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Vaginal microbes and their metabolic products have crucial functions, affecting local
immunity development and maternal-fetal health. The composition of the vaginal
microbiome can vary in response to various factors, including body mass index (BMI),
and diet. In this study we get new insights into the vaginal ecosystem of Caucasian women
(n � 24) at the first trimester of pregnancy, assessing whether pre-pregnancy diet can
affect the structure of the vaginal environment in terms of bacterial composition and vaginal
metabolite concentration. We characterized 1) the vaginal bacterial composition (Nugent
score), 2) the vaginal metabolic profiles (1H-NMR spectroscopy), and 3) the dietary nutrient
intake by means of a validated food frequency questionnaire. Pre-pregnancy BMI was
negatively related to vaginal health status, indicating that women who begin pregnancy
overweight/obese have a greater occurrence of vaginal dysbiosis during pregnancy. A
lactobacilli-dominated vaginal microbiota was negatively associated with higher pre-
pregnancy intake of animal-sourced protein. Conversely, a higher pre-pregnancy
consumption of total carbohydrates and sugars seemed to be a protective factor for
vaginal health. The vaginal environment of BV-womenwas characterized by higher levels of
biogenic amines and organic acids, whereas higher levels of phenylpropionate and diverse
amino acids were fingerprints of a healthy vaginal status. A significant association between
a higher pre-pregnancy BMI and several dysbiosis-related vaginal metabolites was also
found. Our study shed light on the role of pre-pregnancy BMI and diet on the vaginal
environment during pregnancy, underlining the importance of limiting protein intake from
animal foods to maintain a healthy lactobacilli-dominated microbiota.
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INTRODUCTION

The cervicovaginal environment is composed by diverse
microorganisms, creating dynamic and complex relationships
with each other and with the host. Microbes and their
metabolic products have an important role in maintaining
vaginal eubiosis: they can protect women from several
infections, affect local immunity development and have an
impact on maternal-fetal health (Oliver et al., 2020).

In healthy reproductive-aged women, the vaginal microbiome
is characterized by low bacterial diversity, being often dominated
by different species of Lactobacillus genus (Smith and Ravel, 2017;
Ceccarani et al., 2019).

However, when a deep change occurs, a dysbiosis condition
called bacterial vaginosis (BV) may arise. BV is characterized by a
depletion of lactobacilli, together with the growth of complex
polymicrobial community of anaerobic bacteria, as Gardnerella
vaginalis, Atopobium spp., and Prevotella spp. (Srinivasan et al.,
2015). The shift in bacterial communities is associated with
alterations in the vaginal metabolic profiles. High
concentrations of biogenic amines (e.g., putrescine, cadaverine,
and trimethylamine) and short-chain fatty acids (SCFAs,
especially acetate and succinate) with low levels of some
amino acids (tyrosine, glutamate) are the most common
metabolic fingerprints of BV (Parolin et al., 2018; Srinivasan
et al., 2015; Vitali et al., 2015).

The composition of the vaginal microbiome is influenced by
various local and systemic factors, such as hormonal levels,
pregnancy, smoking, sexual habits, the use of topical products
or antibiotics, and the presence of urogenital infections (Kroon
et al., 2018; Noyes et al., 2018; Parolin et al., 2018).

In this context, it has been shown that also anthropometric
parameters (e.g., body mass index-BMI), as well as dietary habits,
can impact the bacterial composition of the vaginal environment
(Brookheart et al., 2019; Song et al., 2020).

Obese and overweight women have a great occurrence of
bacterial vaginosis compared to lean women, thus suggesting that
obesity can favor the onset of BV through different mechanisms
including alterations in hormonal, metabolic, or immunological
functions (Brookheart et al., 2019).

Increased dietary fat intake, energy intake and glycemic load
are associated with a higher risk of BV, whereas the increased
intake of folate, vitamin A, and calcium seems protective factors
against BV condition (Neggers et al., 2007; Thoma et al., 2011).

To the best of our knowledge, there is no exhaustive data about
the impact of pre-pregnancy diet on the composition of the
vaginal environment during pregnancy in Caucasian women.

Previous works have mainly investigated the association
between dietary intake and the composition of the vaginal
microbiome of non-pregnant American and Afro-American
women (Neggers et al., 2007; Tohill et al., 2007; Thoma et al.,
2011; Tuddenham et al., 2019).

Therefore, the aim of this study was to get new insights
into the vaginal ecosystem of Caucasian women at the first
trimester of pregnancy, assessing whether pre-pregnancy
nutrient intake and the adherence to the Mediterranean
diet (MD) can affect the structure of the vaginal

environment in terms of bacterial composition and vaginal
metabolite concentration. For each woman, we characterized
1) the vaginal bacterial composition (microscopic scoring
system), 2) the vaginal metabolic profiles (1H-NMR
spectroscopy), 3) the nutrient intake adequacy by means of
a validated method for collecting dietary data, and 4) the MD
adherence assessed through a validated score.

MATERIALS AND METHODS

Study Group and Sample Collection
From November 2019, all the Caucasian pregnant women
attending the Family Advisory Health Centers of Ravenna
(Italy) for prenatal care were considered eligible for the study.

Exclusion criteria were the following: 1) age <18 years; 2) HIV
status; 3) medically assisted procreation; 4) use of any
antimicrobial in the past month; 5) use of vaginal douches or
topical agents in the previous 2 weeks; 6) presence of
uncontrolled chronic diseases (e.g., diabetes, autoimmune
disorders, malignancies); 7) drug addiction or heavy smokers
(>15 cigarettes/day). Moreover, women with sexually transmitted
infections (STIs) (i.e., Chlamydia trachomatis, Neisseria
gonorrhoeae, Trichomonas vaginalis, Mycoplasma genitalium),
aerobic vaginitis or symptomatic candidiasis were further
excluded after laboratory testing.

During the routine clinical visit at the first trimester of
pregnancy (gestational ages 9–13 weeks), demographic,
anthropometric, and clinical data were recorded from each
patient.

