 5.1
Bleeding on probing 50.4 ± 3.9 51.5 ± 7.4 44.7 ± 3.7 58.1 ± 6.5
Suppuration 13.5 ± 2.4 14.6 ± 4.8 10.8 ± 2.5 18.8 ± 4.0
Total lipids (mg/L) 663.7 ± 24.6 677.3 ± 63.8 643.2 ± 24.6 710.0 ± 48.6
Triglycerides (mg/100 mL) 203.8 ± 16.2 303.6 ± 131.1 190.2 ± 16.4 293.2 ± 84.8
Total cholesterol (mg/100 mL) 196.1 ± 9.0 196.9 ± 16.0 191.5 ± 8.7 205.1 ± 15.3
High Density Lipids (HDL) 38.9 ± 1.5 40.1 ± 2.7 40.3 ± 1.6 37.0 ± 2.3
Low Density Lipids (LDL) 142.4 ± 7.8 145.9 ± 15.2 139.1 ± 7.7 150.7 ± 13.7
Atherogenic index (LDL/HDL) 3.8 ± 0.2 3.9 ± 0.7 3.5 ± 0.2 4.3 ± 0.5

Species

S. intermedius_levels 4.4 ± 0.4 9.9 ± 1.8 † 5.0 ± 0.6 7.0 ± 1.4
S. intermedius_proportion 1.5 ± 0.2 2.2 ± 0.4 * 1.7 ± 0.3 1.7 ± 0.3
T. denticola_levels 5.0 ± 0.8 7.4 ± 1.4 * 4.3 ± 0.7 6.3 ± 1.1
N. mucosa_levels 6.4 ± 0.8 14.3 ± 4.2 * 8.0 ± 1.2 9.8 ± 3.0
G. morbillorum_levels 7.7 ± 0.9 10.3 ± 2.4 7.2 ± 1.1 10.8 ± 1.7 *

Paired differences were determined by the Mann–Whitney U (MW) test; * p < 0.05, † p < 0.01; SEM: Standard Error
of the Mean.

Individual mean levels (Lev), prevalence (Prev), or proportion (Pr) ± SEM of the 40 species
evaluated for T2D subjects with obesity (BMI ≥ 30), exhibited significantly increased levels of bacterial
species S. intermedius (Lev_p < 0.01, and Pr_p < 0.05), T. denticola (Lev_p < 0.05), and N. mucosa (Lev_p
< 0.05), as compared to individuals with a BMI < 30. Microbial data also showed a significantly higher
mean levels of Gemella morbillorum in individuals with HbA1c > 8% (Table 3).

Microbial data differences were sought between paired comparisons with different lipid profile
levels; shown in Table 4.
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Table 4. Statistically significant microbial data of T2D subjects with different lipid profile levels.

Species
TL ≤ 800 mg/100

mL (n = 38)
TL > 800 mg/100

mL (n = 10) MW TC < 185 mg/100
mL (n = 25)

TC ≥ 185 mg/100
mL (n = 23) MW LDL < 100 mg/100

mL (n = 9)
LDL ≥ 100 mg/100

mL (n = 39) MW LDL/HDL < 3
mg/100 mL (n = 15)

LDL/HDL ≥ 3
mg/100 mL (n = 33) MW

Media SEM Media SEM Media SEM Media SEM Media SEM Media SEM Media SEM Media SEM

A. israelii_levels 10.17 ± 2.36 15.60 ± 4.15 * 8.08 ± 1.49 14.81 ± 3.92 7.57 ± 2.59 12.17 ± 2.46 8.68 ± 2.11 12.50 ± 2.85
A. naeslundii_prevalence 79.47 ± 3.27 95.82 ± 2.04 † 79.66 ± 4.35 86.37 ± 3.33 65.86 ± 10.00 86.80 ± 2.19 77.40 ± 6.89 85.36 ± 2.56
A. naeslundii_proportion 5.03 ± 0.80 9.84 ± 3.31 3.79 ± 0.45 8.46 ± 1.83 * 3.81 ± 0.78 6.54 ± 1.16 3.66 ± 0.52 7.11 ± 1.34
A. viscosus_proportion 4.22 ± 0.86 5.80 ± 1.43 4.15 ± 1.26 4.98 ± 0.75 3.54 ± 0.71 4.79 ± 0.90 2.74 ± 0.44 5.38 ± 1.03 *

