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The reproductive microbiome is implicated in female reproductive health and is probably also implicated in pregnancy
outcomes. Understanding how to assess and diagnose microbiome dysbiosis in the female reproductive tract could lead to
improvements in reproductive outcomes.

ABSTRACT

The interest in and understanding of the human microbiome has grown remarkably over recent years. Advances in molecular
techniques have allowed researchers to identify and study the microbiota and also use this information to develop therapeutic
solutions for a spectrum of conditions. Alongside the growing interest in the microbiome, societal changes have resulted in

many couples looking to start families later in life, therefore increasing the demand for assisted reproductive technologies.
Combining these trends, it makes sense that clinicians are eager to understand and exploit the microbiome of their patients,

i.e. the reproductive microbiome, in order to help them achieve their goal of becoming parents. This paper aims to provide an
overview of the current and future research into the reproductive microbiome in relation to fertility and also share clinical practice
recommendations for physicians who are new to this field or unsure about how they can utilise what is known to help their patients.
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INTRODUCTION

ince the first IVF baby was born
in 1978, assisted reproductive
technologies (ART) have become
safer, more successful and more
accessible; couples are choosing to have
children later in life and the demand for
ART is rapidly increasing (Faddy et al.,
2018). However, some women are unable
to become pregnant, or experience a
pregnancy loss or a preterm delivery. A
new perspective on fertility is emerging
as a result of increasing knowledge
about the microbiome - and its role in
reproductive health.

The first observation of non-pathogenic
bacteria inhabiting the human body

was of Escherichia coli in the intestine
of healthy children in 1885. Since then,
other commensal bacteria (bacteria that
live in harmony with the host) inhabiting
different parts of the human body, such
as nasal and oral cavities, skin and the
urogenital tract, have been discovered
throughout the 20th century. Their role
has been underestimated and in general,
microbes were considered a threat

to human health. Due to advances in
sequencing technology, the literature
has started to highlight the role of
commensal bacteria (the microbiota)

in normal physiology. In the mutualistic
relationship between microbial
communities and the human host, the
host provides the nutrients to support
bacterial growth, while the microbial
communities provide defence against
pathogens, shape the development

and maturation of the immune system,
help to digest food and fibre, produce
vitamins and metabolize xenobiotics
(Puebla-Barragan and Reid, 2019). Of
note, the term microbiota refers to all of
the micro-organisms in an environment,
including bacteria, archaea and single-
cell eukaryotes (and sometimes viruses),
and the term microbiome refers to the
collection of genomes of the microbiota.

At present, there are five distinct
microbiomes according to body site

- the oral cavity, nasal cavity, skin,
genitourinary tract and gastrointestinal
tract (Kumar and Chordia, 2017). Within
these distinct anatomical locations there
are further microbial habitats, such as
the tongue, cheek and lip of the oral
cavity (Kumar and Chordia, 2017).
Whereas the gut microbiota has by far
the most dense and diverse microbial
community, in the lower reproductive

tract, a healthy microbiota is dominated
by Lactobacillus species. Lactobacilli are
bacteria that produce lactic acid and
protect the vagina by sustaining a low pH
that is prohibitive to the growth of most
bacteria. The upper reproductive tract,
long considered sterile, also has its own
specific microbiota, which is 100 to 1000
times less dense (Baker et al.,, 2018),

but dominated by a greater variety of
bacterial species and also different strains
of Lactobacillus than the healthy vaginal
microbiota (Moreno and Franasiak,
2017).

The aim of this work is to briefly discuss
the current research on the reproductive
microbiome of female fertility patients

in order to provide expert opinion on
how to utilise this knowledge in clinical
practice of infertility diagnosis and
treatment. Bacterial therapies, commonly
known as probiotics, are also increasingly
researched, a natural consequence

of our expanding knowledge of the
microbiome. Targeted probiotics can
replenish depleted microbiota, restore
healthy conditions and consequently
help treat infections and illness (Puebla-
Barragan and Reid, 2019).

MATERIALS AND METHODS

A panel of 37 fertility experts, including
clinicians from across Europe, met to
generate best practice recommendations
for fertility experts interested in utilising
the microbiome to improve their clinical
practice. Small groups were formed for
initial discussion of four key topics:

1 Clinical assessment: How is the
reproductive microbial ecosystem
being assessed in women? Which tools
are being used and in which patients?

2 Endometrium and implantation:

What is the role of the endometrial
microbiome in endometrial
receptivity, implantation and recurrent
implantation failure?

3 Infertility: How should we evaluate and
treat infertile patients and patients
with bacterial vaginosis utilising the
microbiome?

4 Birth: What techniques can be used
to evaluate microbial structures and
evaluate risk for preterm birth and
pregnancy loss in pregnant women?

A full list of the discussion topics was
compiled (see Supplementary Material).
The entire group came together to
discuss all topics and the agreed

statements were used as a basis to
produce a series of recommendations
for clinical practice supported by the
literature. These recommendations
appear as section titles throughout the
paper and have been organised into
three sections. First, a brief overview of
the current literature on the relationship
between the reproductive microbiome
and fertility (Part 1); second, nine
clinical practice recommendations for
fertility experts (Part Il); and third, seven
statements about the future of research
into the reproductive microbiome (Part

1.

Part I: Current literature

There are strong indications that the
vaginal and endometrial microbiomes
are associated with female reproductive
health.

The vaginal microbiota is of great interest
due to its complexity, the increasing
knowledge of its role in women's health
and its influence on reproductivity
(Moreno and Simon, 2019). As changes
in vaginal microbiota homeostasis or
disrupted microbiota, referred to as
dysbiosis, can be the cause of infertility
and preterm birth, there is increasing
interest in the characteristics of a healthy
microbiota and in different ways that this
can be re-established (Bedaiwy, 2019;
Garcia-Velasco et al., 2017; Puca and
Hoyne, 2017). Dysbiosis is also associated
with endometriosis, although it is as

yet unclear whether dysbiosis causes
endometriosis, or endometriosis induces
dysbiosis. As of November 2019, there
are 94 clinical trials registered on https://
clinicaltrials.gov that include the search
terms ‘pregnancy’ and ‘microbiome’.
Seventeen of these are specifically linked
to the vaginal/lendometrial microbiome.

The vaginal microbiome plays an
important role in protecting the vagina
— the first barrier from the external
environment to the upper reproductive
tract. A better understanding of

the vaginal microbiome is therefore
mandatory to further our understanding
of natural fertility and reproductive
technology.

As per our current knowledge, in non-
pregnant, healthy women the vaginal
microbiome is dominated by four
Lactobacillus species: L. crispatus, L.
iners, L. jensenii or L. gasseri (Ravel

et al., 2011). The vaginal microbiota can
be characterized by the presence or
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absence of certain bacterial species.

In 2011, Ravel et al. (2011) identified

five vaginal microbial community state
types (CST); four of them (I, II, Ill and
V) are Lactobacillus-dominant and are
more commonly found in European and
Asian women. CST-IV, more frequent

in Hispanic and African-American
women, differs due to the increased
abundance of strictly anaerobic bacteria
(Gardnerella, Ureaplasma) and reduced
presence of Lactobacillaceae (Ravel

et al., 2011). Lactobacillus spp. produce
Iactlc acid that helps to keep the vaginal
pH below 4.5 and creates inhospitable
conditions for pathogens to grow
(Graver and Wade, 2011). The vaginal
microbiota composition shows large
ethnic differences and varies throughout
the woman's lifetime depending on
physiological events, like menstrual cycle
and pregnancy, and external factors, like
sexual activity, hygiene habits and medical
treatments (Gajer et al., 2012; Ravel

et al.,, 2011; Zhou et al,, 2007).

The vaginal microbiota and its
relation to infertility

Bacterial vaginosis is one example

of an altered state of the vaginal
microbiome, characterized by depletion
of Lactobacillus and augmented diversity
of anaerobic bacteria. Bacterial vaginosis
affects 20-50% of reproductive-age
women and it represents a risk factor for
subfertility and infertility (Mastromarino
et al., 2014a; Sirota et al.,, 2014).
Increased presence of specn‘lc bacteria
(Atopobium vaginae, Ureaplasma
vaginae, U. parvum, U. urealyticum

and Gardnerella), normally observed

in asymptomatic bacterial vaginosis,
together with higher abundance of
Candida and reduced vaginal and
cervical Lactobacillus, is often present
in women with fertility problems
(Koedooder et al., 2019a). Moreover,
vaginal dysbiosis reduces the local
defences against sexually transmitted
pathogens (Wiesenfeld, 2003) and
ascension of pathogens up the fallopian
tubes can affect reproductive health
(Mastromarino et al., 2014a).

The vaginal microbiota and its
relation to IVF outcomes

The vaginal microbiota has lately become
an important factor in IVF. The lack of
consensus on its role comes from the
lack of common criteria to cross-check
data, small sample size, and the lack

of data due to the novelty of the field.
Altered vaginal microbiota and bacterial

vaginosis may be related to poor
pregnancy outcomes. Therefore, patients
undergoing IVF should be screened

and eventually treated to enhance the
chances of success.

Several studies confirm that a vaginal
microbiota rich in Lactobacillus spp.
without bacterial vaginosis, either clinical
or subclinical, leads to more positive
outcomes with ART (Babu et al., 2017;
Eckert et al., 2003; Mangot-Bertrand

et al., 2013; Moore et al., 2000). Haahr
et al. (2016a) studied the microbiota

of 84 women undergoing IVF and

found a strong relationship between
microbiota composition and pregnancy.
Of the 22 women who had an altered
composition, only two women (9%)
achieved a clinical pregnancy. Out of
the 62 women with a normal microbiota
composition, 29 women (47%) achieved
a clinical pregnancy. Koedooder et al.
(2019b) performed a prospective study of
reproductive-age women undergoing IVF
and found that embryo implantation was
less successful in women with reduced
Lactobacillus spp. in their vaginal
microbiota. The authors proposed an
algorithm, utilising the IS-pro sequencing
method, to predict the IVF success

rate based on the vaginal microbiota
composition. They identified women with
a low chance of becoming pregnant due
to reduced Lactobacillus in the vaginal
microbiota (18% of the dataset of 192
women). The model was 94% accurate
(with high specificity [97%], but low
sensitivity [26%]): 32 out of 34 women
with an unfavourable profile did not
achieve pregnancy. An external validation
cohort study further supported the
prediction specificity. According to high
versus low Lactobacillus dominance the
women were divided into two subgroups
with favourable and unfavourable
prediction, respectively. None of the
women in the unfavourable group
became pregnant (Koedooder et al.,
2019b). In another study, Lactobacillus
crispatus-dominant microbiomes were
associated with higher live birth rate
(Haahr et al., 2019; Vergaro et al., 2019).
These fmdmgs suggest that a better
knowledge about the vaginal microbiota
prior to IVF may help both couples and
healthcare professionals decide on the
timing of their IVF cycles to maximize the
results (Moreno and Simon, 2019).