From each woman, two vaginal swabs were collected
aseptically from the midpoint of the vagina. The swabs were
gently rubbed for ∼20 s against the mid vaginal wall. The first one
(E-swab, Copan, Brescia, Italy) was used for microbiological tests,
whereas the second was collected with a sterile cotton bud, re-
suspended in 1 ml of sterile saline, and stored at −80°C until use.
Frozen vaginal swabs were thawed, vortexed for 1 min and the
liquid was centrifuged at 10,000 × g for 15 min. Cell-free
supernatants were employed for metabolomic analysis, as
described below.

All subjects gave written informed consent prior to the study
starting, and the protocol was approved by the Ethics Committee
of Romagna (CEROM) (n°2032 of 21st February 2018).

The required sample size of the study was evaluated according
to the formula proposed by Viechtbauer et al. (2015) for pilot
studies. Previous works on BV in pregnant Caucasian women
have demonstrated an incidence ranging from 11.6% (Hay et al.,
1994) to 14% (Freitas et al., 2017). Assuming a mean incidence of
12% in our study group, we determined that an enrollment of 23
pregnant women would be sufficient to give 95% confidence to
detect BV-affected women.

Microbiological Investigations
The presence of STIs (i.e., C. trachomatis, N. gonorrhoeae, T.
vaginalis, and M. genitalium) was excluded by means of a
commercial NAAT (Seeplex STI Master Panel 1; Seegene,
Seoul, KR), whereas microscopic examination and cultures
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were used for candidiasis and aerobic vaginitis diagnosis
(Donders et al., 2011; Yano et al., 2019).

A microscopic Gram stain scoring system (Nugent score),
based on the presence of different bacterial morphotypes
(Lactobacillus spp., Gardnerella vaginalis, and Mobiluncus
spp.), was used to assess the composition of the vaginal
microbiome (Nugent et al., 1991). Women were stratified
based on Nugent score, considering that an abundance of
Lactobacillus morphotypes, yields a low Nugent score
(i.e., normal lactobacilli-dominated flora) while the presence of
Gram-variable small (G. vaginalis) and/or curved rods
(Mobiluncus spp.) yields a high Nugent score, indicating a
condition of dysbiosis/BV (Zozaya-Hinchliffe et al., 2010).

Metabolomic Analysis
Metabolomic analysis was performed by means of a 1H-NMR
spectroscopy. One hundred μL of a D2O solution of 3-
(trimethylsilyl)-propionic-2,2,3,3-d4 acid sodium salt (TSP)
10 mM set to pH 7.0 were added to 700 µL of the cell-free
supernatants of the vaginal swabs.

1H-NMR spectra were recorded at 298 K with an AVANCE III
spectrometer (Bruker, Milan, Italy) operating at a frequency of
600.13 MHz, equipped with Topspin software (Ver. 3.5)
(Ventrella et al., 2016; Foschi et al., 2018).

The signals originating from large molecules were suppressed
by a CPMG filter of 400 spin-echo periods, generated by
180°pulses of 24 μs separated by 400 μs (Ventrella et al., 2016).

To each spectrum, line broadening (0.3 Hz) and phase
adjustment were applied by Topspin software, while any
further spectra processing, molecules quantification and data
mining step were performed in R computational language (R:
A Language and Environment for Statistical Computing, R
version 4.0.5) by means of scripts developed in house.

The spectra were aligned towards the TSP signal, set at
−0.017 ppm in agreement with Chenomx software data bank
(version 8.3, Chenomx Inc., Edmonton, Alberta, Canada). The
spectra were then baseline-adjusted by means of peak detection
according to the “rolling ball” principle (Kneen and Annegarn,
1996) implemented in the “baseline” R package (Liland et al.,
2010).

The signals were assigned by comparing their chemical shift
and multiplicity with Chenomx software data bank. Molecules
were quantified in the first sample acquired by employing the
added TSP as an internal standard.

To compensate for differences in sample amount, any other
sample was then normalized to such sample by means of
probabilistic quotient normalization (Dieterle et al., 2006).
Integration of the signals was performed for each molecule by
means of rectangular integration.

Anthropometric Measurements and Dietary
Assessment
Body weight (BW) and height were self-reported at recruitment.
BMI was calculated as weight (kg)/height (m2) and categorized
according to the World Health Organization’s cut-points (WHO,
2000) for underweight (<18.5 kg/m2), normal weight

(18.5–24.99 kg/m2), overweight (25–29.99 kg/m2) or obesity
(≥30 kg/m2).

To assess long-term nutritional habits (over a 1-year period),
participants were asked to complete a food frequency
questionnaire (FFQ) developed in the European Prospective
Investigation into Cancer and Nutrition (EPIC) study
(Bingham et al., 2001) and validated in the Italian population
(Pala et al., 2003). The FFQs were administered by a trained
scientist.

The presence of mis-reporters was assessed by evaluating the
ratio of reported energy intake to estimated basal metabolic rate
according to the protocol developed by the European Food Safety
Authority (EFSA) (Ambrus et al., 2013). All subjects resulted
plausible reporters.

Individual intakes of nutrients were compared with current
dietary reference values (DRVs) for macronutrients, minerals,
and vitamins (WHO/FAO, 2003; FAO, 2010; EFSA, 2017)
(Supplementary Table S1). In addition, moderate alcohol
drinking (one drink or less in a day) (USDA, 2015) was
considered as an acceptable intake.

To assess overall diet quality, the collected dietary data were
used to compute the MD adherence score (MEDI-LITE) (Sofi
et al., 2017). The MEDI-LITE, ranging from 0 (minimal
adherence) to 18 (maximal adherence), includes food and
nutrient indicators of diet quality, such as nine components
focusing on the consumption of whole grains, legumes, fruit,
vegetables, nuts, and olive oil (positive points), dairy, red and
processed meat (negative points), and alcohol (points according
to the consumption).

Data Analysis and Statistics
The distribution of clinical parameters was evaluated using the
D’Agostino-Pearson test. Student’s t-test for normally distributed
data andMann-WhitneyU test for non-normally distributed data
were used to compare the dietary intakes of the study population
to the reference values. For total fat and total carbohydrates,
reference intake (RI) is a range given as a percentage of total
energy intake (EFSA, 2017) and the 50th percentile of the RIs was
used to compare with each individual intake.

