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Abstract
Microbiota-gut-brain (MGB) research is a fast-growing field of inquiry with important implications for how human brain function and behaviour are understood. Researchers manipulate
gut microbes (“microbiota”) to reveal connections between intestinal microbiota and normal
brain functions (e.g., cognition, emotion, and memory) or pathological states (e.g., anxiety,
mood disorders, and neural developmental disorders such as autism). Many claims are
made about causal relationships between gut microbiota and human behaviour. By uncovering these relationships, MGB research aims to offer new explanations of mental health and
potential avenues of treatment.
So far, limited evaluation has been made of MGB’s methods and its core experimental
findings, many of which are extensively reiterated in copious reviews of the field. These factors, plus the self-help potential of MGB, have combined to encourage uncritical public uptake
of MGB discoveries. Both social and professional media focus on the potential for dietary
intervention in mental health, and causal relationships are assumed to be established.
Our target article has two main aims. One is to examine critically the core practices and
findings of experimental MGB research and to raise questions about them for brain and
behavioural scientists who may not be familiar with the field. The other is to challenge the
way in which MGB findings are presented. Our positive goal is to suggest how current problems and weaknesses may be addressed, in order for both scientific and public audiences to
gain a clearer picture of MGB research and its strengths and limitations.

1. Introduction
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A growing body of “microbiome” research is investigating microbially mediated connections
between the gut and brain. Microbes in the gut (“microbiota”) apparently have effects on
how humans think, perceive, and experience the world. Numerous scientific articles stress
how this research is “revolutionary” and “paradigm-shifting” (e.g., Liu 2017; Mayer et al.
2014). Although such hyperbole is characteristic of microbiome research more generally,
many basic views about human capacities are challenged by suggestions that gut microbiota
are causally influencing brains and behaviour.
Microbiota-gut-brain (MGB) researchers seek to explain and treat behavioural, cognitive,
and mood disorders in host organisms, including humans. The basic methodology is to alter
the gut microbiota in rodents, or compare the behaviour of animals with and without microbiota. Some interpretations of the findings from such studies make quite radical claims
about the nature of our relationship with our microorganisms and the extent of their control
over us. These interpretations propose new ways in which common psychiatric and psychological disorders can be treated, and even normal cognition enhanced. Not surprisingly,
these sorts of claims about microbiota and gut-brain connections are of broad interest
and have received a great deal of attention in the wider public sphere. Although a critical
literature is beginning to develop on both microbiome research generally (Bik 2016;
Hanage 2014; Quigley 2017) and MGB research in particular (e.g., Bruce-Keller et al.
2018; Forsythe et al. 2016), a systematic scrutiny from outside of the field has yet to be
conducted.
Our aim is to investigate MGB claims and the research that lies behind them. To do this, we
focus on the field’s 25 most cited experimental papers of the last decade. We analyse first the
methodologies underpinning these core studies, and then their findings, before contextualizing
these papers within the wider MGB literature. Our conclusions are cautionary and have a constructive aim. Despite the rapidly increasing body of work in the MGB area, and the wide audiences it reaches, even the most cited papers are at best suggestive. Both methodological and
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interpretative aspects of this research require consolidation and
greater depth. We discuss this message and its broader implications for brain and behavioural research, as well as its communication to a wider audience.
2. Context and historical background
MGB research weaves together several strands of earlier investigation from neuroscience, gastroenterology, and microbiology. The
exploration of connections between the gut and brain has a particularly long and venerable research history. Early psychologists
William James and Carl Lange are seen as forerunners of
brain-gut-axis research (e.g., Eisenstein 2016), although they
made limited claims about these connections. James merely
insisted that “visceral stirrings” should be conceptualized as part
of the emotion of fear (1884). Subsequent research continued to
connect emotional responses to visceral signals. In the early twentieth century, for example, Walter Bradford Cannon observed that
“the movements of the stomach immediately stopped” when
“a female [cat] with kittens turned from her state of quiet contentment to one of apparent restlessness” (Cannon 1909, p. 484). He
postulated that these changes depended on the sympathetic nerve
supply (Cannon 1911).
More fine-grained studies followed. The administration of
adrenaline, which is released by the host after activation of the
sympathetic nervous system, was discovered to lower the number
of pathogenic bacteria needed to establish a generalized infection
or to kill the animal (Evans et al. 1948; Renaud & Miget 1930).
Although these effects were attributed to decreased recruitment
of white blood cells (Evans et al. 1948), it was realized much
later that adrenaline also diminishes the bactericidal activity of
these cells (Qualliotine et al. 1972). Other experiments revealed
that adrenaline actually reduces host mortality after the injection
of bacterial toxins (Chedid & Boyer 1953; Hodoval et al. 1968),
which suggested that this hormone has different effects on living
bacteria and bacterial fragments. Another molecule, acetylcholine,
which is released by the parasympathetic nervous system of animals, was also shown by other research to be produced by a strain
of the bacterium Lactobacillus plantarum (Stephenson & Rowatt
1947).
By the 1980s, the term brain-gut axis had become a common
label for investigations of these connections (e.g., Aziz &
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Thompson 1998; Gastroenterology 1980). A variety of important
findings emerged about gut microbes, their cell wall components,
and nervous systems or behavioural states (Bluthé et al. 1992; Hart
1988; Lyte 1993). Further extensive experimentation on adrenaline and noradrenaline showed that they stimulate the growth of
some bacteria (Lyte & Ernst 1992) and that some microorganisms
are themselves able to produce these substances (Asano et al.
2012; Tsavkelova et al. 2000). This body of evidence that microbes
can influence the gut-brain axis, and in turn be influenced by the
brain-gut axis, forms an important basis for more recent developments in MGB research.
From the microbiological angle, intestinal microbes have long
been studied for their effects on human health, from the perspectives of both individual pathogens and more systemic community
effects (see Haenel 1961; Savage 2001). Although work in the
1980s had begun to examine mechanistically how specific intestinal microorganisms might affect mammalian brain states (e.g.,
Brown et al. 1990; Jeppsson et al. 1983), it is only in the last decade that brain-gut-axis research has been able to take advantage of
methods that reveal the full diversity of microorganisms inhabiting the human gut. This expanded capacity for the molecular