At this point, however, it is very difficult
to evaluate and to compare different
studies because there are many variables
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to be considered, such as the time

of collection of the vaginal samples,
hormonal stimulation, fresh or frozen
embryo transfer, oocyte donation, and
success rate, defined as implantation

or live birth (Fettweis et al., 2019).
Moreover, novel and more standardized
molecular approaches have improved the
ability to detect micro-organisms and will
enhance future results.

CST-1V is most commonly associated
with negative ART outcomes

Women with bacterial vaginosis and
aerobic vaginitis often present with a
microbiota comparable to CST-IV (Smith
and Ravel, 2017). Bacterial vaginosis

or a perturbed microbiota are also a
common factor in frequent preterm
delivery or miscarriage (Buggio et al.,
2019; Garcia-Velasco et al., 2017).
CST-IV, with or without a diagnosed
bacterial vaginosis, has been described
as a common feature of preterm birth

in Caucasian women (DiGiulio et al,,
2015; Donders et al., 2009) and African-
American women (Nelson et al., 2016).
The vaginal microbiota is normally stable,
Lactobacillus-dominated and less diverse
during pregnancy (Aagaard et al., 2012).
DiGiulio et al. (2015) observed that some
women who presented with a CST-IV
microbiota, depleted of Lactobacillus
spp. throughout the gestational period,
were more likely to deliver preterm.
Another study found that a CST-IV
vaginal microbiome was less frequent in
women delivering at term even though it
was not possible to define a correlation
between this vaginal microbiota profile
and preterm delivery (Romero et al.,
2014).

The endometrial microbiota and its
relation to IVF

Previously it was believed that the upper
reproductive tract was sterile. After the
discovery of a specific and independent
endometrial microbiome (Chen et al,,
2017), several studies concentrated on
endometrial dysbiosis (Benner et al.,
2018; Moreno et al., 2016). Endometrial
dysbiosis can be the cause of
implantation failure and lead to infertility
(Moreno and Simon, 2018).

Infertility treatment is intrinsically
complicated; however, the delicacy and
importance of the implantation phase
has proven to be critical for positive
outcomes (Diedrich et al., 2007). A
Lactobacillus-dominant endometrlum is
more receptive than an endometrium
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with high bacterial diversity and a low
proportion of Lactobacilli. The results of
a study by Moreno et al. (2016) highlight
that women with a Lactobacillus-
dominant microbiota have a higher
chance of success in implantation,

60% versus 23% in non-Lactobacillus-
dominant microbiota; in pregnancy, 70%
versus 33%; and in live birth, 60% versus
7%. In this study Moreno et al. (2016)
also found that women with a receptive
endometrium (Lactobacillus-dominant)
have a significantly lower miscarriage
rate, 17% versus 60% as compared

with women with a non-Lactobacillus-
dominant microbiota. These results
differ from those obtained by Franasiak
et al. (2016), who reported a comparable
IVF success rate independent of

the Lactobacillus dominance of the
endometrial microbiota. Moreno et al.
(2016) suggest this difference could be
related to differences in the classification
systems used in the two studies.

Hormonal fluctuations, especially

in oestrogens, are implicated in the
regulation of the vaginal microbiota and
in the preparation of the endometrium
for implantation and pregnancy (Wessels
et al., 2018). It can be expected that
hormones also influence the endometrial
microbiota. Surprisingly, however,
Moreno et al. (2016) found that the
endometrial microbiota does not change
under hormonal influence in the period
preceding implantation. These results
suggest that we should start to consider
the endometrial microbiota and its
health state prior to beginning IVF, in
order to maximize the chance of positive
outcomes.

The vaginal microbiota and its
relation to preterm birth

The causes of preterm birth are very
complex, making it challenging to prevent
and also difficult to reduce the related
infant mortality and the psychological
and economic consequences of
extended hospitalization of the newborn.
As the vaginal microbiota is important
for the health of the whole reproductive
tract and for prevention of pathological
infections, it can be expected that it
affects not only pregnancy, but also
delivery. The vaginal microbiome
evolves during pregnancy in relation

to gestational age and tends to lose

the diversity observed in non-pregnant
women (Freitas et al., 2017). Healthy
pregnant women present a distinct
vaginal microbiota profile dominated

by Lactobacilli, with no differences
depending on community type, ethnicity
or body mass index (Aagaard et al.,
2012).

A non-Lactobacillus-dominant vaginal
microbiota and increased bacterial
diversity during pregnancy are associated
with higher risk of preterm birth (Brown
et al., 2019). A group of 96 women were
divided into three groups according

to high (38), low (22) or no risk (36) of
preterm birth and followed from week

6 of pregnancy. Augmented bacterial
diversity and a concomitant reduced
Lactobacillus spp. abundance were
evident prior to premature rupture of
membrane in 20% and 26% of high- and
low-risk women, respectively. Only 3% of
women that finished their pregnancy at
term had an altered vaginal microbiota
(Brown et al., 2019).

Black women are more likely to deliver
preterm, yet the vaginal microbiota of
pregnant women shows minor to no
diversity across different ethnicities
(Brown et al., 2019; Fettweis et al.,

2019). The National Institutes of Health's
Integrative Human Microbiome Project
includes samples of vaginal microbiome
from more than 1500 pregnant women
of diverse ancestries and omics data
generated from a subset of about 600
pregnancies. Fettweis et al. (2019)

used these data to provide evidence

of the role of Lactobacillus crispatus

in lowering the risk of preterm birth.
American women of European ancestry
have a vaginal microbiota rich in L.
crispatus and a significantly lower risk

of preterm birth when compared with
American women of African ancestry,
who are more likely to have a vaginal
microbiome poor in Lactobacillus spp.
Additionally, bacterial vaginosis-associated
bacterium 1, a bacterium that is positively
associated with preterm birth, is more
common in Black women (Fettwels

et al., 2019). These results correspond

to those obtained in British women with
Caucasian, Asian and Black ethnicities.
All Caucasian and Asian British women
who delivered at term had a Lactobacilli-
dominant vaginal microbiome, but 12% of
Black women who delivered at term were
Lactobacilli-depleted (Brown et al., 2019;
Maclntyre et al., 2015).

Some women with pre-pregnancy
dysbiosis show a shift toward a healthy
Lactobacillus-dominant bacterial
community around weeks 15 to 20 of

pregnancy. This normalization happens

in about 50% of women (Hay et al.,
1994). However, there is also a strong
association between pre-pregnancy
bacterial vaginosis and preterm birth
because ascending vaginal infections
cause intrauterine inflammation, which is
responsible for one-third of preterm birth
(Buggio et al., 2019; Leitich et al., 2003).

To identify an increased risk of preterm
birth early in pregnancy, despite

the natural evolution of the vaginal
microbiome during gestation, would

lead to earlier diagnostics and possible
therapeutic interventions. Based on
thorough meta-analysis of vaginal
microbiome datasets, a correlation
between the vaginal microbiome in the
first trimester and preterm delivery has
been established. This correlation and
related different microbiota profiles have
been exploited to propose a ‘Taxonomic
Composition Skew’ metric as a possible
diagnostic tool to predict preterm
delivery with high accuracy (Haque et al.,
2017).

Part Il: Recommendations for clinical
assessment and clinical practicel

For all infertility patients, ask if
they have clinical symptoms (smell,
discharge, urinary tract infection,
Candida) currently and during their
cycle

Our understanding of healthy and
unhealthy vaginal microbiome is rapidly
developing. When a woman is evaluated
for vaginal dysbiosis, it is important to
identify the cause in order to prescribe
the proper treatment. Assessment of
symptoms combined with microscopic
and pH evaluation of the vaginal smear
can help distinguish between bacterial
vaginosis, trichomoniasis, candidiasis
and lactobacillosis (Hainer and Gibson,
2011). However, almost 30% of women
with a vaginal disorder do not receive a
proper diagnosis (Sha et al., 2005; van
de Wijgert and Jespers, 2017).

Bacterial vaginosis is the most common
vaginal disorder in reproductive-age
women, although 50% of women are
asymptomatic (Haahr et al., 2016a).
Bacterial vaginosis is characterized by
vaginal dysbiosis (altered microbiome
composition) presenting as a depletion
of Lactobacillus and a higher diversity

of other anaerobic bacteria, such as
Gardnerella, Mycoplasma and Prevotella
(Turovskiy et al., 2011). Bacterial vaginosis



is positively associated with infertility,
miscarriage and preterm birth (Donders
et al., 2009). To confirm diagnosis

and provide proper treatment, all
women reporting vaginal symptoms
(unusual discharge, burning or itching,
unusual smell) should have their vaginal
secretions tested (van de Wijgert and
Jespers, 2017).

Urinary tract infections and yeast
infections can be the cause of
reproductive tract damage, i.e. tubal
damage or pelvic inflammatory disease,
and result in infertility (Mastromarino
et al., 2014b). The main clinical
symptoms of these conditions are
malodourous vaginal discharge and
itching/burning sensations (Klebanoff
et al., 2004). Good clinical practice
requires that women consulting for
infertility treatment report whether
they have suffered from one of these
symptoms in the past, during their cycle,
or at the moment of consultation.

For women with no symptoms there
is currently no further testing
recommended in clinical practice
Bacterial vaginosis is a deviation from

a healthy Lactobacillus-dominant
microbiota and several studies correlate
infertility problems with vaginal dysbiosis
(van de Wijgert et al., 2014; Westrém,
1994). Based on a cross-sectional study
of 84 healthy women and 116 women
with infertility problems, Babu et al.
(2017) suggest adding a routine vaginal
microbiota screening for all women
undergoing infertility treatment. At
present, however, this evidence is

too limited to recommend a routine
screening of all fertility patients.
Moreover, molecular diagnostic
testing is expensive and there is no
supporting literature to recommend it
in asymptomatic women (van der Veer

et al., 2018).