χ2 test was used to test for differences in BMI and MEDI-LITE
score between the age groups 20–29 and 30–39.

To find correlations between the vaginalmicrobiota composition
and nutrient intake, Nugent score (0–10) was related to
anthropometric/dietary data. Correlations were searched by
calculating Spearman correlation coefficient (r) after correction
for multiple comparisons (i.e., Bonferroni-Holm correction). A
p-value < 0.05 was considered statistically significant.

Metabolomic data were analyzed with R computational
language (ver. 4.0.5). Vaginal metabolite concentrations were
correlated to clinical (i.e., vaginal health), anthropometric
(i.e., BMI), and dietary data (i.e., energy and nutrient intake,
MEDI-LITE score). Trends encompassing the overall
metabolome were highlighted with principal component
analysis (PCA) models. To reduce influences of potential
outliers, this was done by employing its robust version (rPCA)
according to Hubert et al. (2005). Correlation between each
molecule’s importance over principal components and its
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concentration were assessed according to Pearson. Raw
metabolomic data are available as a Supplementary Material.

RESULTS

Study Population
A total of 24 Caucasian pregnant women with a mean age of
30.8 ± 4.9 years (min-max: 21–39) were enrolled for the study.
Most women showed a Nugent score ranging between 0 and 3
(18/24; 75%), indicating a normal lactobacilli-dominated flora.
The remaining subjects were characterized by a Nugent score 4–6
(2/24; 8.3%) or ≥7 (4/24; 16.7%), indicating a progressive shift
towards a condition of dysbiosis.

Anthropometric and Nutritional Data
Anthropometric characteristics of the subjects are presented in
Supplementary Table S2. No differences in BMI distribution
were observed between the age groups (p � 0.17), and the overall
trend in BMI in this study was similar when compared to the
national distribution in 2019 (Statista - The Statistics Portal,
2019).

Daily intake of energy, nutrients, and alcohol are presented in
Supplementary Table S3 (see Supplementary Table S4 for the
distribution of intake adequacy of each dietary variable). Overall,
the trend resulted was similar to other studies previously reported
in the literature (Elmadfa and Freisling, 2009; Roman Viñas et al.,
2011). An inadequate intake of energy from total carbohydrates
and an excessive intake of protein was observed in the study
population. A high intake of energy from total fat, saturated fatty
acid (SFA), and sugars was evidenced in most of the women. The
intake of energy from total polyunsaturated fatty acids (PUFA)
and α-linolenic acid (ALA) was lower than the DRVs. Almost all
the subjects did not reach the recommended goal of 25 g/day of
dietary fiber. The prevalence of inadequacies was generally high
for vitamins and minerals. Specifically, most of the study
population did not meet the daily requirement for calcium,
iron, potassium, riboflavin, folate, and vitamin D. Differently,
more than two-thirds of the study population presented an
adequate intake of vitamin B6, vitamin C, and vitamin A.
Alcohol consumption was below the maximum intake level
(one drink a day) for almost all the subjects.

TheMEDI-LITE score ranged from 5 to 15, with most subjects
having a moderate to high adherence to a Mediterranean-type
diet (Supplementary Table S5). No difference in adherence
distribution between the age groups (p � 0.16) was observed.

The mean MEDI-LITE score (10.13 ± 2.38) resulted slightly
lower than the mean value for women (12.39 ± 2.39) reported in a
previous publication specifically analyzing the adherence to the
MD of Italian adults, using the same tool (Dinu et al., 2021).

Correlation Between Vaginal Status and
Anthropometric/Dietary Data
Significant correlations were explored between Nugent score and
several anthropometric data and dietary indices (Supplementary
Table S6).

A higher Nugent score (i.e., indicating a shift towards vaginal
dysbiosis) was related to a higher BMI (r � 0.43; p � 0.034) and to
a higher intake of animal-sourced protein (ASP) (r � 0.42; p �
0.039). Conversely, a vaginal health status (i.e., lower Nugent
score) was related to a higher intake of total carbohydrates (p �
0.041) and sugars (p � 0.046). Finally, a trend between alcohol
consumption and a condition of vaginal dysbiosis was also found
(p � 0.055), even if not fully significant. The Spearman correlation
coefficients (r) for the Nugent score according to the linear
regressions with all anthropometric and dietary data are
reported in Figure 1.

Vaginal Metabolome
A total of 63 metabolites (mainly belonging to the groups of
SCFAs, organic acids, amino acids, and biogenic amines;
Supplementary Material) were detected and quantified by
1H-NMR spectroscopy (Supplementary Figure S1 shows
portions of 1H-NMR spectra).

Figure 2 shows the correlation between Nugent score and the
composition of the vaginal metabolome. As visualized in the
correlation plot, higher levels of tryptophan, phenylpropionate,
leucine, isoleucine, phenylalanine, O-acetylcholine, and sarcosine
characterized the vaginal metabolome of women with a lower
Nugent score (i.e., lactobacilli-dominated flora). Conversely,
higher concentrations of putrescine, tyramine, methylamine,
taurine, xanthine, 5-aminopentanoate, proline, creatine, UDP,
formate, 2,3-butanediol, and glucose seemed to be fingerprints of
women with higher Nugent scores (i.e., indicating a shift towards
vaginal dysbiosis).

When pre-pregnancy BMI was correlated to vaginal metabolic
profiles (Figure 3), we found that women who begun pregnancy
overweight were characterized by significantly higher levels of
methylamine, hydroxyacetone, UDP, creatine, uracil, and
ascorbate.

The vaginal metabolome of women with a higher sugar intake
were characterized by higher levels of valine, 4-
hydroxyphenylacetate, asparagine, aspartate, and threonine
(Figure 4).

One molecule constituting vaginal metabolome, namely UDP,
showed a significant negative correlation with total carbohydrate
intake, whereas 5-aminopentanoate concentration was related
with ASP intake (data not shown).