A. actinomycetem._levels 2.20 ± 0.33 1.81 ± 0.66 2.33 ± 0.50 1.89 ± 0.30 1.11 ± 0.25 2.35 ± 0.35 * 1.79 ± 0.32 2.27 ± 0.41
C. rectus_proportion 1.12 ± 0.15 0.66 ± 0.20 1.31 ± 0.21 0.73 ± 0.13 1.22 ± 0.42 0.98 ± 0.13 1.20 ± 0.32 0.95 ± 0.13

C. gingivalis_prevalence 47.88 ± 4.87 74.36 ± 10.63 * 39.88 ± 4.48 67.73 ± 7.32 † 45.56 ± 9.76 55.39 ± 5.32 42.98 ± 6.87 58.45 ± 5.93
C. gingivalis_proportion 1.01 ± 0.22 2.05 ± 0.50 † 0.77 ± 0.09 1.72 ± 0.40 0.77 ± 0.19 1.34 ± 0.25 0.74 ± 0.12 1.46 ± 0.30

C. matruchotii_proportion 5.76 ± 0.86 7.41 ± 1.05 4.40 ± 0.48 7.95 ± 1.32 † 5.50 ± 0.86 6.24 ± 0.86 4.66 ± 0.59 6.75 ± 1.00
E. saburreum_prevalence 63.95 ± 4.60 80.37 ± 8.79 * 62.46 ± 5.53 72.70 ± 6.18 53.41 ± 11.86 70.59 ± 4.24 63.84 ± 8.16 68.97 ± 4.83

E. sulci_prevalence 50.87 ± 4.69 79.74 ± 7.27 † 48.50 ± 5.17 66.00 ± 6.69 * 51.93 ± 10.10 58.03 ± 4.84 54.17 ± 6.86 58.12 ± 5.53
F. periodonticum_prevalence 64.25 ± 5.30 79.69 ± 7.30 60.79 ± 5.87 75.72 ± 6.70 * 59.03 ± 11.37 69.69 ± 4.89 65.90 ± 7.59 68.43 ± 5.67

S. gordonii_prevalence 65.36 ± 5.05 85.47 ± 8.53 * 63.30 ± 5.74 76.08 ± 6.74 * 62.91 ± 10.11 71.56 ± 5.05 73.85 ± 5.79 68.02 ± 6.01
T. forsythia_proportion 2.88 ± 0.43 3.54 ± 1.06 2.20 ± 0.46 3.90 ± 0.64 * 2.91 ± 1.16 3.04 ± 0.43 2.48 ± 0.71 3.26 ± 0.49

TL—total lipids; TC—total cholesterol; LDL—low density lipids; LDL/HDL—atherogenic index; A. actinomycetem—Aggregatibacter actinomycetemcomitans; Paired differences were
determined by the Mann–Whitney U (MW) test; * p < 0.05, † p < 0.01.
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Subjects harbored statistically significant differences in TL poor control, with a higher mean of A.
israelii (Lev_p < 0.05), A. naeslundii (Prev_p < 0.01), Capnocytophaga gingivalis (Prev_p < 0.05 and Pr_p <

0.01), E. saburreum (Prev_p < 0.05), E. sulci (Prev_p < 0.01), S. gordonii (Prev_p < 0.05); in TC poor control
with higher mean percent of A. naeslundii (Pr_p < 0.05), C. gingivalis (Prev_p < 0.01), C. matruchotii
(Pr_p < 0.01), E. sulci (Prev_p < 0.05), F. periodonticum (Prev_p < 0.05), S. gordonii (Prev_p < 0.05), and T.
forsythia (Pr_p < 0.05); in LDL poor control with higher mean of A. actinomycetemcomitans (Lev_p <

0.05); in LDL/HDL risk with a higher mean percent of A. viscosus (Pr_p < 0.05) (Table 4). No statistically
significant differences were observed in the rest of the species evaluated.

4. Discussion

In the general and clinical periodontal evaluation of the present study, subjects with T2D exhibited
significantly more sites with PLA, BOP, and SUP than non-T2D (PH and GP). According to previous
studies, BOP and SUP are indicators of periodontal disease risk and severity in T2D [4,20]. However,
real periodontal damage is evaluated with periodontal attachment loss as part of the periodontal
diagnosis [21]; clinical AL of T2D individuals in the present evaluation exhibited significant less mean
values than those without T2D. The rest of the paired differences, with exception of age, showed a
similar distribution between the non-T2D and T2D groups. In the comparative analyses between
subjects with PH and GP, we determined that individuals harbored differences according to the actual
periodontal classification (considering extent and distribution) [12]. The discrepancies in the “n” of each
clinical group studied, did not represent a problem for clinical or microbial comparison, since sample
collection included full mouth microbial evaluation by standardized curette sampling [22], including
analysis per sample. Despite the fact that T2D individuals represents a higher risk of periodontal
diseases [4], we included PH T2D group, considering the relevance to periodontal comparisons with
PH non-T2D and GP T2D individuals, strongly recommended by the literature [23].

