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Changes in the oral status 
and periodontal pathogens 
in a Sardinian rural community 
from pre‑industrial to modern time
Eleonora Casula1,6, Maria Paola Contu2,6, Cristina Demontis2, Ferdinando Coghe3, 
Giorgio Carlo Steri4, Alessandra Scano2, Maria Laura Ferrando2,5* & Germano Orrù2

The oral microbial profile in humans has evolved in response to lifestyle changes over the course of 
different eras. Here, we investigated tooth lesions and the microbial profile of periodontal bacteria 
(PB) in dental calculus of a Sardinian pre‑industrial rural community. In total, 51 teeth belonging to 
12 historical individuals buried in an ossuary in the early 1800s and 26 modern teeth extracted from 
26 individuals from the same geographical area were compared to determine the oral health status, 
bacterial load and amount of most relevant PB. Total caries and bacterial genomes count appeared 
to be sex‑related in historical samples. Historical females presented a higher incidence of caries, PB 
pathogens and a higher bacterial load than historical males. Furthermore, we compared the PB profile 
of the historical individuals with the modern ones, revealing a notable increase in modern individuals 
of PB belonging to “Red complex bacteria” often associated with periodontitis and other chronic 
diseases of modern life. Our findings could be explained through an analysis of environmental factors 
such as socioeconomic, hygienic and healthy conditions that can have a great impact on oral health 
and bacterial composition among individuals of the same and different eras.

The analysis of dental wear, chemical composition and carious lesions of historical teeth can provide information 
about the lifestyle of ancient  populations1,2. Archaeological microbiology is expanding through the investigation 
of ancient DNA analysis of oral bacteria recruited within mineralized concretions of  teeth3. The subgingival and 
supragingival plaque of the teeth is rich in calcium phosphates and silicates, which can calcify in situ during the 
life of the  host4, forming layered fossilized concretions known as dental calculus5. These concretions incorporate 
human and microbial DNA, dietary, and other environmental materials, preserving them from taphonomic and 
environmental alterations and keeping them intact for  millennia6. Morphological examinations and genomic 
analysis of dental calculus of ancient humans can reveal how the microbial composition, diet and oral health in 
historical populations differs from that of modern  humans7–12.

The health status of the host and the oral microbial composition are mutually  related13. In recent years, medi-
cal/dental studies have been directed on some oral bacterial species potentially pathogenic known as periodontal 
bacteria (PB). PB are responsible for severe periodontal diseases and appear to play a possible role in the onset of 
several chronic critical illnesses, such as cardiovascular diseases, rheumatoid arthritis and intestinal  cancer14–16.

The most common PB pathogens are grouped into several bacterial complexes based on their pathogenicity: 
(1) Socransky’s “Red complex bacteria”, which include the most highly pathogenic PB, such as Porphyromonas 
gingivalis, Tannerella forsythia, and Treponema denticola; (2) “Orange complex bacteria, including Fusobacterium 
nucleatum and Prevotella intermedia, which form a link between the early colonizers and highly pathogenic 
PB; and (3) Aa-complex comprising Aggregatibacter actinomycetemcomitans, which, together with Red complex 
bacteria, can drive the destruction of the soft tissue and  bone17.
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These bacterial species are normally considered opportunistic PB and are found in the biofilm of the tongue or 
supragingival  plaque18. However, under certain changes in environmental conditions, they can grow as biofilms 
in the subgingival pockets, causing severe inflammation of soft gingival tissue and  bone19. Some researchers have 
suggested that the growth of PB in the oral cavity is also influenced by external factors, including oral hygiene 
and dietary and smoking  habits5,20,21. The current possibility of quantifying these bacteria in dental calculus 
through advanced real-time polymerase chain reaction (RT-PCR)2 represents a sensitive tool for the evaluation 
of oral health of an  individuals22. Only a few studies have investigated whether the communities of pathogenic 
bacteria causing periodontitis are different between historical and modern  populations23. This study aims to 
verify the difference in oral status within and between dental samples derived from individuals living in the 
same geographical area 200 years apart from each other. This comparison could be particularly interesting due 
to the peculiarity of the Sardinian population, which has been genetically stable for centuries but has undergone 
a significant lifestyle change over the course of the last 200  years24.

Methods
Villaputzu site and sampling procedure for human remains. The archaeological samples were 
recovered from a closed charnel house that, according to historical documentation, was coeval with human 
remains. It is found in Villaputzu, a small town located in the Sardinian Sarrabus region (Italy), a territory his-
torically highly isolated.

The charnel house (Fig. 1) is an underground chamber located under the church in Villaputzu’s cemetery 
(39° 26′ 13. 7″ N–9° 34′ 08. 3″ E; URL maps in supporting material). The whole complex was built in the nine-
teenth century and remained usable until 1901. After human remains were exhumed from their original graves, 
they were transferred and thrown into the charnel house through the NW trapdoor. This caused the bones to 
be scattered around the room, and many of them showed fall-related lesions. To conduct the recovery opera-
tions of the human material, the personnel in charge wore appropriate protective attire consisting of coveralls, 
gloves and dust masks. Following the research purpose, operators focused on the salvage of preserved crania 
and mandibulae. The supragingival and subgingival calculus was collected and combined from the teeth of 12 
adult human remains, whose identity was confirmed by morphological observation by an archeologist. Both 
photographic and written records were made in situ, and a code was provided for each sample. Samples were then 
stored in sterile containers to avoid contamination and transferred to the laboratory for biomolecular analyses. 
Periodontal bacterial DNA (pbDNA) was strictly confined inside a strong mineralized coat, which made pbDNA 
cross-contamination between skeletal remains highly improbable in the field. However, all necessary precautions 
were taken to avoid any possible cross DNA contamination. The samples (mandibulae and crania) were gently 
collected to avoid stirring up the dust inside the charnel house. In addition, a small amount of the soil around 
the skeletal remains was collected in sterile Falcon™ tubes (BD Biosciences Bedford MA-USA) and used as an 
internal negative control to ensure effective control of the contamination level and avoid experimental artefacts.