DISCUSSION

To the best of our knowledge, this is the first report evaluating the
impact of pre-pregnancy anthropometric and nutritional
variables on the vaginal environment of Caucasian
pregnant women.

Pre-pregnancy BMI and daily energy and nutrient intake of 24
women at the first trimester of pregnancy were correlated to the
bacterial (i.e., Nugent score) and metabolomic composition
(i.e., 1H-NMR spectroscopy) of the vaginal ecosystem.

Since various factors can affect the structure of the vaginal
microbiome, we excluded from the study all the women with
conditions able to perturb the vaginal microbial composition
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(e.g., genital infections, recent use of antibiotics, heavy smoking,
chronic diseases).

At first, we found that pre-pregnancy BMI was negatively
related to vaginal health status, indicating that pregnant
overweight/obese women have a greater occurrence of vaginal
dysbiosis (i.e., BV and/or reduced number of vaginal lactobacilli).

These data agree with a previous report, showing a significant
association between obesity and BV in white women (Brookheart
et al., 2019). However, only a few studies have explored the
relationship between pre-pregnancy BMI and BV prevalence, and
a consensus on whether BMI is a risk factor for vaginal dysbiosis
has not been reached.

Oh and colleagues reported that the vaginal microbiome of
obese fertile women is more likely to be enriched by dysbiosis-
related Lactobacillus species (i.e., Lactobacillus iners), rather than
by eubiosis-associated species (i.e., Lactobacillus crispatus) (Oh
et al., 2015).

Moreover, obesity significantly increases the diversity of the
vaginal microbiota in association with Prevotella, an anaerobic
microorganism typically found in BV-positive women (Si et al.,
2017).

The mechanisms behind the association between obesity and
BV are not completely understood. Presumably, disturbances in
hormonal, dietary, metabolic and/or immune functions can play
a significant role. Moreover, also the gut microbiota can influence
the composition of the vaginal environment, acting as an extra-
vaginal reservoir of BV-associated bacteria (Marrazzo et al.,
2012).

When looking to the correlations between dietary data and the
vaginal bacterial composition, we found that an increased risk of
BV during pregnancy was associated with a higher intake of ASP.

Previous studies have mainly investigated the impact of
dietary intake on the vaginal environment of American and
Afro-American women, with dietary habits different from

FIGURE 1 | Correlations between Nugent score and various pre-pregnancy anthropometric/dietary data. Statistically significant relationships between Nugent
score (0–10) and anthropometric/dietary indices (i.e., BMI, intake of animal-sourced protein, total carbohydrates, and sugars) are displayed in each box. For each
correlation, Spearman coefficient (r) and p-value are shown. Each dot represents a woman enrolled in the study. For easier visualization, the color of the dots goes from
green to red as the Nugent score increases.
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those of European Caucasian women (Neggers et al., 2007; Tohill
et al., 2007; Thoma et al., 2011; Tuddenham et al., 2019).

Overall, the risk of BV has been associated with the increased
dietary fat intake (Neggers et al., 2007), higher glycemic loads
(Thoma et al., 2011), and lower concentrations of vitamins A, C,
E, and β-carotene (Tohill et al., 2007). In addition, recently, it has
been shown that diets richer in fiber are associated with lower
odds of BV (Shivakoti et al., 2020).

Nevertheless, other authors failed to find associations between
vaginal microbiota profiles and specific nutrient intake, including
sugar, dietary fiber, protein, or fat (Song et al., 2020).

Thus, it is plausible that long-term dietary habits and energy
metabolism can influence the vaginal microbiome composition,
but additional large-scale studies are needed to better understand
the potential role of different dietary patterns and/or specific
dietary components on genital health and eubiosis.

FIGURE 2 | rPCAmodel built on the centered and scaled concentrations of themetabolites showing significant differences based onNugent score. In the scoreplot
(A), the color of the dots (each representing a woman enrolled in the study) goes from green to red as the Nugent score increases. Y-axis shows Nugent score values. In
the barplot (B), describing the correlation between the concentration of each molecule and its importance over PC1, dark grey bars highlight statistically significant
correlations (p < 0.05).

FIGURE 3 | rPCA model showing correlations between pre-pregnancy BMI and vaginal metabolome in pregnant women stratified by the Nugent score. In the
scoreplot (A), the color of the dots (each representing a woman enrolled in the study) goes from green to red as the Nugent score increases. Y-axis shows the values of
BMI. In the barplot (B), describing the correlation between the concentration of each molecule and its importance over PC1, dark grey bars highlight statistically
significant correlations (p < 0.05).
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Here, for the first time, we demonstrated that a reduced intake
of ASP during the year prior to the pregnancy is crucial in
maintaining a normal lactobacilli-dominated vaginal flora.

The “negative” impact of a diet rich in ASP have been
previously described for the gut microbiome composition. For
instance, a higher intake of plant-sourced protein is associated
with greater abundance of “health-related” microorganisms in
the gut (e.g., Bifidobacterium, Roseburia, Lactobacillus), as
opposed to Bacteroides and Clostridia, found primarily in ASP
(Prokopidis et al., 2020).

Similarly, it has been shown that, compared to a diet rich in
ASP, diets high in plant-sourced protein are linked to a higher
presence of Bifidobacterium in maternal milk microbiota. In turn,
bifidobacteria, the hallmark of breastfed infant gut microbiota,
impact positively on infant microbiota development and
contributes to health outcomes in the short and long term
(Cortes-Macías et al., 2021).

It is well known that the vaginal bacterial composition plays a
crucial role in maternal-fetal health (Nelson et al., 2016). Healthy
pregnancies are usually characterized by a lactobacilli-dominated
vaginal microbiota, whereas reduced lactobacilli with increased
bacterial diversity are associated with pregnancy-related
complications and preterm birth (Di Simone et al., 2020).

Thus, the demonstration of an association between a pre-
pregnancy excessive intake of ASP and a status of vaginal
dysbiosis is of great importance, opening the way to new
strategies for the prevention of negative outcomes during
pregnancy.