Our results indicated that while some differences could be detected consistently between the
T2D and the non-T2D subjects, significant differences in subgingival microbial profiles were observed
between both diabetic and periodontal groups. Subgingival plaque from T2D and non-T2D harbored
significantly greater levels in the T2D groups (PH and GP), irrespective of the periodontal condition,
this was considered the most important difference reported in a study of the T2D individuals with
periodontitis [24], but the main evidence to the present investigation was contradictory, with a particular
microbiota of the T2D individuals. While some studies had reported similar subgingival microbiota in
periodontitis of T2D and non-T2D individuals [25,26], contradictory recent reports using molecular
techniques, have suggested that specific microorganisms, including the “non-periodontal pathogenic”
species S. sanguinis, S. oralis, S. intermedius, and Actinomyces sp. harbor higher levels or prevalence in
subgingival plaque of T2D individuals [7,27]. The results of the present study are in accordance with
those last reports, with a predominance of levels, prevalence, and proportion of Actinomyces sp. and
Streptococcus sp. in T2D groups (in PH and GP), compared to the non-T2D one. Therefore, our findings
suggested a distinct subgingival microbial profile for T2D individuals, with few differences between
PH and GP.

In the GP_T2D subjects, the highest proportion the “orange” and “yellow” complex species
(not considering the complex “other”) and a lesser proportion of the “red” complex compared to GP
non-T2D individuals and the specific “non periodontal pathogenic” related species of the “purple”
(V. parvula) were observed. The “green” complex (C. ochracea), periodontal putative “orange” (C.
gracilis, S. constellatus, P. micra, and P. nigrescens,), and “other” complex microbial species (S. noxia and S.
artemidis) presented higher mean levels and proportion in the GP_T2D subjects, in accordance with
previously described scientific literature, as studied by sequencing the identification of the HOMD.
An association of some microorganisms with a higher occurrence of specific species like Veillonella
sp. [7]. Campylobacter sp. [28], and Capnocytophaga sp. [7] was also observed in the subgingival plaque
of T2D subjects with periodontitis, in addition to the high prevalence of P. micra and Prevotella sp. in the
subgingival plaque of pre-diabetic subjects with insulin resistance [29]. These main results indicated a
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dysbiosis of the subgingival microflora of T2D individuals, which is certainly related to their systemic
condition. T2D individuals of the present investigation in both PH and GP groups, presented mean
levels of HbA1c over 8.17%, with the highest percent of overweight and obesity.

The subgingival microbiota described in previous studies [6,7,30,31] is currently recognized as
the most frequently associated with chronic and generalized periodontitis. It has been characterized
by higher proportions of “red” complex species and low proportions of Actinomyces sp. compared
to periodontal-health in individuals with non-metabolic risk factors; these reports were in accord
to subgingival microbiota of non-T2D individuals of the present study. On the other hand, similar
findings of a lower prevalence of “red” complex species Porphyromonas sp. and Tannerella sp. have
been reported in subgingival microbiota of T2D individuals with periodontitis [18,32]. Accordingly,
our results indicated that the differences between non-T2D and T2D individuals were modest in the
proportion of the pathogenic species P. gingivalis, T. forsythia, and T. denticola. T2D individuals of the
present study harbored less significant proportion of “red” complex in GP compared to non-T2D and
differences between PH and GP were only in P. gingivalis, which presented higher mean levels and
prevalence in GP_T2D. Recent studies have reported on the subgingival microbiota of individuals
with T2D and other metabolic conditions. These microbial results had reported a “more simple” or
“non-complex” microbiota in the number and kind of species, with a higher variability of putative
periodontal species as compared to non-metabolic compromised individuals [10,29,33]. These findings
were in accord with the results of the present study, which allows us to infer the main role of the
putative periodontal species in the development of GP in T2D individuals with a very particular
microbial profile.