If vaginal pH is below 4.5 this could
indicate lactobacillosis

The pH of vaginal secretions is an
important parameter for an accurate
diagnosis in women presenting with
vaginal symptoms such as burning or
malodourous discharge. Many vaginal
microbiota pathologies are characterized
by Lactobacillus depletion, lower lactic
acid production and a consequent
increase in pH. However, lactobacillosis, a
less common vaginal condition, presents
with normal or lower pH values (Ventolini
et al., 2014). Lactobacillosis presents

comparable symptoms - itching/
burning, and abundant vaginal discharge
- to those of bacterial vaginosis and is
characterized by the higher abundance
of long segmented Lactobacilli chains
(Ventolini et al., 2014).

Vaginal dysbiosis can be measured

in multiple ways, there are no gold
standards in assessment. For women
with symptoms/suspicions of dysbiosis,
it is recommended to perform a
speculum exam and pH test. If
available also perform a wet smear,
Gram Nugent score, and quantitative
polymerase chain reaction (qPCR)
Several techniques have been developed
to evaluate and confirm a diagnosis of
bacterial vaginosis: the Amsel criteria,
Nugent score and more recently gPCR.
The Amsel criteria and Nugent score

are inexpensive tests but they cannot
adequately measure microbial complexity
and thus may give inaccurate results
(Mendling, 2016).

In 1983, Amsel et al. proposed four
practical diagnostic criteria: (i) thin,
white-greyish homogenous vaginal
discharge; (i) vaginal pH >4.5; (iii) a
‘fishy’ odour after adding 10% potassium
hydroxide to vaginal secretions; (iv)
presence of epithelial cells coated with
bacteria on wet mount microscopy.
Bacterial vaginosis is confirmed if three
out of four of these criteria are met. The
Amsel criteria is an inexpensive technique
that may provide the first evidence of
dysbiosis. However, the evaluation of
the results relies on microscopy, direct
observation and experienced personnel
(Kusters et al., 2015; Sha et al., 2005).
Another limitation of the Amsel criteria
is that the increased bacterial diversity
causing dysbiosis is consistent with an
altered pH, but might not alter the other
Amsel criteria, thus resulting in a negative
test. In different cohort studies, only
about 40% of women with diagnosed
bacterial vaginosis have been found
positive according to the Amsel criteria
(Sha et al.,, 2005; van der Wijgert et al.,
2014).

The Nugent scoring system, proposed in
1991, is a Gram-stained scoring system
of vaginal swabs. It is a 0-10 standardized
scale evaluating vaginal microbiota based
on the presence/absence of Lactobacilli
spp., Gardnerella vaginalis and
Mobiluncus spp. bacterial morphotypes.
A lower abundance of Lactobacilli

and an increased presence of other
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bacteria result in a higher Nugent score
(Nugent et al., 1991). A Nugent score
of 0-3 represents a healthy microbiota,
4-6 an intermediate microbiota, and
7-10 confirms bacterial vaginosis. The
test is inexpensive and more sensitive
than the Amsel criteria, but it takes a
long time and requires an experienced
microscopist to correctly evaluate results
that remain subjective (van der Wijgert
et al., 2014).

New molecular biology techniques based
on DNA and RNA analysis, including
gPCR, allow a more objective analysis.
Even in the midst of great microbial
complexity, the characterization of DNA/
RNA sequences allows the identification
of bacteria present in minor amounts or
which are difficult to cultivate (Cartwright
et al.,, 2012). By utilising gPCR, a larger
number of bacteria can be detected
compared with bacteria culturing
techniques (Kusters et al., 2015). The
Amsel criteria and Nugent score can miss
a diagnosis of bacterial vaginosis because
they can underestimate the complexity
of microbiota alterations (Cartwright

et al,, 2012). Recently, the performance
of a novel diagnostic tool, the AmpliSens
assay, was compared with the classical
methods, and proposed for use in clinical
practice as a more rapid, objective and
accurate diagnosis (van den Munckhof

et al.,, 2019).

There is limited evidence on whether
uterocervical colonization should be
routinely assessed

The discovery of a distinct uterine
microbiota is recent and there is

little consensus on the composition

of a core healthy uterine microbiota
(Baker et al.,, 2018). Nevertheless,
authors agree on the hypothesis that
uterine microbiota, independent of the
vaginal microbiota, might play a role in
infertility (Moreno and Franasiak, 2017).
Further research is needed to better
understand the composition and the
role of uterine colonization, keeping in
mind that low-density microbiota are
extremely sensitive to microbial and
DNA contamination. To date there is no
evidence supporting clinical testing to
evaluate the uterine microbiome (Baker
et al., 2018).

Antibiotics should not be used on

a routine basis to change vaginal
typology

Antibiotics are not free from secondary
effects, varying from skin rash to
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anaphylaxis, and overuse can increase
the chance of developing antibiotic
resistance. The efficacy of using
antibiotics in conjunction with IVF
treatment is controversial (Haahr

et al.,, 2016b; Kaye et al., 2017; Kroon

et al., 2011; Moore et al.,, 2000). Use of
antibiotics before embryo transfer could
impact the normal healthy colonization
of the endometrium and reduce the
efficacy of the procedure (Kroon et al.,
2071). On the other hand, the risk of
contamination of the upper reproductive
tract by vaginal bacteria is higher during
transcervical and transvaginal procedures
and antibiotic prophylaxis could be
preventive (Garcia-Velasco et al.,

2017). Based on a systematic review,

the American Society for Reproductive
Medicine (2017) strongly recommends
against the use of antibiotics before
embryo transfer. There is an ongoing
randomized clinical trial of IVF patients
at Washington University to evaluate the
clinical pregnancy rate when withholding
routine prophylactic antibiotic therapy
during IVF (NCT03386227).

The use of antibiotics can however
be of relevance for certain repeated
implantation failure (RIF) patients
Chronic endometritis is an inflammatory
state of the uterine endometrium that is
normally asymptomatic. The inflammatory
state is the result of an imbalance
between the microbiome and the host
immune system, possibly due to micro-
organisms, viruses or parasites, but the
aetiology remains unclear (Park et al.,
2016; Wu et al., 2017). The role of chronic
endometritis in fertility has long been
underestimated, but it is now recognized
as a possible cause of not only infertility
but also early miscarriage (Johnston-
MacAnanny et al., 2010). Chronic
endometritis leads to a non-receptive
endometrium which is a major cause of
RIF (Margalioth et al., 2006). The fact that
the upper reproductive tract is not sterile
(Mitchell et al., 2015), and the latest data
showing that both placenta and amniotic
fluid may present bacteria of their own,
have generated a new awareness to the
role of the microbiota in pregnancy

and newborn health (Schoenmakers

et al., 2018). The efficacy of antibiotic
therapy in treating women with certified
chronic endometritis and RIF has been
established. Women with no infection as
compared with women with persistent
infection after antibiotic therapy had
higher rates of implantation, 37% versus
17% (P = 0.069); clinical pregnancy, 65%

versus 33% (P = 0.039); and live birth,
61% versus 13% (P = 0.02) (Cicinelli et al.,
2015). Although data do not exist for their
use presently, probiotics as a method of
treating chronic endometritis represents a
promising approach and requires further
study.

Pre-conception counselling is useful
and lifestyle habits can impact
reproductive outcomes (possibly by
modulation of the vaginal microbiota),
therefore weight loss, physical activity
and lifestyle changes should be
discussed and encouraged in infertile
patients

A woman's health is fundamental to a
healthy pregnancy and for the future
health of the baby (Stephenson et al.,
2018). Women who wish to conceive

are likely to change bad habits, however
advice is often inaccurate or incomplete
(Bookari et al., 2017). Pre-conception diet
and lifestyle changes can not only lead

to better general health but also increase
the chances of a positive reproductive
outcome.

Obesity represents a major health
threat with many related pathologies,
including metabolic syndrome, diabetes,
cardiovascular disease and cancer. The
estimated reduction in fertility is 18% for
obese women (Pantasri and Norman,
2014). Weight loss is strongly related to
improved ovulation, hormonal rebalance
and increased pregnancy rate in obese
women (Clark et al., 1995; Sim et al.,
2014). Diet and mild-to-moderate daily
physical activity should be the first step in
infertility treatments.

Smoking is another major health threat
for society as a whole and in particular
for infertile women. The pregnancy
rate of heavy smokers (>10 cigarettes)
is significantly lower when compared
with that of non-heavy smokers (<10
cigarettes) (34.1% versus 52.2%,
respectively), and overall women who
smoke are more likely to be subfertile
(Bolumar et al., 1996). However, for
women who smoke, pregnancy outcomes
can be quickly changed as women

who quit smoking have a time to first
pregnancy that is comparable to that of
non-smokers (Bolumar et al., 1996).

Diet and smoking are directly involved in
bacterial vaginosis, and bacterial vaginosis
is associated with infertility, pregnancy
loss and preterm birth. Overweight

and obese women are more likely than

healthy-weight women to have a higher
Nugent score and bacterial vaginosis
(Brookheart et al., 2019). Women who
smoke are more likely than non-smokers
to have a CST-IV vaginal microbiota
depleted in Lactobacillus spp., and a
high Nugent score indicating a risk for
bacterial vaginosis (Brotman et al., 2014).

Lifestyle changes, especially those
that affect nutrition, can lead to
changes in the gastrointestinal
microbiome and could have a positive
impact in infertile patients

Diet has a major impact on the gut
microbiome, by far the densest and most
metabolically active human-associated
microbial community (Lozupone et al.,
2012; Vieira-Silva et al., 2016; Wu et al.,,
2016), and so nutritional interventions
may improve reproductive outcome
partly through modulating the gut
microbiome composition. A disturbed
gut microbiota has been implicated in
many diseases - inflammation, metabolic
disorders, obesity and cancer (Cani

et al., 2007; Hildebrandt et al., 2009; Le
Chatelier et al., 2013; Ridlon et al., 2014)
- most of which can also affect fertility.
Therefore, the importance of microbial
communities at body sites other than the
reproductive tract have to be considered
as potential actors in human fertility.