analysis of microbial communities in host organisms is what is
now called microbiome research.
Microbiome research developed on the basis of tools that allow
analysis of the DNA sequence of entire microbial communities
(microbiota). The DNA is directly extracted from microbiota in
their natural environments (Handelsman et al. 1998; see sect. 5
for more detail). “Microbiomes,” the molecular sequences of
these communities, are analysed for compositional patterns and
their associations with aspects of the environment. In the
mid-2000s, microbiome researchers began to focus more closely
on the human ecosystem: the human body and its complement
of microorganisms, particularly gut microbes (Eckburg et al.
2005). As human microbiome research developed, key researchers
began to use germ-free (GF) mice. These are mice that are born
and live their lives without microorganisms until they are experimentally colonized; other GF organisms have been used historically for different purposes (Kirk 2012). Influential studies
showed that giving GF mice microbiota transplants from obese
hosts could bring about obesity (e.g., Turnbaugh et al. 2008).
Although GF mice have many abnormalities (see sect. 7.3),
they have become the gold experimental standard for causal
claims in human microbiome research, which now includes gutbrain studies.
Despite all of these well-known MGB precursors, the current
phase of microbiome-oriented gut-brain research often cites its
starting point as 2004, when Sudo and colleagues (2004) used
germ-free mice to reveal that “commensal microbes [are] affecting
the neural network responsible for controlling stress responsiveness” (p. 271). Many of today’s microbiota-gut-brain papers
refer to the Sudo et al. paper as “seminal” (e.g., Mayer et al.
2015, p. 926; Sampson & Mazmanian 2015, p. 567) and as a
“landmark” in the history of the emerging field of MGB research
(e.g., Foster & McVey Neufeld 2013, p. 306). This 2004 paper
emphasizes a simple potential treatment: probiotics. It also suggests that GF mice allow much of the complexity of microbiomes
to be ignored: Mice either have microbiota or they do not. Both
this paper and the earlier work have inspired attempts to merge
multiple disciplinary perspectives, including those from psychiatry, pharmacology, psychology, neuroscience, immunology,
microbiology, and gastroenterology. But in the process of drawing
on so many approaches, key problems plaguing broader
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microbiome analyses were also included: the difficulty of identifying causal pathways and yet the tendency to suggest microbiota
are bringing about specific host effects (see Hanage 2014).
3. MGB research and its scope
In part because of its rich historical background, MGB studies
draw on a considerable variety of methods and disciplinary
approaches (see Supplementary Table 1). These methods are
both experimental and descriptive. They focus on implementing
microbiota-related interventions that can change specified brain
and/or behavioural states. The targets of these interventions are
usually disorders of various degrees, including depression (Jiang
et al. 2015; Park et al. 2013), anxiety (Crumeyrolle-Arias et al.
2014; Neufeld et al. 2011a), autism (de Theije et al. 2014; Hsiao
et al. 2013), schizophrenia (Severance et al. 2016), posttraumatic
stress disorder (Hemmings et al. 2017), Parkinson’s (Sampson
et al. 2016), and anorexia nervosa (Kleiman et al. 2015). But
more general brain and behavioural states are also scrutinized,
including fear (Bravo et al. 2011), stress (O’Mahony et al. 2017),
mood (Steenbergen et al. 2015), temperament (Christian et al.
2015), cognition (Magnusson et al. 2015), memory (Gareau
et al. 2011), and sociability (Desbonnet et al. 2014).
When experimental effects are detected, mechanisms are often
postulated to consolidate the links made between these brain and
behavioural outcomes and the microbiota. Proposed intermediary
mechanisms include the vagus nerve, inflammatory molecules,
microbial metabolites and “neurotransmitters,” immune system
mediators and responses, various “signalling” molecules and
cells, the so-called leaky gut, and leaky blood-brain barriers (see
Sampson & Mazmanian 2015). None of these are uncontested
as potential or adequate mechanisms. For example, the molecules
often labelled “neurotransmitters” are not neurotransmitters for
the microbes. Even if these molecules can cross the gut barrier
and blood-brain or nerve barriers, they do not meet the criteria
for neurotransmitters. These criteria require a neurotransmitter
to be present in presynaptic elements, for it to be released in
response to presynaptic depolarization and for there to be receptors on a postsynaptic cell (Purves et al. 2001). Another very problematic mechanism is the “leaky gut” and its highly disputed role
in neurological disorders (e.g., Quigley 2016; Rao & Gershon
2016; see sect. 7).
An outline of some key studies in MGB research will help
show the field’s scope and trajectory of development. The now
classic Sudo et al. (2004) paper serves as something of a template
for much subsequent research. In that paper, Sudo et al. compare
hypothalamo-pituitary-axis (HPA) responses to restraint stress in
GF, specific pathogen-free (SPF), and conventional mice (i.e.,
unmanipulated microbiota). The study found that GF mice
show higher post-stress corticosterone concentrations than SPF
and conventional mice. In addition, higher corticosterone in GF
mice was counteracted by the administration of probiotic bacteria
(Bifidobacterium infantis). Because this occurred only to the
9-week-old mice and not the older ones (17 weeks), Sudo et al.
(2004) postulated a crucial developmental stage for the HPA stress
response that is determined by microbiota. These key findings of
probiotic effects on physiology and behaviour, plus a developmental window of maximum effect, get taken up in numerous
other MGB papers.
In 2009, O’Mahony and colleagues established that several
consequences of maternal separation stress exist at adulthood:
namely, visceral hypersensitivity, changes in gut microbiota, less
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exploration of novel environments, and more defecation. Those
behaviours are often considered “anxiety-like” (see sect. 6 for further discussion). The relationship of such behaviour to microbes
had already been explored in earlier work focused on single
microbes (e.g., Lyte et al. 1998). Following the new trend of focusing more broadly on the microbiota as a whole, Diaz Heijtz et al.
(2011) and Neufeld et al. (2011a) found that GF mice (i.e., no
microbiota at all) display fewer anxiety-like behaviours than
SPF mice in the light-dark box and elevated plus maze.
In the same year, Bercik et al. (2011a) published findings of the
effects of oral antibiotics on anxiety-like behaviour in the stepdown and light preference tests. Comparisons were made after
microbiota transplantations into SPF Balb/C mice (an inbred
mouse strain widely used in immunology and considered to display a high level of anxiety-like behaviour, or “timidity”), National
Institutes of Health (NIH) Swiss mice (an outbred strain that
shows less anxiety-like behaviour, or greater “boldness”), or GF
Balb/C mice. The study found that oral antibiotic treatment
reduced anxiety-like behaviour and increased exploration of the
behavioural devices used, and that this increased exploration
did not involve autonomic nerves. In addition, Bercik et al.
(2011a) reported that Balb/C recipient mice transplanted with
NIH Swiss microbiota showed more exploration than their counterparts with only Balb/C microbiota. Conversely, NIH Swiss mice
that received Balb/C microbiota transplantation displayed less