Morphological examination of the teeth and the first step of DNA extraction and the preparation of the 
qPCR master mix were carried out under a laminar flow cabinet by operators wearing sterile gloves and surgical 

Figure 1.  Axonometric projection of the charnel house of the Villaputzu site. Schematic representation of 
the charnel house used as a sampling site of historical dental calcoli: 1 pile of skeletal material in the recovery 
stratum; 2 walking surface; 3 buried muddy stratum; 4a NW trapdoor; 4b SE trapdoor; 5 air ducts; 6 church 
floor; 7 church gate; 8 altar church; x = sample recovery spot. Drawn by G. Orru’.
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masks. DNA AWAY™ Surface Decontaminant (Thermo Fisher Scientific) and UVA light were used to degrade 
any possible source of unwanted DNA deposited on the disposables and work surface.

Dental samples. Two different sample groups (Table  S1) were analysed, including contemporary liv-
ing individuals (modern group n = 26) and historical individuals (historic group n = 12). The modern group 
included the analysis of a set of 26 recent teeth samples from 12 male and 14 female subjects aged between 18 and 
75 (mean 48.9 and median 51.0) recruited from the University of Cagliari, Department of Dental Disease Pre-
vention (DDP), during routine dental extraction procedures. Individuals belonging to the modern group did not 
present microbial dysbiosis or evident clinical signs of periodontal disease. These specimens were chosen from 
teeth that were non restorable due to trauma or during full mouth reconstruction. These samples were extracted 
before this study and date back 2–10 years. Before any tooth extraction, patients were routinely asked to sign an 
informed consent for further use of the extracted teeth for research purposes. Sex and age were registered after 
dental extraction for each sample. Each tooth was placed and stored in a sterile ø 60 mm polystyrene Petri Dish 
(Nunch, Thermo Fisher Scientific Inc. Waltham, MA, USA) at room temperature and kept in dark and dry con-
ditions until analyzed. The historical group included 12 individuals (9 mandibulae and 3 crania), 7 females and 
5 males aged between 18 and 50 years. A total of 51 teeth were extracted from 12 adult human skeletons, with 
a maximum of none teeth and a minimum of one per individual, as described for each individual in Table S1. 
Assuming the teeth coming from the same oral cavity were related, supragingival and subgingival calculi coming 
from the same historic individual were collected and combined to increase the probability of analytical success as 
described by Shiba et al.23. The samples were gently cleaned with a cotton swab to remove surface dirt. The pres-
ence of periodontal diseases or caries were recorded for each cranium. Only the teeth containing visible calculus 
(Fig. 2) were considered for biomolecular analysis, and the mean was two visible calculi per tooth. The teeth were 
then extracted from the dental alveoli of the respective mandibles by using sterile equipment.

Teeth surfaces analysis was performed with a binocular microscope, with a magnification of 10×–50×25, 
to assess the presence of calculus, wear, hypoplasia and caries lesions, or horizontal bone loss by direct visual 
measurement (DVM) in mandibulae26.

Teeth pretreatment. Teeth pretreatment was performed to prepare the historical and modern teeth for 
DNA extraction. After visual inspection, all samples underwent a modified cleaning-decontamination proce-
dure based on Bolnick et al.’s  method27. Briefly, teeth were first brushed with single-use toothbrushes in 2 mL 
nuclease-free  H2O (Invitrogen) to remove soil or traces of dental plaque, and then dipped in 2  mL 5% w/v 
sodium hypochlorite (NaOCl) for 20 min (Masnata Chimici, Elmas-Cagliari Italy). Samples were exposed to a 
UV lamp at 254 nm for 10 min on each side to eliminate any possible surface DNA contamination. The teeth 
were then transferred into 15 mL Falcon™ tubes (BD Biosciences Bedford MA-USA) containing silica spheres 
Ø = 2 mm to allow dental calculus mechanical disruption/breakdown. A solution containing EDTA 0.5 M pH 8.0 
(1 mL), and 0.025 mL of 10 mg/mL proteinase K solution (Sigma Aldrich) was added to each tube. Afterwards, 
the samples were incubated overnight at room temperature in a rotary suspension mixer (New Brunswick Sci-
entific, Connecticut USA, model tc-6) set at 56 rpm with a 45° angle of inclination (Fig. S1). The following day, 
the dental calculus suspension from each sample was used for DNA extraction.

DNA extraction from dental calculus. Bacterial DNA from the calculus suspensions was extracted using 
the CTAB  method28. Briefly, 0.4 mL of suspension was collected in 1.5 mL tubes and incubated for 30 min at 
85 °C. Then, 0.05 mL of 1 mg/ml lysozyme (SIGMA—Aldrich, ST. Louis, Missouri, USA) were added, and the 

Figure 2.  Dental calculus. Dental calculus in an ancient masculine maxillary left lateral incisor and its structure 
magnified under a light microscope (50×).
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samples were incubated at 37 °C for 1 h, at − 20 °C for 30 min and finally at 65 °C for 10 min. Then, 0.07 mL 
of 10% sodium dodecyl sulfate (SDS) and 0.005 mL of proteinase K at a 10 mg/mL concentration (SIGMA—
Aldrich) were added. After vigorous vortexing, the mixture was incubated for 10 min at 65 °C. Next, 0.1 mL of 
NaCl [5 M] and 0.1 mL of CTAB/NaCl (0.274 M CTAB, hexadecyl trimethylammonium bromide and 0.877 M 
NaCl, Sigma-Aldrich) were added to the tube, which was gently mixed by inverting and then incubated at 65 °C 
for 10 min. Then, 0.75 mL of SEVAG Chloroform: Isoamyl Alcohol 24:1 (Sigma-Aldrich) was added, and the 
mixture was vortexed for 10 s. After centrifuging for 5 min (at 12,000 RCF), the upper liquid phase containing 
DNA was transferred to an ice-cold tube. Then, 0.45 mL of iced isopropanol (Sigma-Aldrich) chilled to − 20 °C 
was added to the supernatant, and after mixing gently, the samples were incubated for at least 1 h at − 20 °C and 
centrifuged at 12,000 RCF for 30 min at 4 °C. Then, the supernatant was carefully removed. Tubes were kept 
open for approximately 10 min to allow isopropanol evaporation. DNA pellet was suspended in 20 μl of 1X TE 
Buffer (Thermo Fisher Scientific Inc. USA). DNA concentration and purity (260/280 and 260/230 nm ratio) were 
measured by a NanoDrop™ spectrophotometer (Thermo Fisher Scientific Inc. USA). DNA (0.5 ng) from each 
extract was used for RT-PCR. To remove the residual calcium salts, samples containing DNA were treated with 
a further purification step with a Wizard®SV Gel and PCR Clean-Up System kit (Promega). The DNA was eluted 
in 0.05 mL of ultrapure DNase/RNase-free distilled water (Gibco, Invitrogen Paisley, Scotland, UK). The samples 
were stored at − 80 °C before use, and 0.002 mL was used as a DNA suspension for RT-PCR.