Part lll: Future studies and research
techniques to consider

Tobacco, alcohol, cannabis, stress,
physical activity, infections, lack of
sleep, body mass index, antibiotic
exposure, drug exposure, sexual
activity, diabetes/metabolic disorders
and hygiene habits might impact
microbiome composition; modification
of these factors should be assessed

in every study in order to assess their
impact on the microbiota

The recent discovery of the non-sterility
of the upper reproductive tract (Mitchell
et al., 2015) and recent debate over
whether even the placenta and amniotic
fluid may present bacteria of their own,
have brought a new awareness to the
role of the microbiota in pregnancy and
newborn health (Schoenmakers et al.,
2018). Moreover, a disturbed vaginal
microbiota has proven to be a major
factor in infertility, miscarriage and
preterm birth (Moreno and Simon, 2019).

The human microbiota evolves naturally;
the vaginal microbiota changes during
pregnancy (Maclntyre et al., 2015)



and the gut microbiota evolves from
childhood to old age (Woodmansey,
2007) and can be altered due to
exogenous pressures including poor
nutrition, smoking, stress, drug exposure
and antibiotic exposure (Gohir et al.,
2015; Falony et al., 2016; Wen and Duffy,
2017). Consequently, lifestyle adjustment
and maybe dietary supplements could be
proposed to help women with infertility
problems, to promote both pregnancy
outcomes and newborn health. Future
research should concentrate on

the role of these external factors to
further understand their impact on the
microbiota.

The use of probiotics to treat atypical
vaginal microbiota is being studied

In recent years many probiotic oral
supplements have appeared on the
market, with increased evidence of their
efficacy, mostly to treat gastrointestinal
conditions (Ford et al., 2014). Several

oral and vaginal probiotics have been
developed to help women restore healthy
vaginal microbiota.

Back in 1992, a pioneering study
reported that a daily oral dose of yogurt
enriched with Lactobacillus acidophilus
was effective in treating recurrent
vulvovaginal candidal infections after

6 months of treatment (Hilton et al,,
1992). Since then, many studies have
investigated the role of Lactobacillus
spp. supplementation in restoring

the vaginal microbiota (Falagas

et al., 2007). Products are mostly
formulated with various combinations
of Lactobacillaceae, including L.
crispatus, L. gasseri, L. plantarum, L.
reuteri and L. rhamnosus. The presence
of Lactobacillus spp. is a recognized
characteristic of a healthy vaginal
microbiota (Garcia-Velasco et al., 2017),
while a decrease in their abundance

is often associated with altered pH

and dysbiosis, bacterial vaginosis

or vulnerability to pathogens (Ravel

et al., 2011). Several studies confirm

the beneficial role of oral or vaginal
probiotic supplementation in achieving
and maintaining a healthy microbiota
(Anukam et al., 2006; Homayouni

et al., 2014; Reid et al., 2001, 2003).
Others question probiotic efficacy, albeit
confirming the absence of any adverse
effect related to their use (Barrons and
Tassone, 2008; Buggio et al., 2019).

There is consensus on the efficacy of
vaginal probiotics when used in addition

to antibiotic therapy. Lactobacillus

spp. supplementation has proven
effective in the prevention of recurrent
infections after standard metronidazole
therapy (Menard, 2011). Antibiotics

are not species-specific, so while they
fight pathogens, they also decrease
Lactobacilli and other commensal
bacteria, thus resulting in a depletion of
healthy bacteria in the vaginal microbiota
(Macklaim et al., 2015). The concomitant
use of antibiotics and probiotics might be
the optimal therapy to fight pathogens
and correctly repopulate the vaginal
microbiota (Moreno and Simon, 2019).

As previously discussed, bacterial
vaginosis and unbalanced microbiota
can reduce success in fertility treatment.
Research on the efficacy of supplements
in restoring vaginal health is quite new
and has evolved quickly over the past
few years as a result of next-generation
techniques (Campisciano et al., 2017).
There is yet to be consensus on the
efficacy of probiotics (Anukam et al.,
2006; Barrons and Tassone, 2008;
Buggio et al., 2019; Homayouni et al.,
2014; Reid et al., 2001, 2003), and
conflicting results may be due to
probiotic strain choice, or the posology
adopted to treat specific conditions.

To date, available data on probiotics

to support infertility treatments are
insufficient but promising (Garcio-
Velasco et al., 2017). A future challenge
is to confirm probiotic activity and

to precisely characterize the specific
strains with the aim of creating therapies
effective in infertile women.

The use of probiotics to prevent
preterm birth is supported by a large
body of evidence (Kirihara et al.,

2018; Vitali et al., 2012). Kirihara et al.
(2018) reported that a combination

of probiotics (Streptococcus faecalis,
Clostridium butyricum and Bacillus
mesentericus) successfully improved
perinatal outcome. A total of 121 women
with high risk of preterm delivery were
divided into two groups, one of which
received the probiotics. The women
receiving probiotics (n = 45) had longer
gestations: only one woman (2%)
delivered before 32 weeks, while in the
control group 19 women (25%) delivered
before 32 weeks. Overall, gestation was
36 weeks on average in the probiotic
group and 34 weeks on average in the
control group. This work shows the
beneficial effects of probiotics despite
the intrinsic limits of retrospective
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studies and potential confounding
factors. In another study, women
receiving an oral, eight-strain probiotic
containing a mixture of Lactobacillus,
Streptococcus and Bifidobacterium
strains in the last 3 months of pregnancy
had modulated vaginal microbiota

and an increase in anti-inflammatory
cytokines (Vitali et al., 2012). Given that
inflammation is a major cause of preterm
birth (Romero et al., 2014), it is possible
that reducing vaginal inflammation could
have implications in preventing preterm

birth.

Microbiota profiling should be used
in a standardized manner (collection,
analysis, statistics)

The boundaries of the healthy
reproductive tract microbiota must be
clearly defined before the relationship
with fertility can be established. To
date we have some important insights,
but data are insufficient to definitively
characterize healthy versus dysbiotic
status. The first step towards this aim

is to standardize protocols, sampling
methods and sizes, sequencing
techniques and bioinformatic pipelines
(Koedooder et al., 2019a). This will
provide comparable data and possibly
lead to general conclusions that can be
used as a basis for effective therapies
(Koedooder et al., 2019a; Watson and
Reid, 2018).

Prospective studies (randomized,
controlled, with large patient
numbers) need to be standardized in
collection, laboratory techniques and
statistical analyses in order to study
the microbiota and its relation to
fertility outcomes

A healthy reproductive tract microbiota
is correlated to fertility and to positive
fertility treatment outcomes. The
research is rapidly growing, but

many issues remain unexplored or
controversial. Systematic reviews show
that studies are difficult to compare
because of varying cohort demographics,
inclusion criteria, sample size, laboratory
techniques, etc. (Fettweis et al.,, 2019;
Peelen et al., 2019). Peelen et al. (2019)
propose a database of essential and
desirable items relating to quality,
method and topic to overcome the low
quality of information relating the vaginal
microbiota. Improved study design

and sampling strategies are needed to
standardize research and establish causal
relationships between microbiota and
adverse outcomes.
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For research purposes one might
consider assessing the microbiome

in all fertility patients to gain more
insight into pathophysiology and
outcomes

Distinguishing a commensal microbiota
from a pathophysiologic microbiota
without altering standard clinical
practice is an important step to better
understand the reproductive microbiota.
Franasiak et al. (2016) characterized the
endometrial microbiota without altering
standard clinical practice. At time of
embryo transfer, the 5 mm distal part of
the catheter was sterilely placed in a PCR
tube and analysed by next-generation
sequencing (NGS). The results of this
study were not statistically significant,
but they suggest a direction for future
studies and propose a way to analyse
the microbiota with very limited starting
material and without changes to standard
clinical practice. These techniques could
be applied to all fertility patients and
provide insight into pathophysiology.

NGS and other genetic testing
methods are useful in research. More
evidence is required to support routine
use in diagnosing infertility, preterm
birth and recurrent pregnancy loss
As the microbiota plays a role in
infertility, recurrent pregnancy loss and
preterm birth it is logical to consider it
as a counterpart in infertility treatment.
The questions are multiple. How do

we define a healthy microbiome?
Which analyses should we use? How

do we correctly interpret the results?
NGS has increased the resolution and
accelerated the research, allowing full
complex microbiota communities to be
monitored. Recent studies show that
small changes in vaginal microbiota

can greatly affect fertility, therefore we
need more specific tests in order to
create accurate therapeutic protocols
for infertility treatments (Campisciano
et al., 2017). NGS has detected a new
bacterium, Atopobium vagina, highly
represented in the vaginal microbiota
of women suffering from idiopathic
infertility. With a less specific analysis,
the Nugent score, no difference was
detected between fertile and infertile
women (Campisciano et al., 2017). This
result demonstrates that we have only
touched the surface and we must fully
exploit new technologies to deepen the
knowledge. Moreover, as we continue to
move from research to clinical practice,
this analysis is required in order to
improve ART success rates (Haahr et al.,

2019; Koedooder et al., 2019a; Moreno
et al., 2016).

Other genetic testing methods such as
gPCR, phylogenetic microarrays (e.g.
V-Chip) (Paily and Agans, 2011) and
molecular fingerprinting (e.g. IS-pro™)
(Koedooder et al., 2019b), have proved
useful in microbiome profiling. There is
an inherent trade-off to these techniques,
forcing a choice between the broadness
of the profiling or the resolution and
sensitivity of the profiling. Metagenomic
sequencing offers broad profiling,

with very high definition in the case

of shotgun metagenomic sequencing,
however low-abundance species will be
missed. IS-pro™ is, similarly, a broad-
spectrum molecular technique that
depicts the relative composition of the
dominant fraction of the microbiota. As
discussed in Part 1, an algorithm using
the I1S-pro™ technique was successfully
used for IVF failure prediction
(Koedooder et al., 2019b). Phylogenetic
microarrays contain probes that target
specific species. It therefore offers fast
results and high resolution but for a
predetermined panel of micro-organisms
of interest. qPCR is the technique most
appropriate for low biomass specimens
or to detect low-abundance species in a
community (Haahr et al., 2019). gPCR
assays are cumbersome if the panel of
interest is extensive, but allow assessment
of quantitatively specific elements of
the microbiota at any level of resolution
(from strain to full bacterial content)
and will even detect bacteria that are
present in very small amounts and that
are difficult to cultivate (Cartwright

et al., 2012), which could be important
for the early detection of microbiota
perturbations.