exploration than those that were colonized with NIH Swiss microbiota. The success of these interventions suggested to many people in the field that the microbiota is a major causal agent in
determining anxiety-like behaviour.
Making a narrower microbial intervention (i.e., just one
microbe, not a community), Bravo et al. (2011) used a probiotic
bacterium (Lactobacillus) to manipulate anxiety-like and depression-related behaviours in mice. They examined depressionrelated behaviour with the forced swim test (measuring how
long the animal was immobile) and anxiety-related behaviour
by the number of entries on to the open arms of the elevated
plus maze. They also measured the time spent freezing after
fear conditioning with a mild electric shock. Probiotic administration reduced immobility during forced swim tests and increased
the number of open arm entries in the elevated maze.
Subdiaphragmatic vagotomy (severing the vagus nerve under
the diaphragm) prevented these effects (however, see Bercik
et al. [2011a], who found no role for the vagus nerve in
modulating the effects of antibiotics on the behaviour of mice
in the light-dark preference and step-down tests). Follow-up studies subsequently showed that the probiotic facilitates firing of
vagal sensory fibres (Perez-Burgos et al. 2013). Findings such as
these have given rise to the idea of “psychobiotics.” These are substances derived from microorganisms that can be used as treatments for improving mental health (Dinan et al. 2013). This
notion has strong appeal inside and outside of the MGB field.
A study by Hsaio et al. (2013) suggested how such interventions might work mechanistically. The authors used adult mice
born from mothers that had been administered an immune stimulation (a viral mimic) during pregnancy. The pups were born
with both a “leaky gut” and the behavioural features of autistic
developmental disorders. The adult offspring displayed anxietylike features in the open field, stereotypical behaviour, less social
interaction, and fewer ultrasound vocalizations. Feeding
Bacteroides fragilis to the impaired mice mitigated “obsessive”
behaviours such as grooming and marble-burying. However,
reduced sociability did not improve, which was attributed to
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developmental timing. B. fragilis was known from earlier immunological studies to improve immune defects (Mazmanian et al.
2008). Although Hsaio et al. did not isolate colonized B. fragilis
in the mouse intestines, a metabolic mediator associated with
this microorganism was restored to normal levels after probiotic
treatment. Studies such as this, although still incomplete, hint at
the potential mechanistic pathways that might underlie microbiota effects on brain and behaviour.
Many MGB studies, including those just discussed, are
believed to be relevant to human psychiatric disorders. In addition, cognitive and behavioural processes that are not necessarily
connected to any psychiatric disorder have also been linked to
microbiota changes. Bravo et al. (2011) showed that although
no differences in the amount of behavioural freezing were
observed immediately after mice received a foot shock, mice
that were fed a probiotic showed more conditioned freezing the
next day than probiotic-free mice. Diet also has effects. Nonobese antibiotic-pretreated mice were given microbiota transplants from animals fed a high-fat diet. The mice with the high-fat
microbiota transplants displayed more conditioned freezing to a
shock-signalling tone than did mice with transplants from animals on a control diet (Bruce-Keller et al. 2015). Gareau et al.
(2011) observed that probiotics could reverse stress-induced deficits in novel object recognition. Antibiotic treatment of healthy
mice from adolescence through adulthood was also found to
impair novel object recognition in mice (Desbonnet et al. 2015).
Whether about cognitive or emotional capacities, or aspects of
psychiatric disorders, the potential implications of these and
many other studies are striking. Many of the core findings and
interpretations are echoed repeatedly in the general MGB literature, which is characterized by an abundance of reviews (see
sect. 1 in the Supplementary Material). Some of this work then
goes so far as to claim that microbes control the mind and that
free will is thereby refuted (e.g., Lepage et al. 2013; Stilling et al.
2016; see sect. 7). Most of these reviews, as well as much primary
research, proclaim that a conceptual and methodological revolution is underway in brain and behavioural research (e.g., Liu
2017; Mayer et al. 2014). And yet much of the research is highly
speculative regarding causation and mechanisms, some of it is
contradictory, and many well-established methods are used in
limited, mistaken, and even outdated ways, as we will show.
Although some scientific papers and popular essays have
already pointed toward central problems for microbiome research
(e.g., Eisen 2017; Shanahan & Quigley 2014) and warnings have
been issued about MGB “hype” in particular (see comments in
Smith 2015; Zimmer 2014), these discussions have not been
based on detailed examinations of the core literature. Very commonly within the field, cautionary statements are embedded in
strongly promotional overviews of MGB research (e.g., Mayer
et al. 2014; Sherwin et al. 2018). Our aim is to provide a more
thorough critical and external analysis of the field for anyone
who wants to understand human minds and behaviours, and
their putative microbiome connections.
4. The 25 most cited MGB papers
In order to analyse the field more closely, we examined the most
highly cited MGB papers in the last decade (Table 1). We chose
this set of papers because of their importance to the established
field, and particularly its experimental core. They have shaped
the field and continue to structure it, as all their citations attest.
Focusing on them allows us to probe deeply into influential
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methods and interpretations, which would be less effectively
achieved in a comprehensive but relatively shallow overview of
all existing literature. Although we recognize that this selection
of papers will not include the most recent work in the field
(some of which may be using improved techniques), our aim
here is to capture the most recognized experimental work that
has been the basis for the majority of reviews and subsequent
studies, as well as media attention.
To identify this central corpus of work, we carried out a
PubMed search using the term “gut-brain microbiota” (date of
access: May 25, 2017; updated July 11, 2018). We discarded all
reviews, which formed a very high proportion of the literature
(almost 50%; see Supplementary Material). This search found
325 articles. We then used Google Scholar citation counts for
each article to rank all the papers with more than 150 citations
(a total of 15). To supplement this core of highly cited papers,
we also examined the references to open access articles within
the original 325 articles. This strategy found another 9 highly
cited articles. Finally, we conducted a third search using the looser
term “brain microbiota.” This search found 867 articles. We
inspected the most cited articles of this group, which revealed
another 3 publications that had not appeared in our earlier “gutbrain microbiota” search. We slightly cropped this list to 25
papers, of which the lowest number of citations is just over 120
and the highest above 1300 (Table 1). We then analysed the
text of these papers manually, with an initial focus on two categories of methodology: microbiome methods (sect. 5) and behavioural tests and statistics (sect. 6).