To date, there are no studies that have reported on the changes in the microbiota of T2D
individuals, which have considered metabolic characteristics such as obesity, poor glycemic control,
and dyslipidemia, and have analyzed them as separate risk factors [28,34,35]. Additionally, it remains
unclear if the levels of HbA1c and dyslipidemia are related to changes in the subgingival microbiota of
subjects with T2D [11,28,36]. Nevertheless, a strong association between periodontitis and poor control
of HbA1c (>8%) and lipid profile was reported [11,37–39]. According to the present study, the findings
with all clinical periodontal measurements had higher mean values in T2D individuals with obesity and
HbA1c > 8% showed a strong relation between periodontitis and T2D individuals with such metabolic
disorders. We also determined that T2D individuals with higher obesity levels and proportion of
S. intermedius, and with HbA1c > 8% exhibited significantly higher levels of G. morbillorum but not the
other 40 evaluated species. These results were contradictory to other reports that found that subjects
with obesity show higher proportions of some pathogenic species [40,41] and another study that found
that subjects with poor glycemic control, with mean value of HbA1c > 10%, showed higher abundances
of Streptococcus sp. [42]. Our contradictory findings might be a result of the differences in glycemic
control of T2D subjects.

Our results indicated that microbial dysbiosis of T2D were related by factors beyond just obesity
or glycemic poor control, when considering the subjects who presented with dyslipidemia disorders.
However, we could infer from the present study that subjects with TL, TC poor control, and an
atherogenic index harbored an additional risk factor that influenced microbial changes of T2D, with a
higher proportion of saccharolytic species like Streptococcus sp., Actinomyces sp., and Capnocytophaga
sp., in accordance with the subgingival microbiota of previous reports [35,42]. Despite the fact that
putative or pathogenic periodontal species F. periodonticum, T. forsythia, and A. actinomycetemcomitans
presented higher levels, prevalence, or proportion in T2D individuals with TC and LDL poor control,
and T. denticola in obesity (as observed in this study), it was not clear when those pathogenic species did
not comprise the main microbiota in GP. According to the scientific literature, metabolic and nutritional
status of diabetic individuals are linked to subgingival microbial dysbiosis due to dysregulated
immune-inflammatory responses, and the subgingival environment represent an enriched source of
carbohydrates [10,33,42]. Therefore, the need for a longitudinal study to evaluate the transition of
subgingival microbiota from PH to GP in T2D is evident; however, from the results of the present
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study we could be speculated that T2D might share certain immunological traits that could lead to
comparable changes in the subgingival microbial composition, due to obesity and poor metabolic
control of glycated hemoglobin and lipid profile. Although our results add to the state of clinical and
epidemiological knowledge, there are some limitations in our research—primarily, that cross-sectional
studies cannot establish causal relationships between dependent and independent variables due to its
temporal ambiguity.

5. Conclusions

The results of the present study suggest differences in the subgingival microbiota in accordance
with diabetic status observed. We identified a particular subgingival microbial profile associated
with subjects with GP and T2D, with higher levels, prevalence, or proportion of putative periodontal
species of the “orange” complex, which probably play the main role in pathogenicity and are related
to periodontal disease severity. Additionally, species of the “red” complex play a main pathogenic
role in GP of non-T2D individuals, contradictory to the subgingival microbial profile of T2D groups,
which exhibit a higher proportion of non-pathogenic species in both periodontal conditions (PH and
GP). The distinctive subgingival microbial dysbiosis of T2D subjects was associated with metabolic
control. Additionally, HbA1c > 8% related to periodontitis, obesity, or dyslipidemia harbored a
particular niche in the colonizing-saccharolytic-bacteria, irrespective of the periodontal condition.
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Author Contributions: Conceptualization, A.P.R.-H. and L.-A.X.-F.; Data curation, A.P.R.-H. and L.-A.X.-F.; Formal
analysis, A.P.R.-H. and L.-A.X.-F.; Funding acquisition, A.P.R.-H., L.-A.X.-F., M.d.L.M.-C., A.P.P.-L., and C.E.M.-S.;
Investigation, A.P.R.-H., M.d.L.M.-C., and L.-A.X.-F.; Methodology and Project administration, A.P.R.-H.,
M.d.L.M.-C., A.P.P.-L., and L.-A.X.-F.; Resources, L.-A.X.-F.; Supervision, A.P.R.-H. and L.-A.X.-F.; Validation,
A.P.R.-H. and L.-A.X.-F.; Writing—original draft, A.P.R.-H., M.d.L.M.-C., and L.-A.X.-F.; Writing—review and
editing, A.P.R.-H., C.E.M.-S., and L.-A.X.-F.

Funding: This study was supported in part by Grant IN213006 from the General Direction of Faculty Affairs,
National University of Mexico (PAPIIT. DGAPA. UNAM) and by the School of Dentistry of UNAM.