Oligonucleotide design for RT‑PCR. RT-PCR primers species-specific for the detection of PB were 
designed by a blasting search in GenBank (https:// blast. ncbi. nlm. nih. gov/ Blast. cgi). Oligonucleotide primers 
and accession numbers for corresponding sequences and thermodynamic values are shown in Tables S2 and 
S3 respectively. PCR oligos design included the verification of RT-PCR efficiency, annealing temperature (Ta) 
(UNAFold was calculated with DINAMelt  Server29), primer secondary structure (dimer formation, self-comple-
mentarity and hairpin structures) with low free energy (− ΔG)29 oligo were calculated using the Oligo program 
version 4 (MedProbe, Oslo, Norway) and Mfold  program30 to have the most similar Ta and thermodynamic 
properties for all oligos pairs. Primer specificity was checked in silico by blasting the primer sequences to related 
species (data not shown). To quantify the total bacterial  load31 present in dental calculus, 16S rRNA primers were 
designed to target the conserved regions C3 and C4 of the 16S rRNA  gene31,32 as, represented in Fig. S2.

Detection and quantification of PB. Positive controls. DNA was extracted from different PB strains, 
including Aggregatibacter actinomycetemcomitans, genotype 652, CCUG 37005 (68) (Culture Collection, Uni-
versity of Göteborg, Sweden), Fusobacterium nucleatum, subsp. nucleatum CCUG 32989, Prevotella interme-
dia CCUG 2404, and Porphyromonas gingivalis CCUG 25893. Peptostreptococcus micros CCUG 46357, Trepone-
ma denticola DSMZ 14222-Deutsche Sammlung von Mikroorganismen, Braunschweig, Germany, Tannerella 
forsythia cip 105220 (Institute Pasteur, Paris, France). DNA extracted from Escherichia coli ATCC 7075 (Ameri-
can Type Culture Collection) was used as a reference for the quantification of total bacterial load by RT-PCR 
since the extraction of DNA from E. coli guaranteed a high yield and quality of DNA to perform standard curves.

All strains (except E. coli) were cultured on CDC Anaerobe 5% Sheep Blood Agar plates (Microbiol, Uta, 
Cagliari, Italy), and incubated in an anaerobic jar for 7 days at 37 °C. E. coli was inoculated onto a Muller Hinton 
Broth agar plate at 37 °C in air for 24 h. Some isolated colonies of each strain were suspended in distilled water 
until a McFarland turbidity of 4 units, corresponding to approximately 1.2 ×  109 CFU/ml. A total of 400 µl of 
these suspensions was used for the CTAB DNA extraction procedure, as previously described. Bacterial DNA 
was thus quantified by using a Qubit fluorometer (Thermo Fisher Scientific-USA). Each RT-PCR standard curve 
consisted of six concentrations made by tenfold serial dilutions, ranging from  107 to  102 genomes/μl for each 
bacterial species. A total of 5.1 ×  107 fg/µl of DNA from E. coli contained 1 ×  107 genomes per ul (E. coli genome 
length = 4.7 ×  107 bp) (https:// www. techn ology netwo rks. com/ tn/ tools/ copyn umber calcu lator). The detection 
limit of our qPCR assay ranged from 2 ×  103 to 4 ×  102 fg/ul of DNA, corresponding to 400 and 100 genome per 
µl respectively.

Negative controls. An environmental control for RT-PCR was included in the analysis and consisted of approx. 
5 g of soil collected near the skulls before the sampling. The soil material was included in the bacterial DNA 
extraction and each RT-PCR analysis along with the other teeth samples. In addition, an RT-PCR negative con-
trol containing only PCR mix plus nuclease-free water was included in each RT-PCR run.

RT-PCR and standard curve conditions. The concentrations of PB pathogens and the total bacterial load in the 
samples were calculated using RT-PCR respective to a standard curve obtained for each pathogen. The quantity 
of each bacterium (expressed as genomes/µl) was calculated by the interpolation of the sample cycle threshold 
(CT). Each pathogen was expressed as a % of DNA suspension by using the following formula:

The total bacterial genome titer was obtained by using the bacterial PCR threshold cycle interpolated from the 
E. coli standard curve. RT-PCR was performed with a LightCycler instrument (Roche Diagnostics Mannheim, 
Germany) and SYBR Premix Ex Taq Kit (TaKaRa-Clontech®) according to the manufacturer’s instructions. The 
0.02 mL final volume contained 1X 1XPremix Ex Taq (2X), 1X SYBR Green (10,000X), 0.22 μM of each primer, 
and 1 to 10 ng of DNA extract. The thermoprofile of qPCR consisted of (1) on denaturation step at 95 °C for 
30 s, (2) followed by 40 cycles of 5 s at 95 °C, 30 s at 60 °C, and 20 s at 80 °C. The melting curve was performed 

%Pathogen =

(

[

N◦ Pathogen genomes/µl
]

[

Total Bacteria genomes/µl
]

)

∗ 100

https://blast.ncbi.nlm.nih.gov/Blast.cgi
https://www.technologynetworks.com/tn/tools/copynumbercalculator
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from 45 to 95 °C and with a transition rates of the 0.1 °C/s in the 45 °C segment and 20 °C/s for the other steps. 
Fluorescence was detected at the end of the 80 °C segment in the PCR step (single mode) and the 45 °C segment 
in the melting step (continuous mode) in the F1 channel. During the optimization of the RT-PCR reaction, 
products were analyzed by using agarose gel and RT-PCR melting curve analysis to ensure a correct sample 
product size and melting temperature (Tm) of each amplicon (Figs. S3 and S4). Melting curve analysis relies on 
the principle that dsDNA products of different sizes or compositions melt at different temperatures, producing 
distinct melt peaks. Melting curve analysis of the RT-PCR amplicons for each PB showed that intercalating dye 
(SYBR Green) produced a single, specific product (presence of a single peak above at Tm of 80 °C) (Figs. S3 and 
S4). All RT-PCRs, except for sex determination, showed a comparable efficiency from ≃ 96 to 98%, Table S3. In 
addition, each pair of RT-PCR primers was tested using DNA template extracted from each PB species to verify 
the amplification product only in the presence of the specific DNA target.