5. Microbiome methodology
Microbiome research relies on the rapid and extensive DNA profiling of bacterial and other microorganismal genomes in specified locations. This use of DNA sequencing tools to explore
microbial biodiversity is often called metagenomics, meaning
that it goes beyond the single-species genome analyses of genomics (Handelsman 2004). It allows the investigation of microbial
communities in a vast variety of environments, including those
provided by animal hosts. These methods have liberated the
study of microbial biodiversity from the constraints of pure culture. Pure culturing approaches require growing microorganisms
in the laboratory, which is not feasible (yet) for many microorganismal groups.
In the simplest scenario for sequencing, the presence of species
is evaluated with metagenomic methods, which can be performed
in two ways. The first is tag (or amplicon) sequencing, usually of a
particular stretch of a ribosomal gene. The second is shotgun
sequencing, which captures all the genes in the environmental
sample. Tag sequencing is still widely used despite being restricted
to information about bacterial abundance and diversity. Shotgun
sequencing provides more information about the total pool of
genes present in the environment but requires more complicated
bioinformatic analysis. In order to do more than catalogue taxa
on the basis of genes, researchers also employ metatranscriptomic
methods to find actively transcribed genes, and metabolomic
analyses to quantify the output of bacterial metabolic pathways
(see Knight et al. [2018] for an updated methodological primer).
However, whether tag or shotgun methods are used, the bulk of
microbiome research has yet to advance beyond gene catalogues,
and this greatly limits what can be said about microbial effects on
hosts and other environments. But as we will show, a surprising
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Table 1. The 25 most cited papers in MGB researcha
Publication