Moreover, we found that a higher intake of total carbohydrates
and sugars seemed to be associated with a condition of vaginal
eubiosis (i.e., lower Nugent score, with a lactobacilli-dominated
flora).

It has been hypothesized that the high starch content of the
human diet can lead to high levels of glycogen in the vaginal tract,
creating a suitable environment for the proliferation and
dominance of lactobacilli (Miller et al., 2016; Song et al.,
2020). We can therefore speculate that our results go in this
direction: diets including a high intake of total carbohydrates may
have led to high levels of glycogen in the vaginal tract, which, in
turn, might have created a favorable environment for a
lactobacilli-dominated flora (i.e., lower Nugent score).
However, other studies are necessary to investigate the effect
of a high carbohydrate diet on vaginal glycogen levels in humans,
as well as the impact on the vaginal environment and health.

The composition of the vaginal microbiome is accompanied
by specific fingerprints of the vaginal metabolome (Vitali et al.,
2015; Parolin et al., 2018). In the present study, we confirmed that
the vaginal environment of women with vaginal dysbiosis is
characterized by higher levels of biogenic amines (e.g.,
tyramine, methylamine, putrescine), and organic acids (e.g.,
formate). Conversely, higher levels of phenylpropionate, and
diverse amino acids (e.g., tryptophan, phenylalanine,
isoleucine, leucine) were peculiar elements of a healthy vaginal
status (Vitali et al., 2015; Ceccarani et al., 2019).

Interestingly, we found a significant association between a
higher BMI and several dysbiosis-related vaginal metabolites
(e.g., methylamine). Thus, this interesting interplay between
BMI and vaginal metabolic profile suggests that BMI can
represent a potential indicator of vaginal health.

We are fully aware of some limitations of this study: 1) the low
number of women enrolled, 2) the need of more appropriate
techniques to in-depth evaluate the composition of the vaginal
microbiome (e.g., 16s rRNA sequencing) and metabolome (e.g.,
LC-MS/MS).

FIGURE 4 | rPCA model showing correlations between pre-pregnancy sugar intake and vaginal metabolome in pregnant women stratified by the Nugent score. In
the scoreplot (A), the color of the dots (each representing a woman enrolled in the study) goes from green to red as the Nugent score increases. Y-axis shows the values
of sugar intake. In the barplot (B), describing the correlation between the concentration of each molecule and its importance over PC1, dark grey bars highlight
statistically significant correlations (p < 0.05).
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In conclusion, although preliminary, our study sheds light on
the role of pre-pregnancy BMI and diet on the vaginal
environment during pregnancy, underlining the importance of
limiting protein intake from animal foods to maintain a healthy
lactobacilli-dominated vaginal microbiota enriched in eubiosis-
related metabolites.

Future studies are needed for a thorough comprehension of
the mechanisms underlying the impact of pre-pregnancy diet on
the vaginal environment to set tailored dietary approaches for the
maintenance of a healthy vaginal flora during pregnancy.

DATA AVAILABILITY STATEMENT

The original contributions presented in the study are included in
the article/Supplementary Material, further inquiries can be
directed to the corresponding author.

ETHICS STATEMENT

The studies involving human participants were reviewed and
approved by Ethics Committee of Romagna (CEROM) (n° 2032
of 21st February 2018). The patients/participants provided their
written informed consent to participate in this study.

AUTHOR CONTRIBUTIONS

AM, CF, MR, and VS conceived and designed the study. SZ and
GP recruited the patients. LL, MP, SM, and GP performed the

experiments. LL, MD’A, and FD analyzed the data. AM, MR, and
VS contributed reagents/materials and analysis tools. CF, AM,
MD’A, and FD wrote the paper. All the authors read, reviewed,
and approved the final manuscript.

FUNDING

This study was supported by “Fondazione del Monte di Bologna e
Ravenna” (Prot. N°329bis/2017). The funder had no role in study
design, data collection and analysis, decision to publish, or
preparation of the manuscript.

ACKNOWLEDGMENTS

We wish to thank all the enrolled volunteers and all staff involved
in this study. Special thanks to Sabina Sieri, Sara Grioni and the
Epidemiology and Prevention Unit, Fondazione IRCCS Istituto
Nazionale dei Tumori (Milan, Italy) for providing the EPIC food-
frequency questionnaire used in this study. Finally, we are
grateful to Mrs. Oriana Gasperoni of the Family Advisory
Health Centre in Ravenna for her skillful support during
the study.

SUPPLEMENTARY MATERIAL

The SupplementaryMaterial for this article can be found online at:
https://www.frontiersin.org/articles/10.3389/fmolb.2021.702370/
full#supplementary-material

REFERENCES

Ambrus, Á., Horváth, Z., Farkas, Z., Dorogházi, E., Cseh, J., Petrova, S., et al.
(2013). Pilot Study in the View of a Pan-European Dietary Survey -
Adolescents, Adults and Elderly. EFSA Supporting Publications 10, 508E.
doi:10.2903/sp.efsa.2013.EN-508

Bingham, S. A., Welch, A. A., Mctaggart, A., Mulligan, A. A., Runswick, S. A.,
Luben, R., et al. (2001). Nutritional Methods in the European Prospective
Investigation of Cancer in Norfolk. Public Health Nutr. 4, 847–858. doi:10.1079/
phn2000102

Brookheart, R. T., Lewis, W. G., Peipert, J. F., Lewis, A. L., and Allsworth, J. E.
(2019). Association between Obesity and Bacterial Vaginosis as Assessed by
Nugent Score. Am. J. Obstet. Gynecol. 220, e1–476. doi:10.1016/
j.ajog.2019.01.229

Ceccarani, C., Foschi, C., Parolin, C., D’Antuono, A., Gaspari, V., Consolandi, C.,
et al. (2019). Diversity of Vaginal Microbiome and Metabolome during Genital
Infections. Sci. Rep. 9, 14095. doi:10.1038/s41598-019-50410-x

Cortes-Macías, E., Selma-Royo, M., García-Mantrana, I., Calatayud, M., González,
S., Martínez-Costa, C., et al. (2021). Maternal Diet Shapes the Breast Milk
Microbiota Composition and Diversity: Impact of Mode of Delivery and
Antibiotic Exposure. J. Nutr. 151, 330–340. doi:10.1093/jn/nxaa310