Perhaps in the future, NGS and other
molecular techniques could be used
prognostically for counselling to
optimize the time of embryo transfer
Embryo transfer is a crucial step

in fertility treatments and can fail

for many reasons including uterine
anatomy, immunological factors or
embryo genetics. The reproductive
tract microbiota is one variable that

has recently been associated with
embryo transfer failure. Several

studies concentrate on the vaginal and
endometrial microbiota to confirm

their role in embryo transfer, and to
better characterize the bacteria involved
(Cicinelli et al., 2015; Koedooder et al.,
2019b). The introduction of NGS

and molecular techniques allows the
characterization of previously non-
culturable bacteria in altered microbiota
(Lamont et al., 2011). These findings

can boost our knowledge about

the microbiota and provide a new
perspective on which bacterial strains
are involved in embryo transfer failure.
Some preliminary studies show that
molecular tests have a high sensitivity in
detecting bacterial vaginosis: ATRIDA®
(sensitivity 96.9%, specificity 70.2%) and
AmpliSens® (sensitivity 80.6%, specificity
>90%) (van den Munckhof et al., 2019;
van der Veer et al., 2018). On the basis
of new findings, future researchers
should aim to incorporate diagnostic
tools into clinical practice with the goal of
optimizing the time of embryo transfer to
maximize the success rate.

DISCUSSION

A more complete understanding of the
role of the reproductive microbiome
promises improvements to fertility
treatments and a more nuanced
understanding of reproductive health

as a whole. The microbiome is the new
frontier; the currently accumulated
knowledge will propel the discovery of
new treatment solutions and protocols
for superior fertility outcomes. Although
the field is new, there are already ways to
utilise what is known to improve clinical
practice and achieve better reproductive
outcomes. Current and future research
in large clinical cohorts should uncover
more ways in which the microbiota

can be modulated pre-conception and
during pregnancy in order to minimize
pregnancy loss and preterm birth and
maximize implantation, pregnancy rate
and at-term delivery of healthy babies.

ACKNOWLEDGEMENTS

This work received funding from Ferring
Pharmaceuticals.



REFERENCES

Aagaard, K., Riehle, K., Ma, J., Segata, N,
Mistretta, T., Coarfa, C., Raza, S., Rosenbaum,
S., Van den Veyver, 1V., Milosavljevic, A.,
Gevers, D., Huttenhower, C., Petrosino, J.,
Versalovic, J. A Metagenomic Approach to
Characterization of the Vaginal Microbiome
Signature in Pregnancy. PLoS One 2012; 7:
e36466

American Society for Reproductive Medicine.
Performing the embryo transfer: a guideline.
Fertil. Steril. 2017; 107: 882-896

Anukam, K., Osazuwa, E., Ahonkhai, I., Ngwu,
M., Osemene, G., Bruce, AW, Reid, G.
Augmentation of antimicrobial metronidazole
therapy of bacterial vaginosis with oral
probiotic Lactobacillus rhamnosus GR-1 and
Lactobacillus reuteri RC-14: randomized,
double-blind, placebo controlled trial.
Microbes Infect. 2006; 8: 1450-1454

Babu, G., Singaravelu, B.G., Srikumar, R., Reddy,
SV, Kokan, A. Comparative Study on the
Vaginal Flora and Incidence of Asymptomatic
Vaginosis among Healthy Women and
in Women with Infertility Problems of
Reproductive Age. J. Clin. Diagn. Res. 2017; 11:
DC18-DC22

Baker, J.M., Chase, D.M., Herbst-Kralovetz, M.M.
Uterine Microbiota: Residents, Tourists, or
Invaders? Front. Immunol. 2018; 9: 208

Barrons, R., Tassone, D. Use of Lactobacillus
probiotics for bacterial genitourinary
infections in women: a review. Clin. Ther.
2008; 30: 453-468

Bedaiwy, M.A. Endometrial macrophages,
endometriosis, and microbiota: time to
unravel the complexity of the relationship.
Fertil. Steril. 2019; 112: 1049-1050

Benner, M., Ferwerda, G., Joosten, |., van der
Molen, R.G. How uterine microbiota might
be responsible for a receptive, fertile
endometrium. Hum. Reprod. Up. 2018; 24:
393-415

Bolumar, F., Olsen, J., Boldsen, J. Smoking
reduces fecundity: a European multicenter
study on infertility and subfecundity. The
European Study Group on Infertility and
Subfecundity. Am. J. Epidemiol. 1996; 143:
578-587

Bookari, K., Yeatman, H., Willamson, M.
Informing Nutrition Care in the Antenatal
Period: Pregnant Women's Experiences and
Need for Support. Biomed. Res. Int. 2017;
2017: 4856527

Brookheart, RT., Lewis, W.G., Peipert, J.F, Lewis,
A.L., Allsworth, J.E. Association between
obesity and bacterial vaginosis as assessed by
Nugent score. Am. J. Obstet. Gynecol. 2019;
220: 476

Brotman, R.M., He, X., Gajer, P, Fadrosh, D.,
Sharma, E., Mongodin, E.F,, Ravel, J., Glover,
E.D., Rath, J.M. Association between cigarette
smoking and the vaginal microbiota: a pilot
study. BMC Infect. Dis. 2014; 14: 471

Brown, R.G., Al-Memar, M., Marchesi, J.R,, Lee,
Y.S., Smith, A., Chan, D., Lewis, H., Kindinger,
L., Terzidou, V., Bourne, T., Bennett, PR,
Maclntyre, D.A. Establishment of vaginal
microbiota composition in early pregnancy
and its association with subsequent preterm
prelabor rupture of the fetal membranes.
Transl. Res. 2019; 207: 30-43

Buggio, L., Somigliana, E., Borghi, A., Vercellini, P.
Probiotics and vaginal microecology: fact or
fancy? BMC Wom. Health. 2019; 19: 25

Campisciano, G., Florian, F., D'Eustacchio, A.,
Stankovi¢, D., Ricci, G., De Seta, F.,, Comar,
M. Subclinical alteration of the cervical-
vaginal microbiome in women with idiopathic
infertility. J. Cell Physiol. 2017; 232: 1681-1688

Cani, PD., Amar, J., Iglesias, M.A., Poggi, M.,
Knauf, C., Bastelica, D., Neyrinck, A.M., Fava,
F., Tuohy, K.M., Chabo, C., Waget, A., Delmée,
E., Cousin, B., Sulpice, T., Chamontin, B.,
Ferrieres, J., Tanti, J.F.,, Gibson, G.R., Casteilla,
L., Delzenne, N.M., Alessi, M.C., Burcelin, R.
Metabolic endotoxemia initiates obesity and
insulin resistance. Diabetes 2007; 56: 1761-1772

Cartwright, C.P,, Lembke, B.D., Ramachandran,
K., Body, B.A., Nye, M.B., Rivers, C.A,,
Schwebke, J.R. Development and validation
of a semiquantitative, multitarget PCR assay
for diagnosis of bacterial vaginosis. J. Clin.
Microbiol. 2012; 50: 2321-2329

Chen, C., Song, X., Wei, W., Zhong, H., Dai, J.,
Lan, Z,, Li, F1, Yu, X, Feng, Q., Wang, Z.,, Xie,
H., Chen, X., Zeng, C., Wen, B., Zeng, L.,

Du, H., Tang, H., Xu, C., Xia, Y., Xia, H., Yang,
H., Wang, J., Wang, J., Madsen, L., Brix, S.,
Kristiansen, K., Xu, X., Li, J., Wu, R., Jia, H.
The microbiota continuum along the female
reproductive tract and its relation to uterine-
related diseases. Nat. Commun. 2017; 8: 875

Cicinelli, E., Matteo, M., Tinelli, R., Lepera, A.,
Alfonso, R., Indraccolo, U., Marrocchella, S.,
Greco, P, Resta, L. Prevalence of chronic
endometritis in repeated unexplained
implantation failure and the IVF success rate
after antibiotic therapy. Hum. Reprod. 2015;
30: 323-330

Clark, A.M., Ledger, W., Galletly, C., Tomlinson,
L., Blaney, F., Wang, X., Norman, R.J. Weight
loss results in significant improvement in
pregnancy and ovulation rates in anovulatory
obese women. Hum. Reprod. 1995; 10:
2705-2712

Diedrich, K., Fauser, B.C., Devroey, P, Griesinger,
G. Evian Annual Reproduction Workshop
Group. The role of the endometrium and
embryo in human implantation. Hum. Reprod.
Up. 2007; 13: 365-377

DiGiulio, D.B., Callahan, B.J., McMurdie, PJ.,
Costello, E.K., Lyell, D.J., Robaczewska, A.,
Sun, C.L,, Goltsman, D.S., Wong, R.J., Shaw,
G., Stevenson, D.K., Holmes, S.P, Relman, D.A.
Temporal and spatial variation of the human
microbiota during pregnancy. Proc. Natl.
Acad. Sci. USA 2015; 112: 11060-11065

Donders, G.G., Van Calsteren, K., Bellen, G.,
Reybrouck, R., Van den Bosch, T., Riphagen,
|, Van Lierde, S. Predictive value for preterm
birth of abnormal vaginal flora, bacterial
vaginosis and aerobic vaginitis during the
first trimester of pregnancy. BJOG 2009; 116:
1315-1324

Eckert, LO., Moore, D.E., Patton, D.L., Agnew,
K.J., Eschenbach, D.A. Relationship of vaginal
bacteria and inflammation with conception
and early pregnancy loss following in-vitro
fertilization. Infect. Dis. Obstet. Gynecol.
2003; 11: 11-17

Faddy, M.J., Gosden, M.D., Gosden, RG. A
demographic projection of the contribution
of assisted reproductive technologies to world
population growth. Reprod. Biomed. Online
2018; 36: 455-458

RBMO VOLUME 00 ISSUE 0 2020 9

Falagas, M.E., Betsi, G.I., Athanasiou, S. Probiotics
for the treatment of women with bacterial
vaginosis. Clin. Microbiol. Infect. 2007; 13