Citations

Diaz Heijtz et al. (2011)
Normal gut microbiota modulates brain development and behavior.
Proceedings of the National Academy of Sciences of the United States of America

1,348

Bravo et al. (2011)
Ingestion of Lactobacillus strain regulates emotional behavior and central GABA receptor expression in a mouse via the vagus nerve.
Proceedings of the National Academy of Sciences of the United States of America

1,218

Hsiao et al. (2013)
Microbiota modulate behavioral and physiological abnormalities associated with neurodevelopmental disorders.
Cell

1,173

Sudo et al. (2004)
Postnatal microbial colonization programs the hypothalamic-pituitary-adrenal system for stress response in mice.
Journal of Physiology

935

Bercik et al. (2011a)
The intestinal microbiota affect central levels of brain-derived neurotropic factor and behavior in mice.
Gastroenterology

701

O’Mahony et al. (2009)
Early life stress alters behavior, immunity, and microbiota in rats: Implications for irritable bowel syndrome and psychiatric illnesses.
Biological Psychiatry

613

Neufeld et al. (2011b)
Reduced anxiety-like behavior and central neurochemical change in germ-free mice.
Neurogastroenterology and Motility

613

Tillisch et al. (2013)
Consumption of fermented milk product with probiotic modulates brain activity.
Gastroenterology

596

Messaoudi et al. (2011)
Assessment of psychotropic-like properties of a probiotic formulation (Lactobacillus helveticus R0052 and Bifidobacterium longum R0175) in rats
and human subjects.
British Journal of Nutrition

594

Clarke et al. (2013)
The microbiome-gut-brain axis during early life regulates the hippocampal serotonergic system in a sex-dependent manner.
Molecular Psychiatry

507

Bailey et al. (2011)
Exposure to a social stressor alters the structure of the intestinal microbiota: Implications for stressor-induced immunomodulation.
Brain, Behavior, and Immunity

467

Gareau et al. (2011)
Bacterial infection causes stress-induced memory dysfunction in mice.
Gut

351

Jiang et al. (2015)
Altered fecal microbiota composition in patients with major depressive disorder.
Brain, Behavior, and Immunity

260

Ait-Belgnaoui et al. (2012)
Prevention of gut leakiness by a probiotic treatment leads to attenuated HPA response to an acute psychological stress in rats.
Psychoneuroendocrinology

234

Steenbergen et al. (2015)
A randomized controlled trial to test the effect of multispecies probiotics on cognitive reactivity to sad mood.
Brain, Behavior, and Immunity

211

Leclercq et al. (2014)
Intestinal permeability, gut-bacterial dysbiosis, and behavioral markers of alcohol-dependence severity.
Proceedings of the National Academy of Sciences of the United States of America

185

Bajaj et al. (2013)
Modulation of the metabiome by rifaximin in patients with cirrhosis and minimal hepatic encephalopathy.
PLoS ONE

176

Crumeyrolle-Arias et al. (2014)
Absence of the gut microbiota enhances anxiety-like behavior and neuroendocrine response to acute stress in rats.
Psychoneuroendocrinology

173

De Theije et al. (2014)
Altered gut microbiota and activity in a murine model of autism spectrum disorders.
Brain, Behavior, and Immunity

166

(Continued )
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Table 1. (Continued.)
Publication

Citations

Bruce-Keller et al. (2015)
Obese-type gut microbiota induce neurobehavioral changes in the absence of obesity.
Biological Psychiatry

161

Desbonnet et al. (2015)
Gut microbiota depletion from early adolescence in mice: Implications for brain and behaviour.
Brain, Behavior, and Immunity

159

Neufeld et al. (2011a)
Effects of intestinal microbiota on anxiety-like behavior.
Communicative & Integrative Biology

145

Ohland et al. (2013)
Effects of Lactobacillus helveticus on murine behavior are dependent on diet and genotype and correlate with alterations in the gut microbiome.
Psychoneuroendocrinology

135

Ait-Belgnaoui et al. (2014)
Probiotic gut effect prevents the chronic psychological stress-induced brain activity abnormality in mice.
Neurogastroenterology and Motility

131

Park et al. (2013)
Altered colonic function and microbiota profile in a mouse model of chronic depression.
Neurogastroenterology and Motility

130

a

Papers were extracted using a combination of PubMed searches and Google Scholar citations. See the main text for detailed selection methods. Papers are ranked by the number of
citations received.

amount of the MGB research in our top-cited sample does not
even achieve the cataloguing step.
The gut is home to the most studied but also the most complex
human-associated microbiota. It contains hundreds if not thousands of different microbial species, of which bacteria are the
main component and research focus. The relative abundance
and diversity of bacteria can vary considerably from one individual human to another (Human Microbiome Project Consortium
2012). Difficulties in interpreting diverse and complex sequence
data result in the main output of health-focused microbiome
studies being simple correlations between the abundance of particular taxa and host-associated disease states. These association
patterns do not allow cause and effect to be ascertained (de Vos
& de Vos 2012; Hanage 2014). Moreover, the great majority of
investigation is done with faecal samples, which are unlikely to
represent microbial activity in the gut itself, especially in the
small intestine or in association with the mucosal surface
(Gevers et al. 2014; Momozawa et al. 2011; Quigley 2017).
Nevertheless, the sheer convenience of such samples continues
to ensure their popularity.
How does microbiome research feature in MGB studies? In
general, most MGB papers are not microbiome-driven in the
way many other health-related or environmental microbiome
papers are. In fact, in MGB research, including our 25 most
cited list, “microbiota” and “microbiome” are often used simply
to indicate that microorganisms in the human body appear to
be involved in producing observed effects. Despite many methodological advances in microbiome research, standard microbiome
analyses are not carried out even in many of the most highly
cited MGB papers.
There are four broad categories of “microbiota” methods in the
25 most cited MGB papers we analysed.
1. Comparisons of behaviours in GF mice/rat microbiomes with
conventionally colonized or SPF animals (e.g., CrumeyrolleArias et al. 2014; Gareau et al. 2011; Sudo et al. 2004).
Sometimes a rescue experiment is performed in which a