RT-PCR efficiency was evaluated by using each standard curve slope with the equation [e =  10−1/slope], where 
e = theoretical efficiency, slope of the standard curve, plotted with the y-axis as Ct and the x-axis as log quantity 
of bacterial genomes.

To avoid errors due to different sampling or different amounts of calculus for each tooth, the total bacterial 
load (number of corresponding E. coli genomes) was normalized per microgram of DNA in the sample, quanti-
fied by the Qubit 9  V® fluorometer (Invitrogen).

Sex determination. Regarding the archaeological samples, sex determination was carried out by the RT-
PCR procedure described by Fazi et al.33, using primers/probe described in Table S2, as well as in Figs. S5 and 
S6. Mandibular landmarks were also used as sexual dimorphism  indicators34. The concordance between the two 
sex determination methods was 99%. Concerning modern samples, sex was recorded alongside the extraction 
procedure.

Age estimation. To estimate the age of the historical teeth two methods were applied: (1) one based on the 
use of a dental eruption chart, and (2) the second method named, Cameriere’s method based on morphological 
variations of  teeth5. Briefly, Cameriere’s method consists in the measurement of the ratio between the length of 
the projection of the open apices in the tooth roots/the length of the axis major of the tooth. The age measure-
ment was based on the ratio between the length of the projection of the open apices and the length of the axis 
major of the tooth area/pulp  area36.

Statistical analysis. Absolute quantitation by RT-PCR was performed by procedures described in the 
 literature37. Each sample was analyzed in three separate RT-PCR runs in duplicate and quantitative data were 
expressed as the mean ± SD. Pearson’s chi-squared and Mann–Whitney U tests were used to evaluate the signifi-
cance between different analytical groups. modern/old or males/females (*p < 0.05, **< p 0.01, ***p < 0.001). The 
accordance level between anthropological and biomolecular methods (sex determination) was estimated by the 
Cohen statistical  procedure36.

Results
Dental caries and total bacterial load among historical and modern dental samples. Macro-
scopic investigation of dental calculus revealed the presence of 45.1% carious lesions in historical teeth (number 
of decayed teeth/total teeth), whereas modern teeth presented 34.6% dental caries (Table 1, p > 0.05). In par-
ticular, historical females (teeth n = 28) showed a significant increase in caries (35.3%), compared to the 9.8% in 
males (teeth n = 23) (p < 0.05) (Table 1, Fig. 3). In contrast, no significant difference in the prevalence of caries 
was observed between sexes in the modern group (p > 0.05).

Morphological examinations highlighted a poor oral health status with a higher incidence of bone loss (33.3% 
of individuals) and tooth wear (51% of teeth) in historical samples (Table 1). Furthermore, the presence of enamel 
hypoplasia (35.2% of individuals) could reflect exposure to systemic stress events (Table 1). Representative images 
obtained with ancient skeletal remains (teeth and mandibulae) are shown in the supporting figures: Figs. S7–S11.

Table 1.  Macroscopic investigation of dental calculus of the examined skeletal fragments, teeth and 
mandibulae (% per gender) coming from historical and modern individuals. The macroscopic investigation of 
dental calculus was performed per tooth and describes the frequencies of dento-alveolar features by sex. Total 
historical teeth n = 51; Historical males teeth n = 23; Historical females teeth n = 28. Total modern teeth n = 26 
Modern males teeth n = 12; Modern females teeth n = 14. *% carious lesions in teeth (number of decayed teeth/
total teeth). § Data related to alveolar reabsorption.

Lesion Total individuals Males Females Total individuals Males Females

% dento-alveolar features in historical teeth % dento-alveolar features teeth in Modern teeth

Caries* 45.13 9.84 35.35 34.62 25.00 42.86

Tooth Wear 50.98 39.13 60.71 38.46 33.33 42.86

Hypoplasia 35.29 11.35 14.57 0 0 0

Bone  loss§ 33.33 40.00 28.57 nd nd nd
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Total DNA was successfully extracted from the mineralized concretions of dental calculus and teeth of histori-
cal and modern individuals and used to determine the total microbial load by 16S rRNA gene quantification in 
RT-PCR31. While no variation in total bacterial load (bacterial genomes/µg DNA) was observed between males 
and females in modern individuals (p > 0.05), a difference was measured between sexes among ancient samples 
(historical males n = 5, historical females n = 7, modern males n = 12, and modern females n = 14). As shown in 
Fig. 4, the total bacterial load in the ancient females’ teeth varied between 1.13 ×  102 and 1.0 ×  107 (with an aver-
age of 4.1 ×  105), while in ancient males’ teeth ranged from 7.8 ×  101 to 2.3 ×  105 (with an average of 1.30 ×  104). 
In contrast, no significant difference was observed among the sexes of the modern group (p > 0.05).

PbDNA prevalence in historical and modern teeth. Seven PB indicators of periodontal diseases were 
searched by RT-PCR in dental samples to assess the oral health status of historical and modern individuals.

As shown in Fig. 5A,B, the presence of each PB bacterium varied between historical and modern groups. F. 
nucleatum and P. micros were the most frequently detected bacteria in historical teeth, with 44.1% and 41.1% 
positive samples, respectively. While bacterial species belonging to Socransky’s “Red complex bacteria” were 
detected in historical teeth, however their presence was not greater than 32.3%, as reported for P. gingivalis.

In contrast, F. nucleatum was often detected in modern teeth, resulting in 68.7% of the positive samples. 
However, T. forsythia had the highest prevalence, measuring 81.2% of the positive samples in the modern group. 
This bacterial species representing Red complex bacteria was reported to have the most substantial increase in 

Figure 3.  Sex differences in dental caries % evaluated in ancient and modern teeth. Total historical teeth n = 51: 
historical male teeth n = 23; historical female teeth n = 28; total modern teeth n = 26: modern male teeth n = 12; 
modern female teeth n = 14 (p < 0.05).

Figure 4.  Amount of total bacterial genomes per µg DNA. The historical samples belonging to the females’ 
teeth group showed a remarkable total bacterial variation in max–min and median values in comparison with 
all other groups (Non-parametric test U di Mann–Whitney test). Historical males n = 5, historical females n = 7; 
modern males n = 12, and modern females n = 14) (p < 0.05).
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prevalence from ancient to modern individuals. No significant differences were observed for F. nucleatum and 
T. forsythia between the male and female subgroups (p > 0.05). A. actinomycetemcomitans was not detected in 
any dental specimens (Fig. 5A,B).