Acknowledgments: Adriana-Patricia Rodríguez-Hernández carried out the research presented in this study as
a PhD student in the program “Maestría y Doctorado en Ciencias Médicas, Odontológicas y de la Salud” of
the National Autonomous University of Mexico (UNAM). Thanks to the support of the scholarship provided
by the National Council of Science and Technology (CONACYT): CVU 220510. The authors also wish to
acknowledge the invaluable collaboration of Alejandro Monroy-Alquicirez, Sara-Ideny Lucio-Arreola (UAEH),
and Eillen Querol (UNAM).

Conflicts of Interest: The authors declare that there is no conflict of interest in this study.

References

1. WHO. Global Status Report on Noncommunicable Diseases; World Health Organization Library Cataloguing in
Publication Data: Geneva, Switzerland, 2014; p. 280.

2. IDF. Diabetes Atlas, 8th ed.; International Diabetes Federation: Brussels, Belgium, 2017; p. 150.
3. Barquera, S.; Campos-Nonato, I.; Aguilar-Salinas, C.; Lopez-Ridaura, R.; Arredondo, A.; Rivera-Dommarco, J.

Diabetes in mexico: Cost and management of diabetes and its complications and challenges for health policy.
Glob. Health 2013, 9, 3. [CrossRef] [PubMed]

4. Sanz, M.; Ceriello, A.; Buysschaert, M.; Chapple, I.; Demmer, R.T.; Graziani, F.; Herrera, D.; Jepsen, S.; Lione, L.;
Madianos, P.; et al. Scientific evidence on the links between periodontal diseases and diabetes: Consensus
report and guidelines of the joint workshop on periodontal diseases and diabetes by the international
diabetes federation and the european federation of periodontology. J. Clin. Periodontol. 2018, 45, 138–149.
[CrossRef] [PubMed]

http://www.mdpi.com/1660-4601/16/17/3184/s1
http://dx.doi.org/10.1186/1744-8603-9-3
http://www.ncbi.nlm.nih.gov/pubmed/23374611
http://dx.doi.org/10.1111/jcpe.12808
http://www.ncbi.nlm.nih.gov/pubmed/29280174


Int. J. Environ. Res. Public Health 2019, 16, 3184 16 of 17

5. Chapple, I.L.C.; Genco, R.; on behalf of working group 2 of the joint EFP/AAP workshop. Diabetes and
periodontal diseases: Consensus report of the Joint EFP/AAP Workshop on Periodontitis and Systemic
Diseases. J. Clin. Periodontol. 2013, 84, S106–S112. [CrossRef] [PubMed]

6. Castrillon, C.A.; Hincapie, J.P.; Yepes, F.L.; Roldán, N.; Moreno, S.M.; Contreras, A.; Botero, J.E. Occurrence
of red complex microorganisms and Aggregatibacter actinomycetemcomitans in patients with diabetes.
J. Investig. Clin. Dent. 2013, 6, 25–31. [CrossRef] [PubMed]

7. Casarin, R.C.; Barbagallo, A.; Meulman, T.; Santos, V.R.; Sallum, E.A.; Nociti, F.H.; Duarte, P.M.; Casati, M.Z.;
Goncalves, R.B. Subgingival biodiversity in subjects with uncontrolled type-2 diabetes and chronic
periodontitis. J. Periodontal Res. 2013, 48, 30–36. [CrossRef] [PubMed]

8. Haffajee, A.; Bogren, A.; Hasturk, H.; Feres, M.; Lopez, N.; Socransky, S. Subgingival microbiota of chronic
periodontitis subjects from different geographic locations [in process citation]. J. Clin. Periodontol. 2004, 31,
996–1002. [CrossRef] [PubMed]

9. Haffajee, A.; Socransky, S. Microbiology of periodontal diseases: Introduction. Periodontology 2000 2005, 38,
9–12. [CrossRef]

10. Hong, B.Y.; Furtado Araujo, M.V.; Strausbaugh, L.D.; Terzi, E.; Ioannidou, E.; Diaz, P.I. Microbiome profiles
in periodontitis in relation to host and disease characteristics. PLoS ONE 2015, 10, e0127077. [CrossRef]

11. Polak, D.; Shapira, L. An update on the evidence for pathogenic mechanisms that may link periodontitis and
diabetes. J. Clin. Periodontol. 2018, 45, 150–166. [CrossRef]

12. Papapanou, P.N.; Sanz, M.; Buduneli, N.; Dietrich, T.; Feres, M.; Fine, D.H.; Flemmig, T.F.; Garcia, R.;
Giannobile, W.V.; Graziani, F.; et al. Periodontitis: Consensus report of workgroup 2 of the 2017 world
workshop on the classification of periodontal and peri-implant diseases and conditions. J. Periodontol. 2018,
89, S173–S182. [CrossRef]