standard microbiota is transplanted into GF animals to investigate whether the phenotype can be reversed (Clarke et al.
2013; Diaz Heijtz et al. 2011; Neufeld et al. 2011a; 2011b).
2. Studies of normally colonized mice treated with antibiotics
(Ait-Belgnaoui et al. 2012; Bajaj et al. 2013; Bercik et al.
2011a; Desbonnet et al. 2015). One study in our sample then
re-colonized the animals with microbiota from obese and normal hosts (Bruce-Keller et al. 2015).
3. Studies in which probiotics and placebos are given to human
or other animal subjects (Supplementary Table 2).
4. Standard microbiota studies that assess the experimental alteration of gut microbes (Supplementary Table 3). Some older
methods are still used to describe the microbial community,
such as denaturing gel electrophoresis (DGGE) or terminal
restriction fragment length polymorphism (T-RFLP). But at
least some MGB researchers are now turning to more contemporary methods such as quantitative polymerase chain reaction
(qPCR), which is an amplification method that targets specific
molecules and thus selected taxa, or shotgun DNA sequencing
that encompasses the whole community.
For most of the interventions in the third category of “microbiota” methods (probiotics), Bifidobacterium sp. and Lactobacillus
sp. are the probiotics of choice, with Lactobacillus helveticus being
the most popular (Supplementary Table 2). These genera of
organisms have long been traditional targets for claims about fermented milk products having digestive and physiological benefits
(e.g., Metchnikoff 1908). B. fragilis, the intervention microorganism in Hsiao et al.’s (2013) study, is not found in fermented milk
products but can be deployed according to the World Health
Organization (WHO) definition of a probiotic: any live microorganism that is used to intervene in a human body to bring about
health effects (Hill et al. 2014; however, see Shanahan & Quigley
[2014] for conceptual concerns). We will come back to probiotics
and their implications in section 7.
An important observation to make here is that treatment with
single or multiple probiotics is not strictly a “microbiota” or
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“microbiome” study. Normally, this term is reserved for studies in
which microbiota samples are analysed bioinformatically after
sequencing. In MGB probiotic research, however, researchers
might not even profile changes in bacterial composition, and
when they do, no differences may be observed (e.g., Tillisch
et al. 2013). Surprisingly, even when microbiota are analysed
for changes, very limited microbiome methodology is used
(Supplementary Table 3). The methods that are employed are
often not state-of-the-art. It is curious indeed to see much older
qualitative methods, such as DGGE, being used for a publication
in 2013 (Park et al. 2013). Although a useful tool in the 1990s,
community fingerprinting methods like DGGE and T-RFLP
have long been superseded by more advanced quantitative
sequencing methods. These newer methods allow closer analysis
of the composition and potential function of microbial
communities.
It is important to note, however, that microbiome research in
general continues to have a “causality problem” despite improved
sequence analysis tools (Hanage 2014). Many microbiome studies
simply cannot isolate specific causes no matter how sophisticated
their sequencing and bioinformatic tools; even the experimental
work with microbiota transplants is not adequate to demonstrate
whole-microbiome causality (O’Malley & Skillings 2018; see
sect. 7). In this regard, MGB studies may have an advantage, in
that they focus on single microorganisms (probiotics) or small
groups of microbes that can be manipulated. However, a probiotic
focus would not normally license claims about the whole microbiome, and even narrow probiotic causal claims are problematic
(see sect. 7).
A standard interpretation in MGB research is to attribute differences in behaviour between GF and non-GF animals to the lack
of microbiota in the former (ditto for antibiotic interventions,
which deplete but do not fully remove the microbiota). Often
the different treatments experienced by GF or antibiotic-treated
mice are not remarked on. Few studies in our most cited sample
provide controls that would enable singling out the effects of the
microbiota itself (e.g., rescue of phenotype by re-infecting GF animals with a full community transplant or by reintroducing specific bacteria). Although GF models have yielded many
interesting results, questions continue to be asked about how relevant they are to humans (Nguyen et al. 2015), because very few
humans ever experience germ-free conditions. Although sometimes GF status is equated with environments that have high levels
of hygiene and multiple antibiotic treatments (e.g., neonatal care
facilities; see Clarke et al. 2013), for the majority of researchers
these are not considered equivalent conditions at all.
Overall, there are very few studies in this highly cited group of
papers that have an experimental approach genuinely able to
demonstrate the impact of the microbiota itself on behaviour.
Correlations are loosely interpreted as indications of potential
mechanisms (however, see Bajaj et al. [2013] for a more sophisticated analysis of correlation networks of microbial metabolites).
The conditions under which potential mechanisms might operate
are not specified. For example, one study postulates “the existence
of a gut–brain axis in alcohol dependence, in which the gut
microbiota could alter the gut-barrier function and influence
behavior in alcohol dependence” (Leclercq et al. 2014,
p. E4491). Yet all that this particular piece of research demonstrates is a correlation between increased intestinal permeability
and certain bacterial taxa. Less cited and newer studies may be
making greater efforts to show microbiota causality of behaviour
and brain function (see sect. 8), but, in general, invoking the
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whole microbiome, rather than specific members of it, will require
methods that are carefully designed to deal with the complexities
of thousands of interacting organisms and pathways.
One consequence of this complexity is that inter-individual
variability between human microbiomes is so high that it is
impossible – given most clinical sampling practices – to distinguish specific groups of patients or animals and to find the taxa