Quantification of PbDNA in dental calculus. A remarkable difference in the amount of PB related to 
the total oral bacteria (expressed as periodontal bacterium genome % of total bacterial genomes) was found 
between historical and modern teeth. Indeed, the amount of T. forsythia was notably higher in modern teeth 
with ~ 600-fold increase in genome/copies compared to ancient teeth (T. forsythia = 31.7% in modern teeth vs T. 
forsythia = 0.05% in ancient teeth with a p < 0.05). Furthermore, another significant difference was reported for 
F. nucleatum, with a 50-fold increase in genome/copies in modern teeth (F. nucleatum = 2.06% in modern teeth 
vs F. nucleatum = 0.04% in ancient teeth).

These bacteria were also responsible for the high prevalence of Red and Orange complexes bacteria in relation 
to the total bacterial load in the modern individuals (Fig. 6).

No significant difference was observed for PB titer between males and females within either groups (p < 0.05, 
data not shown).

Discussion
Our study conducted on historical dental calculus was based on two assumptions: (1) the macroscopic exami-
nation of dental lesions (e.g., caries) represents a valid tool for predicting oral health and human behavior in 
populations living in different historical periods; (2) the use of modern biomolecular approaches could reveal 
oral bacterial indicators related to the host’s oral health disease  status38. Indeed, the study of dental calculus of 
ancient humans is becoming increasingly relevant in archaeological microbiology to delineate both a biological 
and cultural picture of ancient populations.

Figure 5.  Real-time PCR results. Percentage positive of seven representative periodontal pathogens tested in 
historical (A) and modern groups (B). Historical males n = 5, historical females n = 7; modern males n = 12, and 
modern females n = 14.
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To this end, we studied the health status and PB pathogen profile of individuals from a pre-industrial rural 
community of the early 1800s and modern era who lived in the same region of Sardinian Island. Due to isolated 
geographical features, we hypothesized that the historical and modern individuals forming the two groups were 
characterized by low genetic diversity and that differences in oral status were due to environmental and socio-
economic changes over the last 200  years39.

The initial morphological analysis of dental lesions already showed an interesting discrepancy in caries fre-
quency between the sexes of both groups. While there were no differences in the frequency of caries between 
males/females in modern individuals, historical females showed a higher caries frequency than historical males 
and modern individuals (both males and females) (Fig. 3). Sex-related differences concerning oral health have 
been extensively described in populations of various geographical origins. Studies conducted in modern develop-
ing countries also showed a significant sex discrepancy in dental caries frequency, especially in mature adults, 
supporting our results on historical Sardinian  samples12,40. The aetiology of caries in ancient women is complex 
and could be attributed to multifactorial effects such as changes in sex hormones, dietary habits, culture and 
gender-based division of labour. These conditions, for example, are more evident in individuals living in devel-
oping countries than in developed countries, where differences in oral health conditions between the sexes are 
usually not  reported41,42. Similar results were obtained by measuring the bacterial load that turned out higher 
in historical females compared to historical males of the same era and individuals of the modern era (Fig. 4). 
These data suggest that the historical females may have been exposed to different living conditions (hygienic and 
dietary habits) than historical males. Indeed, diet pattern is a pivotal factor that influences the abundance of PB 
in the oral  microbiota43. According to historical  data44, Sardinian communities of the early nineteenth century 
were sustained by agropastoral economies in which males and females often embraced different roles, lifestyles 
and dietary habits. Females were mainly involved in the practice of baking with consequent consumption of 
a diet rich in carbohydrates; this may have caused an increase in dental plaque facilitating the development of 
caries. In contrast, males used to spend long periods in the countryside subsisting on a protein-rich diet based 
on meat derived from their livestock.

PBs are located in different niches of the mouth represented by (1) the supragingival region (supragingival 
plate) and (2) the subgingival region. While the supragingival plaque may be present in normal physiological 
conditions, the subgingival biofilm is often associated with a severe infectious effect, such as periodontal disease. 
Detection of PB by RT-PCR showed a large difference between modern and historic groups (Figs. 5A,B and 6); 
while no substantial variation in PB species was found between the sexes of each group. In particular, F. nucleatum 
and T. forsythia had the greatest significant prevalence in modern individuals.

T. forsythia is considered the main contributor to the development of periodontitis, as it is the only member 
of the Red complex capable of adhering to the tooth structure above the  gingiva45 and effectively suppressing 
the host’s immune  response46. Although the presence of T. forsythia was recorded in dental calculus at a low 

Figure 6.  Percentage (%) of periodontal bacterial complexes (Socransky’s Red and partial orange complexes) in 
relation to the total bacterial load in historical and modern dental samples. The percentage was calculated as the 
sum of the median concentration values for all teeth for each positive subject. The bars represent the standard 
error. Historical males n = 5, historical females n = 7, modern males n = 12, and modern females n = 14. Red 
complex bacteria: % of the quantity of P. gingivalis, T. denticola, and T. forsythia in relation to the total load of 
bacteria. *Partial Orange complex: % of the quantity of F. nucleatum, P. intermedia, and P. micros in relation to 
the total load of bacteria.
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percentage, it was remarkable how T. forsythia was detected in 80% of modern individuals, making it the most 
dominant bacterium among the members of the Red complex. Different clinical studies showed that a high 
prevalence of T. forsythia was associated with increased levels of total cholesterol in patients with chronic peri-
odontitis and  atherosclerosis47,48. This relationship between periodontal inflammation and atherogenesis may 
suggest that the level of oral T. forsythia has increased in the different eras over the last decades due to a change 
in leading lifestyle leading to a higher risk of "modern diseases", such as cardiovascular diseases. Furthermore, a 
recent genomic study conducted on ancient PbDNA isolated from dental calculus of pre-Hispanic and colonial 
Mexicans revealed certain genetic variation among T. forsythia genomes and acquisition of antibiotic resistance 
in modern  genomes49. The acquisition of genetic traits due to the selective pressure of dietary changes and anti-
biotics usage may also have caused a higher prevalence of more pathogenic T. forsythia  strains50.