13. Haffajee, A.D.; Socransky, S.S.; Goodson, J.M. Clinical parameters as predictors of destructive periodontal
disease activity. J. Clin. Periodontol. 1983, 10, 257–265. [CrossRef] [PubMed]

14. Feinberg, A.P.; Vogelstein, B. A technique for radiolabeling DNA restriction endonuclease fragments to high
specific activity. Anal. Biochem. 1983, 132, 6–13. [CrossRef]

15. Socransky, S.S.; Smith, C.; Martin, L.; Paster, B.J.; Dewhirst, F.E.; Levin, A.E. “Checkerboard” DNA-DNA
hybridization. Biotechniques 1994, 17, 788–792.

16. Smith, G.L.; Socransky, S.S.; Sansone, C. “Reverse” DNA hybridization method for the rapid identification of
subgingival microorganisms. Oral Microbiol. Immunol. 1989, 4, 141–145. [CrossRef] [PubMed]

17. Socransky, S.S.; Haffajee, A.D.; Cugini, M.A.; Smith, C.; Kent, R.L., Jr. Microbial complexes in subgingival
plaque. J. Clin. Periodontol. 1998, 25, 134–144. [CrossRef] [PubMed]

18. Socransky, S.S.; Haffajee, A.D. Periodontal microbial ecology. Periodontology 2000 2005, 38, 135–187. [CrossRef]
[PubMed]

19. Socransky, S.S.; Haffajee, A.D.; Smith, C.; Dibart, S. Relation of counts of microbial species to clinical status at
the sampled site. J. Clin. Periodontol. 1991, 18, 766–775. [CrossRef] [PubMed]

20. Cutler, C.W.; Machen, R.L.; Jotwani, R.; Iacopino, A.M. Heightened gingival inflammation and attachment
loss in type 2 diabetics with hyperlipidemia. J. Periodontol. 1999, 70, 1313–1321. [CrossRef]

21. Armitage, G.C. The complete periodontal examination. Periodontology 2000 2004, 34, 22–33. [CrossRef]
22. Tanner, A.; Goodson, J. Sampling of microorganisms associated with periodontal disease. Oral Microbiol.

Immunol. 1986, 1, 15–20. [CrossRef]
23. Liu, L.S.; Gkranias, N.; Farias, B.; Spratt, D.; Donos, N. Differences in the subgingival microbial population of

chronic periodontitis in subjects with and without type 2 diabetes mellitus—A systematic review. Clin. Oral
Investig. 2018, 22, 2743–2762. [CrossRef] [PubMed]

24. Zambon, J.J.; Reynolds, H.; Fisher, J.G.; Shlossman, M.; Dunford, R.; Genco, R.J. Microbiological and
immunological studies of adult periodontitis in patients with noninsulin-dependent diabetes mellitus.
J. Periodontol. 1988, 59, 23–31. [CrossRef] [PubMed]

25. Collin, H.L.; Uusitupa, M.; Niskanen, L.; Kontturi-Narhi, V.; Markkanen, H.; Koivisto, A.M.; Meurman, J.H.
Periodontal findings in elderly patients with non-insulin dependent diabetes mellitus. J. Periodontol. 1998,
69, 962–966. [CrossRef] [PubMed]

26. Yuan, K.; Chang, C.J.; Hsu, P.C.; Sun, H.S.; Tseng, C.C.; Wang, J.R. Detection of putative periodontal
pathogens in non-insulin-dependent diabetes mellitus and non-diabetes mellitus by polymerase chain
reaction. J. Periodontal Res. 2001, 36, 18–24. [CrossRef] [PubMed]