most associated with different health states (e.g., Falony et al.
2016). Frequently, when differences in bacterial composition are
observed in the broader body of MGB literature, they are simple
correlations from single studies rather than multiple comparative
analyses. Considering that hundreds of taxa are involved in any
gut community, it is not surprising that some correlations are
found. The broader microbiome field (outside MGB) uses a
range of statistical correction measures, and their implementation
– although still imperfect – at least reduces gross false discovery
rates (Knight et al. 2018; Weiss et al. 2016). For example, one
of the reasons that standard parametric tests are not adapted to
microbiome data is because of the issue of compositionality.
Rapid changes to any single taxon in the microbiota are often
measured as changes to all of the taxa, instead of reflecting true
abundances. This property leads to extremely high false discovery
rates. These ongoing issues add to the field’s struggles to achieve
causal explanations of phenomena such as disease, but their incidence in MGB research is exacerbated by weaknesses in the methods that are used in combination with microbiome analyses.
6. Neuroendocrine, behavioural, and statistical tests
Microbiome research in its standard sense (i.e., the sequencing
and bioinformatic analysis of community genomes) might inform
only a subset of MGB papers, and even when it is carried out, it is
unlikely to be the methodological focus. Most of the methodology
is in fact centred on rodent hormones and behaviour in different
conditions. We divided the 25 most cited MGB papers into five
categories according to their research focus relative to hormones
and behaviour: (1) neuroendocrine “stress” axis; (2) emotionmood: anxiety; (3) mood disorder: depression; (4) autism
spectrum/developmental disorders; and (5) cognition (see
Supplementary Tables 4a–4e). About half of the 25 top-cited
papers are concerned with activation of the so-called neuroendocrine “stress” axis, which results in the production of stress-related
glucocorticoid hormones (Supplementary Table 4a). All of these
studies, save one, describe experimental work done in rodents.
Sixteen of the top 25 papers explore anxiety, of which 13 studies
were carried out on rodents (Supplementary Table 4b). A little less
than a quarter (6) of the articles are related to depression, with the
majority of that work being done in humans (Supplementary
Table 4c). Only two studies present work on animal models of
autism spectrum disorder (Supplementary Table 4d), and six
address different forms of cognition (Supplementary Table 4e).
Most of the studies we examined do not explicitly justify their
methodologies. They seldom address potentially confounding
effects (e.g., maternal separation and water avoidance stress)
that may complicate interpretation and limit the generalizability
of findings. The adequacy of particular behavioural tests and measures is rarely discussed and seems to be taken for granted (admittedly because many other studies have done so). For example,
following Sudo et al.’s initial 2004 work, about half of the papers
in our top-cited sample measure corticosterone in relation to gut
microbiota in rodents. Although most of this subset of papers
examines corticosterone in the context of stress – a framework
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laid down by formative research published 60 years ago (Eik-Nes
& Samuels 1958; Gold et al. 1958; Persky et al. 1958) – it is worth
recalling that non-stressful events, such as meal consumption,
also increase the circulating concentration of this glucocorticoid
(Toda et al. 2004; Wang et al. 1999). Adrenalin can equally be
considered a stress hormone (Mormède et al. 2007). In other
words, there can be confounding factors at play in any observation of stress responses.
The appropriateness of animal models for human disease is
seldom argued for and yet is of crucial importance for the implications of these studies. Not only do mice and humans have different gut structure and neuroanatomy, different microbiota, and
different evolved behaviours (see Arrieta et al. 2016; Nguyen et al.
2015), but there are also acute problems of “translation” into clinical practice when it comes to claims about stress, anxiety, and
depression. Behaviours that may be normal for mice (e.g., fearfulness and timidity) are not normal or desirable for humans, and
vice versa. Moreover, no self-report-based evaluations can be
made on rodents to gain better insight into the organism’s experience. Although terminology about findings related to disorders
is generally appropriate in the 25 papers we examined most
closely (e.g., “anxiety-like” and “depression-like”), we nevertheless
found several instances of terms for multidimensional human disorders (e.g., “anxiety” and “depression”) being applied to the unidimensional rodent results (see Supplementary Tables 5a, 5b).
Translational issues arise in any research that extrapolates
from rodent models to human function (Zeiss & Johnson 2017)
but are particularly pertinent to neuropsychiatric disorders
(Homberg 2013). In rodent behavioural studies, interpretations
of results obtained in the open field, elevated plus maze, lightdark box, and forced swim tests have frequently been criticized.
Indeed, some critical reviews recommend finding new animal
paradigms to investigate anxiety (Belzung & Griebel 2001).
Some authors go so far as to say that “evidence in support of
the validity of the plus-maze, the light/dark box and the openfield as anxiety tests is poor and methodologically questionable”
(Ennaceur 2014, p. 55). Other authors consider increased immobility in the forced swim test an adaptive passive coping strategy
rather than a measure of the behavioural despair that is indicative
of human depression-like behaviour (Commons et al. 2017;
Molendijk & de Kloet 2015).
When articles from our 25 most cited papers do take notice of
translational issues, they may not take them seriously. For example, Hsiao et al. (2013, p. 1456) quote Bourin et al. (2007) as saying that “mapping an animal’s movement in an open arena”
allows researchers “to measure … anxiety.” Crucially, however,
Bourin and colleagues are arguing that it is important to specify
whether the open field test is used under dimly lit conditions to
measure mere locomotor activity, or whether implementing it