Falony, G., Joossens, M., Vieira-Silva, S., Wang,
J., Darzi, Y., Faust, K., Kurilshikov, A., Bonder,
M.J., Valles-Colomer, M., Vandeputte, D., Tito,
RY., Chaffron, S., Rymenans, L., Verspecht,
C., De Sutter, L., Lima-Mendez, G., D'hoe,

K., Jonckheere, K., Homola, D., Garcia,

R., Tigchelaar, E.F., Eeckhaudt, L., Fu, J.,
Henckaerts, L., Zhernakova, A., Wijmenga,
C., Raes, J. Population-level analysis of gut
microbiome variation. Science 2016; 352:
560-564

Fettweis, J.M., Serrano, M.G., Brooks, J.P,
Edwards, D.J., Girerd, PH., Parikh, H.I., Huang,
B., Arodz, T.J., Edupuganti, L., Glascock, A.L.,
Xu, J., Jimenez, N.R., Vivadelli, S.C., Fong,
S.S., Sheth, N.U,, Jean, S., Lee, V., Bokhari,
Y.A., Lara, AM., Mistry, S.D., Duckworth,
R.AI, Bradley, S.P, Koparde, V.N., Orenda,
XV., Milton, S.H., Rozycki, S.K., Matveyev, AV.,,
Wright, M.L., Huzurbazar, SV.,, Jackson, E.M.,
Smirnova, E., Korlach, J., Tsai, Y., Dickinson,
M.R., Brooks, J.L., Drake, J.I., Chaffin, D.O.,
Sexton, A.L., Gravett, M.G., Rubens, C.E,,
Wijesooriya, N.R., Hendricks-Mufoz, K.D.,
Jefferson, K.K., Strauss, J.Fll, Buck, G.A. The
vaginal microbiome and preterm birth. Nat.
Med. 2019; 25: 1012-1021

Ford, AC., Quigley, E.M., Lacy, B.E., Lembo, A.J.,
Saito, Y.A., Schiller, L.R., Soffer, E.E., Spiegel,
B.M., Moayyedi, P. Efficacy of prebiotics,
probiotics, and synbiotics in irritable
bowel syndrome and chronic idiopathic
constipation: systematic review and meta-
analysis. Am. J. Gastroenterol. 2014; 109:
1547-1561

Franasiak, J.M., Werner, M.D., Juneau, C.R,,

Tao, X, Landis, J., Zhan, Y., Treff, N.R., Scott,
RT. Endometrial microbiome at the time of
embryo transfer: next-generation sequencing
of the 16S ribosomal subunit. J. Assist. Reprod.
Genet. 2016; 33: 129-136

Freitas, A.C., Chaban, B., Bocking, A., Rocco,

M., Yang, S., Hill, J.E., Money, D.M. VOGUE
Research Group. The vaginal microbiome of
pregnant women is less rich and diverse, with
lower prevalence of Mollicutes, compared to
non-pregnant women. Sci. Rep. 2017; 7: 9212

Gajer, P, Brotman, R.M,, Bai, G., Sakamoto, J.,
Schutte, UM., Zhong, X., Koenig, S.S., Fu, L.,
Ma, Z.S., Zhou, X., Abdo, Z., Forney, L.J., Ravel,
J. Temporal dynamics of the human vaginal
microbiota. Sci. Transl. Med. 2012; 4

Garcia-Velasco, J.A., Menabrito, M., Catalan, 1.B.
What fertility specialists should know about
the vaginal microbiome: a review. Reprod.
Biomed. Online 2017; 35: 103-112

Gohir, W., Ratcliffe, E.M., Sloboda, D.M. Of the
bugs that shape us: maternal obesity, the
gut microbiome, and long-term disease risk.
Pediatr. Res. 2015; 77: 196-204

Graver, M.A., Wade, J.J. The role of acidification
in the inhibition of Neisseria gonorrhoeae by
vaginal lactobacilli during anaerobic growth.
Ann. Clin. Microbiol. Antimicrob. 2011; 10

Haahr, T, Jensen, J.S., Thomsen, L., Duus, L.,
Rygaard, K., Humaidan, P. Abnormal vaginal
microbiota may be associated with poor
reproductive outcomes: a prospective study
in IVF patients. Hum. Reprod. 2016; 31:
795-803

Haahr, T., Ersboll, A.S., Karlsen, M.A., Svare, J.,
Sneider, K., Hee, L., Weile, L.K., Ziobrowska-


http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0001
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0001
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0001
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0001
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0001
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0001
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0001
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0001
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0002
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0002
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0002
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0003
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0003
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0003
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0003
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0003
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0003
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0003
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0003
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0004
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0004
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0004
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0004
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0004
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0004
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0004
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0005
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0005
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0005
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0006
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0006
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0006
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0006
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0007
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0007
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0007
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0007
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0008
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0008
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0008
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0008
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0008
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0009
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0009
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0009
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0009
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0009
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0009
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0010
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0010
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0010
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0010
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0010
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0011
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0011
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0011
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0011
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0011
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0012
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0012
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0012
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0012
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0012
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0013
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0013
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0013
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0013
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0013
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0013
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0013
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0013
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0014
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0014
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0014
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0015
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0015
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0015
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0015
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0015
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0016
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0016
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0016
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0016
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0016
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0016
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0016
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0016
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0017
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0017
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0017
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0017
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0017
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0017
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0018
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0018
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0018
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0018
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0018
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0018
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0018
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0018
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0018
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0019
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0019
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0019
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0019
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0019
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0019
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0019
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0020
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0020
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0020
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0020
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0020
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0020
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0021
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0021
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0021
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0021
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0021
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0022
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0022
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0022
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0022
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0022
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0022
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0022
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0023
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0023
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0023
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0023
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0023
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0023
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0023
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0024
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0024
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0024
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0024
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0024
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0024
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0025
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0025
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0025
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0025
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0025
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0026
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0026
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0026
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0027
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0027
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0027
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0027
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0027
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0027
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0027
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0027
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0027
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0027
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0027
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0028
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0028
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0028
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0028
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0028
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0028
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0028
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0028
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0028
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0028
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0028
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0028
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0028
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0028
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0028
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0028
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0029
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0029
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0029
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0029
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0029
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0029
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0029
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0029
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0030
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0030
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0030
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0030
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0030
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0030
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0031
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0031
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0031
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0031
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0031
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0031
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0032
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0032
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0032
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0032
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0032
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0033
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0033
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0033
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0033
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0034
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0034
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0034
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0034
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0035
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0035
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0035
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0035
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0036
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0036
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0036
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0036
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0036
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0036
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0037
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0037

10 RBMO VOLUME 00 ISSUE 0 2020

Bech, A., @stergaard, C., Jensen, J.S., Helmig,
R.B., Uldbjerg, N. Treatment of bacterial
vaginosis in pregnancy in order to reduce
the risk of spontaneous preterm delivery -
a clinical recommendation. Acta. Obstet.
Gynecol. Scand. 2016; 95: 850-860

Haahr, T., Jensen, J.K., Humaidan, P. Reprod.
Biomed. Online 2019; 39: 178

Hainer, B.L., Gibson, MV. Vaginitis. Am. Fam.
Physician 2011; 83: 807-815

Haque, M.M., Merchant, M., Kumar, PN,
Dutta, A., Mande, S.S. First-trimester vaginal
microbiome diversity: A potential indicator
of preterm delivery risk. Nat. Sci. Rep. 2017;
7:16145

Hay, PE., Morgan, D.J., Ison, C.A,, Bhide, S.A,,
Romney, M., McKenzie, P, Pearson, J., Lamont,
R.F., Taylor-Robinson, D. A longitudinal study
of bacterial vaginosis during pregnancy. Br. J.
Obstet. Gynaecol. 1994; 101: 1048-1053

Hildebrandt, M.A., Hoffmann, C., Sherrill-Mix,
S.A., Keilbaugh, S.A., Hamady, M., Chen, YY,,
Knight, R., Ahima, R.S., Bushman, F., Wu, G.D.
High-fat diet determines the composition of
the murine gut microbiome independently of
obesity. Gastroenterol 2009; 137: 1716-1724

Hilton, E., Isenberg, H.D., Alperstein, P, France,
K., Borenstein, MT. Ingestion of yogurt
containing Lactobacillus acidophilus as
prophylaxis for candidal vaginitis. Ann. Intern.
Med. 1992; 116: 353-357

Homayouni, A., Bastani, P, Ziyadi, S., Mohammad-
Alizadeh-Charandabi, S., Ghalibaf, M.,
Mortazavian, A.M., Mehrabany, EV. Effects
of probiotics on the recurrence of bacterial
vaginosis: a review. J. Low Genit. Tract Dis.
2014, 18: 79-86

Johnston-MacAnanny, E.B., Hartnett, J., Engmann,
L.L., Nulsen, J.C., Sanders, M.M_, Benadiva,
C.A. Chronic endometritis is a frequent
finding in women with recurrent implantation
failure after in vitro fertilization. Fertil. Steril.
2010; 93: 437-441

Kaye, L., Bartels, C., Bartolucci, A., Engmann, L.,
Nulsen, J., Benadiva, C. Old habits die hard:
retrospective analysis of outcomes with use of
corticosteroids and antibiotics before embryo
transfer. Fertil. Steril. 2017; 107: 1336-1340

Kirihara, N., Kamitomo, M., Tabira, T., Hashimoto,
T., Taniguchi, H., Maeda, T. Effect of probiotics
on perinatal outcome in patients at high risk
of preterm birth. J. Obstet. Gynaecol. Res.
2018; 44: 241-247

Klebanoff, M.A., Schwebke, J.R., Zhang, J., Nansel,
TR., Yu, K.F., Andrews, WW. Vulvovaginal
symptoms in women with bacterial vaginosis.
Obstet. Gynecol. 2004; 104: 267-272

Koedooder, R., Mackens, S., Budding, A., Fares,
D., Blockeel, C., Laven, J., Schoenmakers,
S. Identification and evaluation of the
microbiome in the female and male
reproductive tracts. Hum. Reprod. Update.
2019, 25: 298-325

Koedooder, R., Singer, M., Schoenmakers, S.,
Savelkoul, PH.M., Morré, S.A., de Jonge,
J.D., Poort, L., Cuypers, W.J.S.S., Beckers,
N.J.M., Broekmans, F.J.M., Cohlen, B.R., den
Hartog, J.E., Fleischer, K., Lambalk, C.B.,
Smeenk, JM.J.S., Budding, A.E., Laven, J.S.E.
The vaginal microbiome as a predictor for
outcome of in vitro fertilization with or
without intracytoplasmic sperm injection: a
prospective study. Hum. Reprod. 2019; 34:
1042-1054