http://dx.doi.org/10.1902/jop.2013.1340011
http://www.ncbi.nlm.nih.gov/pubmed/23631572
http://dx.doi.org/10.1111/jicd.12051
http://www.ncbi.nlm.nih.gov/pubmed/23857867
http://dx.doi.org/10.1111/j.1600-0765.2012.01498.x
http://www.ncbi.nlm.nih.gov/pubmed/22762355
http://dx.doi.org/10.1111/j.1600-051X.2004.00597.x
http://www.ncbi.nlm.nih.gov/pubmed/15491316
http://dx.doi.org/10.1111/j.1600-0757.2005.00112.x
http://dx.doi.org/10.1371/journal.pone.0127077
http://dx.doi.org/10.1111/jcpe.12803
http://dx.doi.org/10.1002/JPER.17-0721
http://dx.doi.org/10.1111/j.1600-051X.1983.tb01274.x
http://www.ncbi.nlm.nih.gov/pubmed/6575980
http://dx.doi.org/10.1016/0003-2697(83)90418-9
http://dx.doi.org/10.1111/j.1399-302X.1989.tb00241.x
http://www.ncbi.nlm.nih.gov/pubmed/2639298
http://dx.doi.org/10.1111/j.1600-051X.1998.tb02419.x
http://www.ncbi.nlm.nih.gov/pubmed/9495612
http://dx.doi.org/10.1111/j.1600-0757.2005.00107.x
http://www.ncbi.nlm.nih.gov/pubmed/15853940
http://dx.doi.org/10.1111/j.1600-051X.1991.tb00070.x
http://www.ncbi.nlm.nih.gov/pubmed/1661305
http://dx.doi.org/10.1902/jop.1999.70.11.1313
http://dx.doi.org/10.1046/j.0906-6713.2002.003422.x
http://dx.doi.org/10.1111/j.1399-302X.1986.tb00310.x
http://dx.doi.org/10.1007/s00784-018-2660-2
http://www.ncbi.nlm.nih.gov/pubmed/30306333
http://dx.doi.org/10.1902/jop.1988.59.1.23
http://www.ncbi.nlm.nih.gov/pubmed/3276868
http://dx.doi.org/10.1902/jop.1998.69.9.962
http://www.ncbi.nlm.nih.gov/pubmed/9776023
http://dx.doi.org/10.1034/j.1600-0765.2001.90613.x
http://www.ncbi.nlm.nih.gov/pubmed/11246700


Int. J. Environ. Res. Public Health 2019, 16, 3184 17 of 17

27. Hintao, J.; Teanpaisan, R.; Chongsuvivatwong, V.; Ratarasan, C.; Dahlen, G. The microbiological profiles of
saliva, supragingival and subgingival plaque and dental caries in adults with and without type 2 diabetes
mellitus. Oral Microbiol. Immunol. 2007, 22, 175–181. [CrossRef] [PubMed]

28. Tam, J.; Hoffmann, T.; Fischer, S.; Bornstein, S.; Grassler, J.; Noack, B. Obesity alters composition and diversity
of the oral microbiota in patients with type 2 diabetes mellitus independently of glycemic control. PLoS ONE
2018, 13, e0204724. [CrossRef]

29. Demmer, R.T.; Breskin, A.; Rosenbaum, M.; Zuk, A.; LeDuc, C.; Leibel, R.; Paster, B.; Desvarieux, M.;
Jacobs, D.R., Jr.; Papapanou, P.N. The subgingival microbiome, systemic inflammation and insulin resistance:
The oral infections, glucose intolerance and insulin resistance study. J. Clin. Periodontol. 2017, 44, 255–265.
[CrossRef]

30. Sardi, J.C.; Duque, C.; Camargo, G.A.; Hofling, J.F.; Goncalves, R.B. Periodontal conditions and prevalence
of putative periodontopathogens and candida spp. In insulin-dependent type 2 diabetic and non-diabetic
patients with chronic periodontitis—A pilot study. Arch. Oral Biol. 2011, 56, 1098–1105. [CrossRef]

31. Zhou, M.; Rong, R.; Munro, D.; Zhu, C.; Gao, X.; Zhang, Q.; Dong, Q. Investigation of the effect of type 2
diabetes mellitus on subgingival plaque microbiota by high-throughput 16s rdna pyrosequencing. PLoS ONE
2013, 8, e61516. [CrossRef]

32. Ximenez-Fyvie, L.A.; Almaguer-Flores, A.; Jacobo-Soto, V.; Lara-Cordoba, M.; Sanchez-Vargas, L.O.;
Alcantara-Maruri, E. Description of the subgingival microbiota of periodontally untreated mexican subjects:
Chronic periodontitis and periodontal health. J. Periodontol. 2006, 77, 460–471. [CrossRef]

33. Saeb, A.T.M.; Al-Rubeaan, K.A.; Aldosary, K.; Udaya Raja, G.K.; Mani, B.; Abouelhoda, M.; Tayeb, H.T.
Relative reduction of biological and phylogenetic diversity of the oral microbiota of diabetes and pre-diabetes
patients. Microb. Pathog. 2019, 128, 215–229. [CrossRef] [PubMed]