Furthermore, as shown in Fig. 6, Orange and Red complex bacteria increased by 50 and 600 times, respec-
tively, from historical to modern dental samples (Fig. 6). The increase in Red complex bacteria could be linked 
to the role of the microbiome in oral and systemic diseases, such as degenerative autoimmune  affections51 and 
gastrointestinal  cancer52. Although the amount of PB and the prevalence of their respective associated diseases 
depend on various biological and host habit factors, some of these still lack clarification.

Our results indicate the bacterial species belonging to “Red Complex”, defined as the cause of periodontal 
disease in the modern times, was more prevalent in the modern individuals. However it is possible that “Red 
Complex” does not comprise pathogenic bacteria causing periodontitis condition in the historical population. 
Therefore, the historical population might potentially have had even higher incidence of periodontal disease 
than the modern one but it was not detected because the historical causative agents are not targeted in our assay.

On the other hand, other authors have recently suggested a potential beneficial activity mediated by some 
strains of PB bacteria. For instance, Starkenmann et al. found that the PB pathogen F. nucleatum is involved in 
the smell-flavor perception of vegetables by the transformation of cysteine-s conjugates into  thiols53. Aagaard 
et al. described F. nucleatum as a key microorganism in the placental microbiota, and it presents a double aspect 
in terms of its pathogenicity  profile53. First, it is associated in preterm birth, but it can also modulate the initial 
immune response profile in  newborns53. A deeper genomic analysis of the PB strains might be needed to char-
acterize the real pathogenicity of the oral pathogens found in ancient and modern dental samples.

These preliminary results suggest an increase in indicators of oral PB pathogens as consequent changes 
towards a modern lifestyle that occurred in the last 100–200 years in which the oral health conditions are influ-
enced by changes in hygiene conditions, lifestyle and dietary habits.

Conclusions
In recent years, the interaction between archaeology and new procedures in biomolecular biology, such as the 
study of human microbiomes, has broken new ground in explaining habits and sanitary conditions in ancient 
populations. By integrating the two research areas, this preliminary study has allowed us to outline both a bio-
logical and cultural picture of a population from southeast Sardinia dating back 100–200 years. Undoubtedly, the 
ongoing research on tooth lesions and the progress of molecular techniques will allow us to obtain more specific 
information about the human-oral microbe relationship. These studies are also applicable to the biomedical 
field and may lead to a greater comprehension of the mechanism of the spread and evolution of microbes. In 
this context, it may be possible to reconstruct the history of plagues and predict the potential development of 
future illnesses.

Links

• NCBI Genome: Escherichia coli: https:// www. ncbi. nlm. nih. gov/ genom e/? term= esche richia+ coli% 5Borgn% 
5D.

• The UNAFold and DINAMelt Web Server: http:// unafo ld. rna. albany. edu/.
• Google maps location of the Villaputzu’s cemetery: https:// www. google. com/ maps/ place/ Ex+ Cimit ero+ 

comun ale/@ 39. 44097 74,9. 56046 56,4253m/ data= !3m1!1e3!4m9!1m2!2m1!1sVil laput zu% E2% 80% 99s+ cemet 
ery!3m5!1s0x1 2e098 370b9 a99e3: 0x217 21bfa dc4ed a75!8m2!3d39. 43918 19!4d9. 58008 11!15sCh dWaWx sYXB1 
dHp14 oCZcy BjZW1 ldGVy eZIBC GNlbW V0ZXJ5.

Data availability
The data that support the findings of this study are available on request from the corresponding author.

Received: 4 March 2022; Accepted: 9 September 2022

References
 1. Warinner, C. Dental calculus and the evolution of the human oral microbiome. J. Calif. Dent. .Assoc 44, 411–420 (2016).
 2. Weyrich, L. S., Dobney, K. & Cooper, A. Ancient DNA analysis of dental calculus. J. Hum. Evol. 79, 119–124 (2015).
 3. Rawlence, N. J. et al. Using palaeoenvironmental DNA to reconstruct past environments: Progress and prospects. J. Quat. Sci. 29, 

610–626 (2014).
 4. Warinner, C., Speller, C. & Collins, M. J. A new era in palaeomicrobiology: Prospects for ancient dental calculus as a long-term 

record of the human oral microbiome. Philos. Trans. R. Soc. B Biol. Sci. 370, (2015).
 5. Adler, C. J. et al. Sequencing ancient calcified dental plaque shows changes in oral microbiota with dietary shifts of the Neolithic 

and Industrial revolutions. Nat. Genet. 45, 450–455 (2013).

https://www.ncbi.nlm.nih.gov/genome/?term=escherichia+coli%5Borgn%5D
https://www.ncbi.nlm.nih.gov/genome/?term=escherichia+coli%5Borgn%5D
http://unafold.rna.albany.edu/
https://www.google.com/maps/place/Ex+Cimitero+comunale/@39.4409774,9.5604656,4253m/data=!3m1!1e3!4m9!1m2!2m1!1sVillaputzu%E2%80%99s+cemetery!3m5!1s0x12e098370b9a99e3:0x21721bfadc4eda75!8m2!3d39.4391819!4d9.5800811!15sChdWaWxsYXB1dHp14oCZcyBjZW1ldGVyeZIBCGNlbWV0ZXJ5
https://www.google.com/maps/place/Ex+Cimitero+comunale/@39.4409774,9.5604656,4253m/data=!3m1!1e3!4m9!1m2!2m1!1sVillaputzu%E2%80%99s+cemetery!3m5!1s0x12e098370b9a99e3:0x21721bfadc4eda75!8m2!3d39.4391819!4d9.5800811!15sChdWaWxsYXB1dHp14oCZcyBjZW1ldGVyeZIBCGNlbWV0ZXJ5
https://www.google.com/maps/place/Ex+Cimitero+comunale/@39.4409774,9.5604656,4253m/data=!3m1!1e3!4m9!1m2!2m1!1sVillaputzu%E2%80%99s+cemetery!3m5!1s0x12e098370b9a99e3:0x21721bfadc4eda75!8m2!3d39.4391819!4d9.5800811!15sChdWaWxsYXB1dHp14oCZcyBjZW1ldGVyeZIBCGNlbWV0ZXJ5
https://www.google.com/maps/place/Ex+Cimitero+comunale/@39.4409774,9.5604656,4253m/data=!3m1!1e3!4m9!1m2!2m1!1sVillaputzu%E2%80%99s+cemetery!3m5!1s0x12e098370b9a99e3:0x21721bfadc4eda75!8m2!3d39.4391819!4d9.5800811!15sChdWaWxsYXB1dHp14oCZcyBjZW1ldGVyeZIBCGNlbWV0ZXJ5


10

Vol:.(1234567890)

Scientific Reports |        (2022) 12:15895  | https://doi.org/10.1038/s41598-022-20193-9

www.nature.com/scientificreports/

 6. De La Fuente, C., Flores, S. & Moraga, M. Dna from human ancient bacteria: A novel source of genetic evidence from archaeologi-
cal dental calculus. Archaeometry 55, 767–778 (2013).