Kroon, B., Hart, R.J., Wong, B.M.S., Yazdani, A.
Antibiotics prior to embryo transfer in ART.
Coch. Dat. Syst. Rev. 2012; 3: CD008995

Kumar, A., Chordia, N. Role of Microbes in
Human Health. Appli. Microbiol. 2017; 3

Kusters, J.G., Reuland, E.A., Bouter, S., Koenig,

P, Dorigo-Zetsma, JW. A multiplex real-time
PCR assay for routine diagnosis of bacterial
vaginosis. Eur. J. Clin. Microbiol. Infect. Dis.
2015; 34: 1779-1785

Lamont, R.F, Sobel, J.D., Akins, R.A., Hassan, S.S.,
Chaiworapongsa, T., Kusanovic, J.P, Romero,
R. The vaginal microbiome: new information
about genital tract flora using molecular based
techniques. BJOG 2011; 118: 533-549

Le Chatelier, E., Nielsen, T., Qin, J., Prifti, E.,
Hildebrand, F.,, Falony, G., Almeida, M.,
Arumugam, M., Batto, J.M., Kennedy, S.,
Leonard, P, Li, J., Burgdorf, K., Grarup, N.,
Jorgensen, T, Brandslund, I., Nielsen, H.B.,
Juncker, A.S., Bertalan, M., Levenez, F., Pons,
N., Rasmussen, S., Sunagawa, S., Tap, J., Tims,
S., Zoetendal, E.G., Brunak, S., Clément, K.,
Doré, J., Kleerebezem, M., Kristiansen, K.,
Renault, P, Sicheritz-Ponten, T., de Vos, W.M,,
Zucker, J.D., Raes, J., Hansen, T. MetaHIT
consortium, Bork, P., Wang, J., Ehrlich,

S.D., Pedersen, O.. Richness of human
gut microbiome correlates with metabolic
markers. Nature 2013; 500: 541-546

Leitich, H., Bodner-Adler, B., Brunbauer, M.,
Kaider, A., Egarter, C., Husslein, P. Bacterial
vaginosis as a risk factor for preterm delivery:
a meta-analysis. Am. J. Obstet. Gynecol. 2003;
189: 139-147

Lozupone, C.A., Stombaugh, J.I., Gordon, J.I.,
Jansson, J.K., Knight, R. Diversity, stability
and resilience of the human gut microbiota.
Nature 2012; 489: 220-230

Maclntyre, D.A., Chandiramani, M., Lee, Y.S.,
Kindinger, L., Smith, A., Angelopoulos, N.,
Lehne, B., Arulkumaran, S., Brown, R., Teoh,
T.G., Holmes, E., Nicoholson, J.K., Marchesi,
J.R., Bennett, PR. The vaginal microbiome
during pregnancy and the postpartum period
in a European population. Sci. Rep. 2015; &:
8988

Macklaim, J.M., Clemente, J.C., Knight, R., Gloor,
G.B., Reid, G. Changes in vaginal microbiota
following antimicrobial and probiotic therapy.
Microb. Ecol. Health Dis. 2015; 26: 10

Mangot-Bertrand, J., Fenollar, F,, Bretelle, F.,
Gamerre, M., Raoult, D., Courbiere, B.
Molecular diagnosis of bacterial vaginosis:
impact on IVF outcome. Eur. J. Clin. Microbiol.
Infect. Dis. 2013; 32: 535-541

Margalioth, E.J., Ben-Chetrit, A., Gal, M., Eldar-
Geva, T. Investigation and treatment of
repeated implantation failure following IVF-ET.
Hum. Reprod. 2006; 21: 3036-3043

Mastromarino, P, Capobianco, D., Campagna,
G., Laforgia, N., Drimaco, P, Dileone, A.,
Baldassarre, M.E. Correlation between
lactoferrin and beneficial microbiota in breast
milk and infant's feces. Biometals 2014; 27:
1077-1086

Mastromarino, P, Hemalatha, R., Barbonetti,

A., Cinque, B., Cifone, M.G., Tammaro, F,
Francavilla, F. Biological control of vaginosis to
improve reproductive health. Indian J. Med.
Res. 2014; 140: S91-S97

Menard, J.P. Antibacterial treatment of bacterial
vaginosis: current and emerging therapies. Int.
J. Womens Health. 2011; 3: 295-305

Mendling, W. Vaginal Microbiota. Schwiertz A.
Microbiota of the Human Body, Implications
in Health and Disease Springer International
Publishing Germany 2016: 83-93

Mitchell, C.M., Haick, A., Nkwopara, E., Garcia,
R., Rendi, M., Agnew, K., Fredricks, D.N.,
Eschenbach, D. Colonization of the upper
genital tract by vaginal bacterial species in
nonpregnant women. Am. J. Obstet. Gynecol.
2015; 212: 611

Moore, D.E., Soules, M.R., Klein, N.A., Fujimoto,
VY., Agnew, K.J., Eschenbach, D.A. Bacteria
in the transfer catheter tip influence the
live-birth rate after in vitro fertilization. Fertil.
Steril. 2000; 74: 1118-1124

Moreno, |., Codoner, FM.,, Vilella, F., Valbuena,
D., Martinez-Blanch, J.F., Jimenez-Almazan,
J., Alonso, R., Alamé, P, Remohi, J., Pellicer,
A., Ramon, D., Simon, C. Evidence that the
endometrial microbiota has an effect on
implantation success or failure. Am. J. Obstet.
Gynecol. 2016; 215: 684-703

Moreno, ., Franasiak, J.M. Endometrial
microbiota-new player in town. Fertil. Steril.
2017; 108: 32-39

Moreno, I., Simon, C. Relevance of assessing the
uterine microbiota in infertility. Fertil Steril
2018; 110: 337-343

Moreno, I., Simon, C. Deciphering the effect
of reproductive tract microbiota on human
reproduction. Reprod. Med. Biol. 2019; 18:
40-50

Nelson, D.B., Shin, H., Wu, J., Dominguez-Bello,
M.G. The Gestational Vaginal Microbiome
and Spontaneous Preterm Birth among
Nulliparous African American Women. Am. J.
Perinatol. 2016; 33: 887-893

Nugent, R.P,, Krohn, M.A., Hillier, S.L. Reliability
of diagnosing bacterial vaginosis is improved
by a standardized method of gram stain
interpretation. J. Clin. Microbiol. 1991; 29:
297-301

Paily, O., Agans, R. Application of phylogenetic
microarrays to interrogation of human
microbiota. Fems Microbiol. Ecol. 2011; 79:
2-1

Pantasri, T., Norman, R.J. The effects of
being overweight and obese on female
reproduction: a review. Gynecol. Endocrinol.
2014; 30: 90-94

Park, H.J., Kim, Y.S., Yoon, TK., Lee, W.S. Chronic
endometritis and infertility. Clin. Exp. Reprod.
Med. 2016; 43: 185-192

Peelen, M.J., Luef, B.M., Lamont, R.F,, de Milliano,
I, Jensen, J.S., Limpens, J., Hajenius, PJ.,
Jorgensen, J.S., Menon, R. PREBIC Biomarker
Working Group 2014-2018. The influence of
the vaginal microbiota on preterm birth: A
systematic review and recommendations for a
minimum dataset for future research. Placenta
2019; 79: 30-39

Puca, J., Hoyne, G.F. Microbial dysbiosis and
disease pathogenesis of endometriosis, could
there be a link? Allied J. Med. Res. 2017; 1: 1-9

Puebla-Barragan, S., Reid, G. Forty-five-year
evolution of probiotic therapy. Microbial Cell
2019; 6:184-196

Ravel, J., Gajer, P, Abdo, Z., Schneider, G.M,,
Koenig, S.S.K., McCulle, S.L., Karlebach, S.,
Gorle, R, Russell, J., Tacket, C.O., Brotman,
R.M., Davis, C.C., Ault, K., Peralta, L., Forney,
L.J. Vaginal microbiome of reproductive-age
women. Proc. Natl. Acad. Sci. USA 2011; 108:
4680-4687


http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0037
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0037
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0037
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0037
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0037
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0037
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0038
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0038
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0039
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0039
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0040
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0040
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0040
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0040
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0040
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0041
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0041
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0041
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0041
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0041
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0042
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0042
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0042
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0042
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0042
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0042
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0043
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0043
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0043
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0043
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0043
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0044
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0044
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0044
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0044
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0044
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0044
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0045
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0045
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0045
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0045
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0045
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0045
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0046
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0046
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0046
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0046
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0046
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0047
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0047
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0047
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0047
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0047
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0048
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0048
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0048
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0048
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0049
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0049
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0049
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0049
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0049
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0049
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0050
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0050
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0050
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0050
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0050
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0050
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0050
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0050
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0050
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0050
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0050
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0051
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0051
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0051
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0052
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0052
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0053
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0053
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0053
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0053
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0053
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0054
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0054
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0054
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0054
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0054
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0055
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0055
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0055
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0055
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0055
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0055
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0055
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0055
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0055
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0055
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0055
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0055
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0055
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0055
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0055
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0056
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0056
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0056
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0056
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0056
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0057
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0057
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0057
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0057
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0058
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0058
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0058
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0058
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0058
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0058
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0058
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0058
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0059
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0059
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0059
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0059
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0060
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0060
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0060
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0060
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0060
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0061
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0061
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0061
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0061
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0062
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0062
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0062
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0062
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0062
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0062
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0063
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0063
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0063
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0063
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0063
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0064
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0064
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0064
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0065
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0065
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0065
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0065
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0066
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0066
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0066
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0066
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0066
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0066
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0067
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0067
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0067
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0067
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0067
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0068
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0068
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0068
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0068
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0068
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0068
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0068
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0069
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0069
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0069
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0070
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0070
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0070
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0071
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0071
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0071
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0071
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0072
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0072
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0072
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0072
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0072
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0073
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0073
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0073
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0073
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0073
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0074
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0074
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0074
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0074
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0075
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0075
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0075
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0075
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0076
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0076
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0076
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0077
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0077
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0077
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0077
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0077
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0077
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0077
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0077
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0078
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0078
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0078
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0079
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0079
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0079
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0080
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0080
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0080
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0080
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0080
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0080
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0080