Di Simone, N., Santamaria Ortiz, A., Specchia, M., Tersigni, C., Villa, P.,
Gasbarrini, A., et al. (2020). Recent Insights on the Maternal Microbiota:
Impact on Pregnancy Outcomes. Front. Immunol. 11, 528202. doi:10.3389/
fimmu.2020.528202

Dieterle, F., Ross, A., Schlotterbeck, G., and Senn, H. (2006). Probabilistic Quotient
Normalization as Robust Method to Account for Dilution of Complex

Biological Mixtures. Application in1H NMR Metabonomics. Anal. Chem.
78, 4281–4290. doi:10.1021/ac051632c

Dinu, M., Pagliai, G., Giangrandi, I., Colombini, B., Toniolo, L., Gensini, G., et al.
(2021). Adherence to the Mediterranean Diet Among Italian Adults: Results
from the Web-Based Medi-Lite Questionnaire. Int. J. Food Sci. Nutr. 72,
271–279. doi:10.1080/09637486.2020.1793306

Donders, G., Bellen, G., and Rezeberga, D. (2011). Aerobic Vaginitis in Pregnancy.
BJOG 118, 1163–1170. doi:10.1111/j.1471-0528.2011.03020.x

EFSA (2017). Dietary Reference Values for Nutrients Summary Report. EFSA
Supporting Publications 14, e15121E. doi:10.2903/sp.efsa.2017.e15121

Elmadfa, I., and Freisling, H. (2009). Nutritional Status in Europe: Methods and
Results. Nutr. Rev. 67 (Suppl. 1), S130–S134. doi:10.1111/j.1753-
4887.2009.00175.x

FAO (2010). Fats and Fatty Acids in Human Nutrition. Report of an Expert
Consultation. FAO Food Nutr. Pap., 91. 1–166.

Foschi, C., Laghi, L., D’Antuono, A., Gaspari, V., Zhu, C., Dellarosa, N., et al.
(2018). Urine Metabolome in Women with Chlamydia trachomatis Infection.
PLoS One 13, e0194827, 2018 . e0194827. doi:10.1371/journal.pone.0194827

Freitas, A. C., Chaban, B., Chaban, B., Bocking, A., Rocco, M., Yang, S., et al. (2017).
The Vaginal Microbiome of Pregnant Women Is Less Rich and Diverse, with
Lower Prevalence of Mollicutes, Compared to Non-pregnant Women. Sci. Rep.
7, 9212. doi:10.1038/s41598-017-07790-9

Hay, P. E., Morgan, D. J., Ison, C. A., Bhide, S. A., Romney, M., Mckenzie, P., et al.
(1994). A Longitudinal Study of Bacterial Vaginosis during Pregnancy. BJOG:
An Int. J. O&G 101, 1048–1053. doi:10.1111/j.1471-0528.1994.tb13580.x

Hubert, M., Rousseeuw, P. J., and Vanden Branden, K. (2005). ROBPCA: A New
Approach to Robust Principal Component Analysis. Technometrics 47, 64–79.
doi:10.1198/004017004000000563

Frontiers in Molecular Biosciences | www.frontiersin.org July 2021 | Volume 8 | Article 7023708

Dall’Asta et al. Vaginal Environment and Diet

https://www.frontiersin.org/articles/10.3389/fmolb.2021.702370/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fmolb.2021.702370/full#supplementary-material
https://doi.org/10.2903/sp.efsa.2013.EN-508
https://doi.org/10.1079/phn2000102
https://doi.org/10.1079/phn2000102
https://doi.org/10.1016/j.ajog.2019.01.229
https://doi.org/10.1016/j.ajog.2019.01.229
https://doi.org/10.1038/s41598-019-50410-x
https://doi.org/10.1093/jn/nxaa310
https://doi.org/10.3389/fimmu.2020.528202
https://doi.org/10.3389/fimmu.2020.528202
https://doi.org/10.1021/ac051632c
https://doi.org/10.1080/09637486.2020.1793306
https://doi.org/10.1111/j.1471-0528.2011.03020.x
https://doi.org/10.2903/sp.efsa.2017.e15121
https://doi.org/10.1111/j.1753-4887.2009.00175.x
https://doi.org/10.1111/j.1753-4887.2009.00175.x
https://doi.org/10.1371/journal.pone.0194827
https://doi.org/10.1038/s41598-017-07790-9
https://doi.org/10.1111/j.1471-0528.1994.tb13580.x
https://doi.org/10.1198/004017004000000563
https://www.frontiersin.org/journals/molecular-biosciences
www.frontiersin.org
https://www.frontiersin.org/journals/molecular-biosciences#articles


Kneen,M. A., and Annegarn, H. J. (1996). Algorithm for Fitting XRF, SEM and PIXE
X-ray Spectra Backgrounds. Nucl. Instr. Methods Phys. Res. Section B: Beam
Interactions Mater. Atoms 109-110, 209–213. doi:10.1016/0168-583X(95)00908-6

Kroon, S. J., Ravel, J., and Huston, W. M. (2018). Cervicovaginal Microbiota,
Women’s Health, and Reproductive Outcomes. Fertil. Sterility 110, 327–336.
doi:10.1016/j.fertnstert.2018.06.036

Liland, K. H., Almøy, T., and Mevik, B.-H. (2010). Optimal Choice of Baseline
Correction for Multivariate Calibration of Spectra. Appl. Spectrosc. 64,
1007–1016. doi:10.1366/000370210792434350

Marrazzo, J. M., Fiedler, T. L., Srinivasan, S., Thomas, K. K., Liu, C., Ko, D., et al.
(2012). Extravaginal Reservoirs of Vaginal Bacteria as Risk Factors for Incident
Bacterial Vaginosis. J. Infect. Dis. 205, 1580–1588. doi:10.1093/infdis/jis242