 7. Willmann, C. et al. Oral health status in historic population: Macroscopic and metagenomic evidence. PLoS ONE 13, (2018).
 8. Griffin, M. C. Biocultural implications of oral pathology in an ancient Central California population. Am. J. Phys. Anthropol. 154, 

171–188 (2014).
 9. Forshaw, R. Dental indicators of ancient dietary patterns: Dental analysis in archaeology. Br. Dent. J. 216, 529–535 (2014).
 10. Velsko, I. M. et al. Microbial differences between dental plaque and historic dental calculus are related to oral biofilm maturation 

stage. Microbiome 7, (2019).
 11. Sheetal, A., Hiremath, V. K., Patil, A. G., Sajjansetty, S. & Sheetal Kumar, R. Malnutrition and its oral outcome—A review. J. Clin. 

Diagnostic Res. 7, 178–180 (2013).
 12. Lukacs, J. R. Sex differences in dental caries experience: Clinical evidence, complex etiology. Clin. Oral Invest. 15, 649–656 (2011).
 13. Sakamoto, M., Umeda, M. & Benno, Y. Molecular analysis of human oral microbiota. J. Periodontal Res. 40, 277–285 (2005).
 14. Kholy, K. E., Genco, R. J. & Van Dyke, T. E. Oral infections and cardiovascular disease. Trends Endocrinol. Metab. 26, 315–321 

(2015).
 15. Michaud, D. S. Role of bacterial infections in pancreatic cancer. Carcinogenesis 34, 2193–2197 (2013).
 16. Kimura, Y. et al. Periodontal pathogens participate in synovitis in patients with rheumatoid arthritis in clinical remission: A 

retrospective case-control study. Rheumatology (United Kingdom) 54, 2257–2263 (2015).
 17. Socransky, S. S., Haffajee, A. D., Cugini, M. A., Smith, C. & Kent, R. L. Microbial complexes in subgingival plaque. J. Clin. Peri-

odontol. 25, 134–144 (1998).
 18. Scapoli, L. et al. Quantitative analysis of periodontal pathogens in periodontitis and gingivitis. J. Biol. Regul. Homeost. Agents 29, 

101–110 (2015).
 19. Ferrando, M. L. et al. Carbohydrate availability regulates virulence gene expression in Streptococcus suis. PLoS ONE 9, e89334 

(2014).
 20. Baumgartner, S. et al. The impact of the stone age diet on gingival conditions in the absence of oral hygiene. J. Periodontol. 80, 

759–768 (2009).
 21. Santos, A. et al. Self-reported oral hygiene habits in smokers and nonsmokers diagnosed with periodontal disease. Oral Health 

Prev. Dent. 13, 245–251 (2015).
 22. Calabrese, N., Galgut, P. & Mordan, N. Identification of Actinobacillus actinomycetemcomitans, Treponema denticola and Por-

phyromonas gingivalis within human dental calculus: A pilot investigation. J. Int. Acad. Periodontol. 9, 118–128 (2007).
 23. Shiba, T. et al. Comparison of periodontal bacteria of Edo and modern periods using novel diagnostic approach for periodontitis 

with micro-CT. Front. Cell. Infect. Microbiol. 11, (2021).
 24. Angius, A. et al. Archival, demographic and genetic studies define a Sardinian sub-isolate as a suitable model for mapping complex 

traits. Hum. Genet. 109, 198–209 (2001).
 25. Marin, V., Hrvoje, B., Mario, Š & Željko, D. The frequency and distribution of caries in the mediaeval population of Bijelo Brdo 

in Croatia (10th–11th century). Arch. Oral Biol. 50, 669–680 (2005).
 26. Fine, D. H. et al. An improved cost-effective, reproducible method for evaluation of bone loss in a rodent model. J. Clin. Periodontol. 

36, 106–113 (2009).
 27. Bolnick, D. A. et al. Nondestructive sampling of human skeletal remains yields ancient nuclear and mitochondrial DNA. Am. J. 

Phys. Anthropol. 147, 293–300 (2012).
 28. Orrù, G. et al. Usefulness of real time PCR for the differentiation and quantification of 652 and JP2 Actinobacillus actinomycet-

emcomitans genotypes in dental plaque and saliva. BMC Infectious Diseases 6, (2006).
 29. Markham, N. R. & Zuker, M. DINAMelt web server for nucleic acid melting prediction. Nucleic Acids Res. 33, (2005).
 30. Orrù, G. et al. Rapid detection and quantitation of Bluetongue virus (BTV) using a Molecular Beacon fluorescent probe assay. J. 

Virol. Methods 137, 34–42 (2006).
 31. Vacca, C. et al. In vitro interactions between streptococcus intermedius and streptococcus salivarius K12 on a titanium cylindrical 

surface. Pathogens 9, 1–15 (2020).
 32. Ram, J. L., Karim, A. S., Sendler, E. D. & Kato, I. Strategy for microbiome analysis using 16S rRNA gene sequence analysis on the 

Illumina sequencing platform. Syst. Biol. Reproduct. Med. 57, (2011).
 33. Fazi, A., Gobeski, B. & Foran, D. Development of two highly sensitive forensic sex determination assays based on human DYZ1 

and Alu repetitive DNA elements. Electrophoresis 35, 3028–3035 (2014).
 34. Fan, Y. et al. Quantification of mandibular sexual dimorphism during adolescence. J. Anat. 234, 709–717 (2019).
 35. Cameriere, R., De Angelis, D., Ferrante, L., Scarpino, F. & Cingolani, M. Age estimation in children by measurement of open apices 

in teeth: A European formula. Int. J. Legal Med. 121, 449–453 (2007).
 36. Aubry-Rozier, B. et al. Reproducibility of vertebral fracture assessment readings from dual-energy x-ray absorptiometry in both 

a population-based and clinical cohort: Cohen’s and uniform kappa. J. Clin. Densitom. 18, 233–238 (2015).
 37. Brankatschk, R., Bodenhausen, N., Zeyer, J. & Burgmann, H. Simple absolute quantification method correcting for quantitative 