Reid, G., Bruce, AW.,, Fraser, N., Heinemann,
C., Owen, J., Henning, B. Oral probiotics can
resolve urogenital infections. FEMS Immunol.
Med. Microbiol. 2001; 30: 49-52

Reid, G., Jass, J., Sebulsky, M.T., McCormick,
J.K. Potential uses of probiotics in clinical
practice. Clin. Microbiol. Rev. 2003; 16:
658-672

Ridlon, J.M., Kang, D.J., Hylemon, PB., Bajaj,

J.S. Bile acids and the gut microbiome. Curr.
Opin. Gastroenterol. 2014; 30: 332-338

Romero, R., Dey, S.K., Fisher, S.J. Preterm labor:
one syndrome, many causes. Science 2014;
345: 760-765

Schoenmakers, S., Steegers-Theunissen, R.,

Faas, M. The matter of the reproductive
microbiome. Obstet. Med. 2018; 12: 107-115
Sha, B.E., Chen, HY., Wang, Q.J., Zariffard, M.R.,

Cohen, M.H., Spear, GT. Utility of Amsel
Criteria, Nugent Score, and Quantitative
PCR for Gardnerella vaginalis, Mycoplasma
hominis, and Lactobacillus spp. for
Diagnosis of Bacterial Vaginosis in Human
Immunodeficiency Virus-Infected Women. J.
Clin. Microbiol. 2005; 43: 4607-4612

Sim, K.A., Partridge, S.R., Sainsbury, A. Does
weight loss in overweight or obese women
improve fertility treatment outcomes? A
systematic review. Obes. Rev. 2014; 15:
839-850

Sirota, |., Zarek, S.M., Segars, J.H. Potential
influence of the microbiome on infertility
and assisted reproductive technology. Semin.
Reprod. Med. 2014; 32: 35-42

Smith, S.B., Ravel, J. The vaginal microbiota,
host defence and reproductive physiology. J.
Physiol. 2017; 595: 451-463

Stephenson, J., Heslehurst, N., Hall, J.,
Schoenaker, D.A.J.M., Hutchinson, J., Cade,
J.E., Poston, L., Barrett, G., Crozier, S.R,,
Barker, M., Kumaran, K., Yajnik, C.S., Baird, J.,
Mishra, G.D. Before the beginning: nutrition
and lifestyle in the preconception period and
its importance for future health. Lancet 2018;
391: 1830-1841

Turovskiy, Y., Sutyak Noll, K., Chikindas, M.L.
The aetiology of bacterial vaginosis. J. Appl.
Microbiol. 2011; 110: 1105-1128

van den Munckhof, E.H.A., van Sitter, R.L., Boers,
K.E., Lamont, R.F, Te Witt, R, le Cessie,
S., Knetsch, CW., van Doorn, L.J., Quint,
W.GV., Molijn, A., Leverstein-van Hall, M.A.
Comparison of Amsel criteria, Nugent score,
culture and two CE-IVD marked quantitative
real-time PCRs with microbiota analysis for
the diagnosis of bacterial vaginosis. Eur. J.
Clin. Microbiol. Infect. Dis. 2019; 38: 959-966

van der Veer, C., Houdt, RV, van Dam, A,,
de Vries, H., Bruisten, S. Accuracy of a
commercial multiplex PCR for the diagnosis
of bacterial vaginosis. J. Med. Microbiol. 2018;
67:1265-1270

van de Wijgert, J.H., Borgdorff, H., Verhelst,
R., Crucitti, T., Francis, S., Verstraelen, H.,
Jespers, V. The vaginal microbiota: what
have we learned after a decade of molecular
characterization? Plos One. 2014, 9105998

van de Wijgert, J.H.M., Jespers, V. The global
health impact of vaginal dysbiosis. Res.
Microbiol. 2017; 168: 859-864

Ventolini, G., Schrader, C., Mitchell, E. Vaginal
Lactobacillosis. J. Clin. Gynecol. Obstet. 2014;
3: 81-84

Vergaro, P, Tiscornia, G., Barragan, M., Garcia, D.,
Rodriguez, A., Santald, J., Vassena, R. Vaginal
microbiota profile at the time of embryo
transfer does not affect live birth rate in IVF
cycles with donated oocytes. Reprod. Biomed.
Online 2019; 38: 883-891

Vieira-Silva, S., Falony, G., Darzi, Y., Lima-Mendez,
G., Garcia Yunta, R., Okuda, S., Vandeputte, D.,
Valles-Colomer, M., Hildebrand, F., Chaffron,
S., Raes, J. Nat. Microbiol. 2016; 1: 16088

Vitali, B., Cruciani, F., Baldassarre, M.E., Capursi,
T., Spisni, E., Valerii, M.C., Candela, M.,
Turroni, S., Brigidi, P. Dietary supplementation
with probiotics during late pregnancy:
outcome on vaginal microbiota and cytokine
secretion. BMC Microbiol. 2012; 12: 236

RBMO VOLUME 00 ISSUE 0 2020 1"

Watson, E., Reid, G. Metabolomics as a clinical
testing method for the diagnosis of vaginal
dysbiosis. Am. J. Reprod. Immunol. 2018; 80:
e12979

Wen, L., Duffy, A. Factors Influencing the
Gut Microbiota, Inflammation, and Type 2
Diabetes. J. Nutr. 2017; 147: 1468S-1475S

Wessels, J.M., Felker, A.M., Dupont, H.A., Kaushic,
C. The relationship between sex hormones,
the vaginal microbiome and immunity in HIV-1
susceptibility in women. Dis. Model Mech.
2018; 1

Westrém, LV. Sexually transmitted diseases and
infertility. Sex Transm. Dis. 1994; 21: S32-S37

Wiesenfeld, H.C., Hillier, S.L., Krohn, M.A,,
Landers, DV., Sweet, R.L. Bacterial vaginosis is
a strong predictor of Neisseria gonorrhoeae
and Chlamydia trachomatis infection. Clin.
Infect. Dis. 2003; 36: 663-668

Woodmansey, E.J. Intestinal bacteria and ageing.
J. Appl. Microbiol. 2007; 102: 1178-1186

Wu, G.D., Compher, C., Chen, E.Z., Smith,

S.A., Shah, R.D., Bittinger, K., Chehoud,
C., Albenberg, LG., Nessel, L., Gilroy, E.,
Star, J., Weljie, AM., Flint, H.J., Metz, D.C.,
Bennett, M.J,, Li, H., Bushman, FD., Lewis,
J.D. Comparative metabolomics in vegans
and omnivores reveal constraints on
diet-dependent gut microbiota metabolite
production. Gut. 2016; 65: 63-72

Wu, D., Kimura, F., Zheng, L., Ishida, M., Niwa,
Y., Hirata, K., Takebayashi, A., Takashima,

A., Takahashi, K., Kushima, R., Zhang, G.,
Murakami, T. Chronic endometritis modifies
decidualization in human endometrial stromal
cells. Reprod. Biol. Endocrinol. 2017; 15: 16

Zhou, X., Brown, C.J., Abdo, Z., Davis, C.C.,
Hansmann, M.A., Joyce, P, Foster, J.A., Forney,
L.J. Differences in the composition of vaginal
microbial communities found in healthy
Caucasian and black women. ISME J 2007; 1:
121-133

Received 24 February 2020; received in revised
form 12 June 2020; accepted 19 June 2020.


http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0081
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0081
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0081
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0081
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0082
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0082
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0082
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0082
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0083
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0083
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0083
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0084
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0084
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0084
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0085
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0085
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0085
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0086
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0086
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0086
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0086
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0086
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0086
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0086
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0086
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0087
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0087
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0087
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0087
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0087
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0089
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0089
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0089
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0089
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0090
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0090
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0090
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0091
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0091
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0091
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0091
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0091
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0091
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0091
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0091
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0092
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0092
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0092
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0093
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0093
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0093
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0093
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0093
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0093
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0093
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0093
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0093
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0094
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0094
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0094
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0094
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0094
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0095
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0095
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0095
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0095
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0095
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0096
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0096
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0096
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0097
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0097
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0097
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0098
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0098
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0098
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0098
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0098
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0098
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0099
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0099
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0099
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0099
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0100
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0100
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0100
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0100
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0100
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0100
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0101
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0101
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0101
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0101
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0102
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0102
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0102
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0103
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0103
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0103
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0103
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0103
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0104
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0104
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0105
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0105
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0105
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0105
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0105
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0106
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0106
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0107
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0107
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0107
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0107
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0107
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0107
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0107
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0107
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0107
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0108
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0108
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0108
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0108
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0108
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0108
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0109
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0109
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0109
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0109
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0109
http://refhub.elsevier.com/S1472-6483(20)30339-4/sbref0109

	﻿The reproductive microbiome – clinical practice recommendations for fertility specialists
	﻿Introduction
	﻿Materials and methods
	﻿Part I: Current literature
	﻿The vaginal microbiota and its relation to infertility
	﻿The vaginal microbiota and its relation to IVF outcomes
	﻿CST-IV is most commonly associated with negative ART outcomes
	﻿The endometrial microbiota and its relation to IVF
	﻿The vaginal microbiota and its relation to preterm birth

	﻿Part II: Recommendations for clinical assessment and clinical practice
	1 ﻿For all ...
	﻿For women with no symptoms there is currently no further testing recommended in clinical practice
	﻿If vaginal pH is below 4.5 this could indicate lactobacillosis
	﻿Vaginal d ...
	﻿There is limited evidence on whether uterocervical colonization should be routinely assessed
	﻿Antibiotics should not be used on a routine basis to change vaginal typology
	﻿The use of antibiotics can however be of relevance for certain repeated implantation failure (RIF) patients
	﻿Pre-conce ...
	﻿Lifestyle ...

	﻿Part III: Future studies and research techniques to consider
	﻿Tobacco,  ...
	﻿The use of probiotics to treat atypical vaginal microbiota is being studied
	﻿Microbiota profiling should be used in a standardized manner (collection, analysis, statistics)
	﻿Prospecti ...
	﻿For resea ...
	﻿NGS and o ...
	﻿Perhaps i ...


	﻿Discussion
	﻿Acknowledgements
	﻿References