Miller, E. A., Beasley, D. E., Dunn, R. R., and Archie, E. A. (2016). Lactobacilli
Dominance and Vaginal pH: Why Is the Human Vaginal Microbiome Unique?
Front. Microbiol. 7, 1936. doi:10.3389/fmicb.2016.01936

Neggers, Y. H., Nansel, T. R., Andrews, W. W., Schwebke, J. R., Yu, K.-f.,
Goldenberg, R. L., et al. (2007). Dietary Intake of Selected Nutrients Affects
Bacterial Vaginosis in Women. J. Nutr. 137, 2128–2133. doi:10.1093/jn/
137.9.2128

Nelson, D. B., Rockwell, L. C., Prioleau, M. D., and Goetzl, L. (2016). The Role of
the Bacterial Microbiota on Reproductive and Pregnancy Health. Anaerobe 42,
67–73. doi:10.1016/j.anaerobe.2016.09.001

Noyes, N., Cho, K.-C., Ravel, J., Forney, L. J., and Abdo, Z. (2018). Associations
between Sexual Habits, Menstrual hygiene Practices, Demographics and the
Vaginal Microbiome as Revealed by Bayesian Network Analysis. PLoS One 13,
e0191625, 2018 . e0191625. doi:10.1371/journal.pone.0191625

Nugent, R. P., Krohn, M. A., and Hillier, S. L. (1991). Reliability of Diagnosing
Bacterial Vaginosis is Improved by a Standardized Method of Gram Stain
Interpretation. J Clin Microbiol. 29, 297–301. doi:10.1128/jcm.29.2.297-301.1991

Oh, H. Y., Seo, S.-S., Kong, J.-S., Lee, J.-K., and Kim, M. K. (2015). Association
between Obesity and Cervical Microflora Dominated by Lactobacillus Iners in
Korean Women. J. Clin. Microbiol. 53, 3304–3309. doi:10.1128/JCM.01387-15

Oliver, A., Lamere, B., Weihe, C., Wandro, S., Lindsay, K. L., Wadhwa, P. D., et al.
(2020). Cervicovaginal Microbiome Composition Is Associated with Metabolic
Profiles in Healthy Pregnancy. mBio 11. doi:10.1128/mBio.01851-20

Pala, V., Sieri, S., Palli, D., Salvini, S., Berrino, F., Bellegotti, M., et al. (2003). Diet in
the Italian EPIC Cohorts: Presentation of Data and Methodological Issues.
Tumori 89, 594–607. doi:10.1177/030089160308900603

Parolin, C., Foschi, C., Laghi, L., Zhu, C., Banzola, N., Gaspari, V., et al. (2018).
Insights into Vaginal Bacterial Communities and Metabolic Profiles of
Chlamydia trachomatis Infection: Positioning between Eubiosis and
Dysbiosis. Front. Microbiol. 9, 600. doi:10.3389/fmicb.2018.00600

Prokopidis, K., Cervo, M.M., Gandham, A., and Scott, D. (2020). Impact of Protein
Intake in Older Adults with Sarcopenia and Obesity: A Gut Microbiota
Perspective. Nutrients 12, 2285. doi:10.3390/nu12082285

Roman Viñas, B., Ribas Barba, L., Ngo, J., Gurinovic, M., Novakovic, R., Cavelaars,
A., et al. (2011). Projected Prevalence of Inadequate Nutrient Intakes in Europe.
Ann. Nutr. Metab. 59, 84–95. doi:10.1159/000332762

Shivakoti, R., Tuddenham, S., Caulfield, L. E., Murphy, C., Robinson, C., Ravel, J.,
et al. (2020). Dietary Macronutrient Intake and Molecular-Bacterial Vaginosis:
Role of Fiber. Clin. Nutr. 39, 3066–3071. doi:10.1016/j.clnu.2020.01.011

Si, J., You, H. J., Yu, J., Sung, J., and Ko, G. (2017). Prevotella as a Hub for Vaginal
Microbiota under the Influence of Host Genetics and Their Association with
Obesity. Cell Host & Microbe 21, 97–105. doi:10.1016/j.chom.2016.11.010

Smith, S. B., and Ravel, J. (2017). The Vaginal Microbiota, Host Defence and
Reproductive Physiology. J. Physiol. 595, 451–463. doi:10.1113/JP271694

Sofi, F., Dinu, M., Pagliai, G., Marcucci, R., and Casini, A. (2017). Validation of a
Literature-Based Adherence Score to Mediterranean Diet: the MEDI-LITE
Score. Int. J. Food Sci. Nutr. 68, 757–762. doi:10.1080/09637486.2017.1287884

Song, S. D., Acharya, K. D., Zhu, J. E., Deveney, C. M., Walther-Antonio, M. R. S.,
Tetel, M. J., et al. (2020). Daily Vaginal Microbiota Fluctuations Associated with
Natural Hormonal Cycle, Contraceptives, Diet, and Exercise. mSphere 5.
e00593doi: doi:10.1128/mSphere.00593-20

Srinivasan, S., Morgan, M. T., Fiedler, T. L., Djukovic, D., Hoffman, N. G., Raftery,
D., et al. (2015). Metabolic Signatures of Bacterial Vaginosis.mBio 6. e00204doi:
doi:10.1128/mBio.00204-15

Statista - the Statistics Portal (2019). Distribution of Body-Mass-index (BMI) in
Italy in 2019. by age [Online]Available at: https://www.statista.com/statistics/
727866/distribution-of-body-mass-index-by-age-italy/ (Accessed February 25,
2021).

Thoma, M. E., Klebanoff, M. A., Rovner, A. J., Nansel, T. R., Neggers, Y., Andrews,
W.W., et al. (2011). Bacterial Vaginosis Is Associated with Variation in Dietary
Indices. J. Nutr. 141, 1698–1704. doi:10.3945/jn.111.140541

Tohill, B. C., Heilig, C. M., Klein, R. S., Rompalo, A., Cu-Uvin, S., Piwoz, E. G., et al.
(2007). Nutritional Biomarkers Associated with Gynecological Conditions
Among US Women with or at Risk of HIV Infection. Am. J. Clin. Nutr. 85,
1327–1334. doi:10.1093/ajcn/85.5.1327

Tuddenham, S., Ghanem, K. G., Caulfield, L. E., Rovner, A. J., Robinson, C.,
Shivakoti, R., et al. (2019). Associations between Dietary Micronutrient Intake
and Molecular-Bacterial Vaginosis. Reprod. Health 16, 151. doi:10.1186/
s12978-019-0814-6

USDA (2015). 2015 – 2020 Dietary Guidelines for Americans. 8thed. Washington,
US: U.S. Department of Health and Human Services and U.S. Department of
Agriculture).