34. Maciel, S.S.; Feres, M.; Goncalves, T.E.; Zimmermann, G.S.; da Silva, H.D.; Figueiredo, L.C.; Duarte, P.M.
Does obesity influence the subgingival microbiota composition in periodontal health and disease? J. Clin.
Periodontol. 2016, 43, 1003–1012. [CrossRef] [PubMed]

35. Silva-Boghossian, C.M.; Cesario, P.C.; Leao, A.T.T.; Colombo, A.P.V. Subgingival microbial profile of obese
women with periodontal disease. J. Periodontol. 2018, 89, 186–194. [CrossRef] [PubMed]

36. Allen, E.M.; Matthews, J.B.; DJ, O.H.; Griffiths, H.R.; Chapple, I.L. Oxidative and inflammatory status in
type 2 diabetes patients with periodontitis. J. Clin. Periodontol. 2011, 38, 894–901. [CrossRef] [PubMed]

37. Tsai, C.; Hayes, C.; Taylor, G.W. Glycemic control of type 2 diabetes and severe periodontal disease in the us
adult population. Community Dent. Oral Epidemiol. 2002, 30, 182–192. [CrossRef]

38. Karima, M.; Kantarci, A.; Ohira, T.; Hasturk, H.; Jones, V.; Nam, B.H.; Malabanan, A.; Trackman, P.; Badwey, J.;
Van Dyke, T. Enhanced superoxide release and elevated protein kinase c activity in neutrophils from diabetic
patients: Association with periodontitis. J. Leukoc. Biol. 2005, 78, 862–870. [CrossRef]

39. Bastos, A.S.; Graves, D.T.; Loureiro, A.P.d.M.; Rossa Júnior, C.; Abdalla, D.S.P.; Faulin, T.d.E.S.; Olsen
Câmara, N.; Andriankaja, O.M.; Orrico, S.R. Lipid peroxidation is associated with the severity of periodontal
disease and local inflammatory markers in patients with type 2 diabetes. J. Clin. Endocrinol. Metab. 2012, 97,
E1353–E1362. [CrossRef]

40. Dhir, S.; Wangnoo, S.; Kumar, V. Impact of glycemic levels in type 2 diabetes on periodontitis. Indian J.
Endocrinol. Metab. 2018, 22, 672–677. [CrossRef]

41. D’Aiuto, F.; Gkranias, N.; Bhowruth, D.; Khan, T.; Orlandi, M.; Suvan, J.; Masi, S.; Tsakos, G.; Hurel, S.;
Hingorani, A.D.; et al. Systemic effects of periodontitis treatment in patients with type 2 diabetes: A 12
month, single-centre, investigator-masked, randomised trial. Lancet Diabetes Endocrinol. 2018, 6, 954–965.
[CrossRef]

42. Longo, P.L.; Dabdoub, S.; Kumar, P.; Artese, H.P.; Dib, S.A.; Romito, G.A.; Mayer, M.P.A. Glycaemic status
affects the subgingival microbiome of diabetic patients. J. Clin. Periodontol. 2018, 45, 932–940. [CrossRef]

© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1111/j.1399-302X.2007.00341.x
http://www.ncbi.nlm.nih.gov/pubmed/17488443
http://dx.doi.org/10.1371/journal.pone.0204724
http://dx.doi.org/10.1111/jcpe.12664
http://dx.doi.org/10.1016/j.archoralbio.2011.03.017
http://dx.doi.org/10.1371/journal.pone.0061516
http://dx.doi.org/10.1902/jop.2006.050177
http://dx.doi.org/10.1016/j.micpath.2019.01.009
http://www.ncbi.nlm.nih.gov/pubmed/30625362
http://dx.doi.org/10.1111/jcpe.12634
http://www.ncbi.nlm.nih.gov/pubmed/27717180
http://dx.doi.org/10.1002/JPER.17-0236
http://www.ncbi.nlm.nih.gov/pubmed/29520825
http://dx.doi.org/10.1111/j.1600-051X.2011.01764.x
http://www.ncbi.nlm.nih.gov/pubmed/21883360
http://dx.doi.org/10.1034/j.1600-0528.2002.300304.x
http://dx.doi.org/10.1189/jlb.1004583
http://dx.doi.org/10.1210/jc.2011-3397
http://dx.doi.org/10.4103/ijem.IJEM_566_17
http://dx.doi.org/10.1016/S2213-8587(18)30038-X
http://dx.doi.org/10.1111/jcpe.12908
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Subject Population 
	Clinical Evaluation and Sample Collection 
	Microbial Assessment 
	Statistical Analyses 

	Results 
	Discussion 
	Conclusions 
	References