PCR efficiency variations for microbial community samples. Appl. Environ. Microbiol. 78, (2012).
 38. Ribeiro, A. A. et al. The oral bacterial microbiome of occlusal surfaces in children and its association with diet and caries. PLoS 

ONE 12, (2017).
 39. Cappello, N. et al. Genetic analysis of Sardinia: I. Data on 12 polymorphisms in 21 linguistic domains. Ann. Hum. Genet. 60, 

125–141 (1996).
 40. Lukacs, J. R. Gender differences in oral health in South Asia: Metadata imply multifactorial biological and cultural causes. Am. J. 

Hum. Biol. 23, 398–411 (2011).
 41. Arantes, R., Santos, R. V., Frazão, P. & Coimbra, C. E. A. Caries, gender and socio-economic change in the Xavante Indians from 

Central Brazil. Ann. Hum. Biol. 36, 162–175 (2009).
 42. Ferraro, M. & Vieira, A. R. Explaining gender differences in caries: A multifactorial approach to a multifactorial disease. Int. J. 

Dentistry 2010, 1–5 (2010).
 43. Orrù, G. et al. Periodontal microbiota of Sardinian children: Comparing 200-year-old samples to present-day ones. J. Pediatr. 

Neonatal Individualized Med. 6, (2017).
 44. Pes, G. M. et al. Male longevity in Sardinia, a review of historical sources supporting a causal link with dietary factors. Eur. J. Clin. 

Nutr. 69 (2015).
 45. Sakakibara, J. et al. Loss of adherence ability to human gingival epithelial cells in S-layer protein-deficient mutants of Tannerella 

forsythensis. Microbiology (N Y) 153, 866–876 (2007).
 46. Sekot, G. et al. Potential of the tannerella forsythia S-layer to delay the immune response. J. Dent. Res. 90, 109–114 (2011).
 47. Borén, J. et al. Low-density lipoproteins cause atherosclerotic cardiovascular disease: Pathophysiological, genetic, and therapeutic 

insights: A consensus statement from the European Atherosclerosis Society Consensus Panel. Eur. Heart J. 41, 2313–2330 (2020).
 48. Ardila, C. M., Perez-Valencia, A. Y. & Rendon-Osorio, W. L. Tannerella forsythia is associated with increased levels of atherogenic 

low density lipoprotein and total cholesterol in chronic periodontitis. J. Clin. Exp. Dent. 7, e254–e260 (2015).
 49. Bravo-Lopez, M. et al. Paleogenomic insights into the red complex bacteria Tannerella forsythia in Pre-Hispanic and Colonial 

individuals from Mexico. Philos. Trans. R. Soc. B Biol. Sci. 375, 20190580 (2020).



11

Vol.:(0123456789)

Scientific Reports |        (2022) 12:15895  | https://doi.org/10.1038/s41598-022-20193-9

www.nature.com/scientificreports/

 50. Zwickl, N. F., Stralis-Pavese, N., Schäffer, C., Dohm, J. C. & Himmelbauer, H. Comparative genome characterization of the peri-
odontal pathogen Tannerella forsythia. BMC Genom. 21, (2020).

 51. Ogrendik, M. Rheumatoid arthritis is an autoimmune disease caused by periodontal pathogens. Int. J. General Med. 6, 383–386 
(2013).

 52. Repass, J. et al. Registered report: Fusobacterium nucleatum infection is prevalent in human colorectal carcinoma. Elife 5, (2016).
 53. Starkenmann, C. et al. Olfactory perception of cysteine-S-conjugates from fruits and vegetables. J. Agric. Food Chem. 56, 9575–9580 

(2008).
 54. Aagaard, K. et al. The placenta harbors a unique microbiome. Sci. Transl. Med. 6, (2014).

Acknowledgements
All necessary permits were obtained for the described study, which complied with all relevant regulations. The 
research described in this work was approved by the Local Health & Public Hygiene Committee of Cagliari (n. 
Prot. 2016-33329) and by the Town Hall of Villaputzu (Cagliari). We thank them for having approved the study 
and for their support during the sampling procedures. We are also grateful to the Head of the Dental Disease 
Prevention Department Prof. Vincenzo Piras, who allowed us to analyze the recent teeth normally used in our 
university as didactic material. This work was supported by Fondazione di Sardegna, Bando 2018 “Salute pub-
blica, Medicina preventiva e riabilitativa”. N. richiesta 20617.

Author contributions
Conceptualization: M.P.C., E.C., G.O. Formal analysis: M.P.C., E.C., F.C., M.L.F., G.O.. Funding acquisition: 
G.O. Investigation: M.P.C., E.C., C.D., G.O. Resources: G.C.S., F.C., G.O. Supervision: M.L.F., M.P.C., E.C., G.O. 
Writing—original draft: M.P.C., E.C., G.O., M.L.F. Writing—review & editing: M.L.F., M.P.C., A.S., G.O.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https:// doi. org/ 
10. 1038/ s41598- 022- 20193-9.

Correspondence and requests for materials should be addressed to M.L.F.

Reprints and permissions information is available at www.nature.com/reprints.

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

Open Access  This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2022

https://doi.org/10.1038/s41598-022-20193-9
https://doi.org/10.1038/s41598-022-20193-9
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Changes in the oral status and periodontal pathogens in a Sardinian rural community from pre-industrial to modern time
	Methods
	Villaputzu site and sampling procedure for human remains. 
	Dental samples. 
	Teeth pretreatment. 
	DNA extraction from dental calculus. 
	Oligonucleotide design for RT-PCR. 
	Detection and quantification of PB. 
	Positive controls. 
	Negative controls. 
	RT-PCR and standard curve conditions. 

	Sex determination. 
	Age estimation. 
	Statistical analysis. 

	Results
	Dental caries and total bacterial load among historical and modern dental samples. 
	PbDNA prevalence in historical and modern teeth. 
	Quantification of PbDNA in dental calculus. 

	Discussion
	Conclusions
	Links
	References
	Acknowledgements