Ventrella, D., Laghi, L., Barone, F., Elmi, A., Romagnoli, N., and Bacci, M. L. (2016).
Age-Related 1HNMRCharacterization of Cerebrospinal Fluid in Newborn and
Young Healthy Piglets. PLoS One 11, e0157623, 2016 . e0157623. doi:10.1371/
journal.pone.0157623

Viechtbauer, W., Smits, L., Kotz, D., Budé, L., Spigt, M., Serroyen, J., et al. (2015). A
Simple Formula for the Calculation of Sample Size in Pilot Studies. J. Clin.
Epidemiol. 68, 1375–1379. doi:10.1016/j.jclinepi.2015.04.014

Vitali, B., Cruciani, F., Picone, G., Parolin, C., Donders, G., and Laghi, L. (2015).
Vaginal Microbiome andMetabolomeHighlight Specific Signatures of Bacterial
Vaginosis. Eur. J. Clin. Microbiol. Infect. Dis. 34, 2367–2376. doi:10.1007/
s10096-015-2490-y

WHO (2000). Obesity: Preventing and Managing the Global Epidemic. Report of a
WHO Consultation. World Health Organ. Tech. Rep. Ser. 894 (i-xii)–253. i.

WHO/FAO (2003). Diet, Nutrition and the Prevention of Chronic Diseases: Report
of a Joint WHO/FAO Expert Consultation. Geneva, Switzerland: World Health
Organization.

Yano, J., Sobel, J. D., Nyirjesy, P., Sobel, R., Williams, V. L., Yu, Q., et al. (2019).
Current Patient Perspectives of Vulvovaginal Candidiasis: Incidence,
Symptoms, Management and post-treatment Outcomes. BMC Women’s
Health 19, 48. doi:10.1186/s12905-019-0748-8

Zozaya-Hinchliffe, M., Lillis, R., Martin, D. H., and Ferris, M. J. (2010).
Quantitative PCR Assessments of Bacterial Species in Women with and
without Bacterial Vaginosis. J. Clin. Microbiol. 48, 1812–1819. doi:10.1128/
JCM.00851-09

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Copyright © 2021 Dall’Asta, Laghi, Morselli, Re, Zagonari, Patuelli, Foschi, Pedna,
Sambri, Marangoni and Danesi. This is an open-access article distributed under the
terms of the Creative Commons Attribution License (CC BY). The use, distribution
or reproduction in other forums is permitted, provided the original author(s) and the
copyright owner(s) are credited and that the original publication in this journal is
cited, in accordance with accepted academic practice. No use, distribution or
reproduction is permitted which does not comply with these terms.

Frontiers in Molecular Biosciences | www.frontiersin.org July 2021 | Volume 8 | Article 7023709

Dall’Asta et al. Vaginal Environment and Diet

https://doi.org/10.1016/0168-583X(95)00908-6
https://doi.org/10.1016/j.fertnstert.2018.06.036
https://doi.org/10.1366/000370210792434350
https://doi.org/10.1093/infdis/jis242
https://doi.org/10.3389/fmicb.2016.01936
https://doi.org/10.1093/jn/137.9.2128
https://doi.org/10.1093/jn/137.9.2128
https://doi.org/10.1016/j.anaerobe.2016.09.001
https://doi.org/10.1371/journal.pone.0191625
https://doi.org/10.1128/jcm.29.2.297-301.1991
https://doi.org/10.1128/JCM.01387-15
https://doi.org/10.1128/mBio.01851-20
https://doi.org/10.1177/030089160308900603
https://doi.org/10.3389/fmicb.2018.00600
https://doi.org/10.3390/nu12082285
https://doi.org/10.1159/000332762
https://doi.org/10.1016/j.clnu.2020.01.011
https://doi.org/10.1016/j.chom.2016.11.010
https://doi.org/10.1113/JP271694
https://doi.org/10.1080/09637486.2017.1287884
https://doi.org/10.1128/mSphere.00593-20
https://doi.org/10.1128/mBio.00204-15
https://www.statista.com/statistics/727866/distribution-of-body-mass-index-by-age-italy/
https://www.statista.com/statistics/727866/distribution-of-body-mass-index-by-age-italy/
https://doi.org/10.3945/jn.111.140541
https://doi.org/10.1093/ajcn/85.5.1327
https://doi.org/10.1186/s12978-019-0814-6
https://doi.org/10.1186/s12978-019-0814-6
https://doi.org/10.1371/journal.pone.0157623
https://doi.org/10.1371/journal.pone.0157623
https://doi.org/10.1016/j.jclinepi.2015.04.014
https://doi.org/10.1007/s10096-015-2490-y
https://doi.org/10.1007/s10096-015-2490-y
https://doi.org/10.1186/s12905-019-0748-8
https://doi.org/10.1128/JCM.00851-09
https://doi.org/10.1128/JCM.00851-09
https://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/molecular-biosciences
www.frontiersin.org
https://www.frontiersin.org/journals/molecular-biosciences#articles

	Pre-Pregnancy Diet and Vaginal Environment in Caucasian Pregnant Women: An Exploratory Study
	Introduction
	Materials and Methods
	Study Group and Sample Collection
	Microbiological Investigations
	Metabolomic Analysis
	Anthropometric Measurements and Dietary Assessment
	Data Analysis and Statistics

	Results
	Study Population
	Anthropometric and Nutritional Data
	Correlation Between Vaginal Status and Anthropometric/Dietary Data
	Vaginal Metabolome

	Discussion
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References