in bright light is testing innate rodent anxiety of open spaces during the day. Bourin et al. (contra Hsiao et al.’s interpretation) go
on to urge caution about interpreting findings as having implications for anxiety disorders (Bourin et al. 2007). In the broader
MGB field (i.e., beyond the top-cited papers), there are some
examples of researchers supplementing or changing their reliance
on the open field and elevated maze plus tests (e.g., Bassi et al.
2012; Goehler et al. 2008), in order to avoid the confounding of
anxiety-like behaviour with simple alterations in locomotor activity patterns (Swiergiel & Dunn 2007). Most commonly, however,
if mentioning these issues, MGB researchers merely note them
and then very pragmatically continue with animal model manipulations and interpretations.
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To conclude our methodological analysis, there are reasons
to think that the statistical analyses carried out by some MGB
studies in our most cited sample are not appropriate (see
Supplementary Table 6). In particular, one-way analyses of variance (ANOVAs) or Student’s t-tests are frequently employed
when the experimental design includes more than one independent variable. In such cases (e.g., Ait-Belgnaoui et al. 2012;
2014; Ohland et al. 2013), two- or three-way ANOVAs are
required. In many biological situations, the effect of one factor
on an outcome of interest often depends on other factors.
Hence, when two or more independent variables or factors
(such as microbiota status and stress) are studied, it is important
to address both the effects of those factors independently and
their interaction with the dependent variable being measured
(e.g., behaviour in a specific test). Several of the 25 most cited
papers did not do this (Supplementary Table 6). Finally, in a
few of the MGB papers we analysed, statistically negative results
(P > 0.10) are presented as if they are positive findings. For example, non-significant findings after intervention strategies on the
microbiota are still used to argue for potential microbiome effects
(see Bailey et al. 2011; Bravo et al. 2011; Tillisch et al. 2013). It
would be much more straightforward to say “no effect is found”
without assuming other methods or future experiments on larger
cohorts will find the desired outcomes.
Following Fisher, it is standard in the life sciences to consider
P < 0.05 as statistically significant and, conversely, that P > 0.05
indicates a non-significant difference (Habibzadeh 2013). In this
context, it is not possible to talk about “marginally significant”
or “partially significant” (Habibzadeh 2013), or as noted previously, “potentially significant.” At best, a statistical trend can be
inferred when 0.10 < P < 0.05, provided there is sufficient statistical power. But if anything, studies in the life sciences tend to be
underpowered, which has led several authors to make a plea for
the use of more stringent cut-offs for P values and to consider
only P < 0.01 as statistically significant (e.g., Colquhoun 2014;
Vidgen & Yasseri 2016). MGB research has yet to reflect on this
advice.
These behavioural and statistical testing problems are by no
means exclusive to MGB research. In fact, they are common
throughout rodent-based behavioural neuroscience (Button
et al. 2013). But in MGB research, these weaknesses are compounded by the fact that it is misleading in some of the papers
even to refer to microbiomes because no such analysis is done.
Even when it is, superseded methods are providing very lowquality analyses. It is difficult of course to do everything well in
interdisciplinary research, but, in some instances, it seems as if
MGB papers are simply invoking the term “microbiome” without
appreciating the minimal methodological commitments with
which the term is normally accompanied.
7. Strong claims and interpretations
Although many of our 25 most cited papers use fairly basic reasoning, with limited mechanistic detail, they do not by and
large indulge in the overinterpretation and overstatement to the
extent we found in some of the broader MGB research literature.
However, both our smaller sample of top-cited papers and the
larger body of literature we examined divulge many examples of
papers in which strong claims – such as “conclusively demonstrate” and “conclusive proof” (e.g., Ait-Belgnaoui et al. 2014;
Bravo et al. 2011) – are offset by more conservative elaborations,
sometimes in the very same paper (e.g., Christian et al. 2015;
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Foster & McVey Neufeld 2013). We are tempted to diagnose this
as a case of “double-dipping,” when cautionary statements are
belied by much more dramatic claims. We believe this strategy
influences the public uptake of MGB research. In the following
sub-sections, we discuss a selection of the overblown conclusions
or speculations that help inflame the field, from the most abstract
to the highly practical. We do this in order to show how misinterpretation may arise and propagate, especially in the review papers
that are so dominant in MGB literature (between 40% and 50%;
see sect. 1 in the Supplementary Material).
7.1. Claims about causality and determinism
In the wider field of health-related microbiome research, there are
many recognized difficulties in extracting cause-effect relationships from microbiome data (e.g., Hanage 2014; Surana &
Kasper 2017), largely because of how the standard methodology
works. Microbiome analysis is basically descriptive, not explanatory. Many efforts are currently underway to explore and assess
causal claims, but these attempts are hampered by the wholecommunity focus of much microbiome methodology. Because
microbiome methods begin with communities, there are often
expectations that explanations will be found at the community
level too, rather than at the level of populations of individual
organisms and specific biochemical pathways (e.g., O’Malley &
Skillings 2018; Rosen & Palm 2017).
We can see this problem most clearly when MGB researchers
attribute changes in human health to changes in the community
of gut microorganisms. These changes can be simple shifts in the
relative proportions of groups of microorganisms in the community (e.g., Bailey et al. 2011; Jiang et al. 2015) or in reference to
“normal” community compositions (Clarke et al. 2013; Leclercq
et al. 2014). One of our top-25 articles attributed memoryregulating causality to the mere presence of a microbiota, rather
than any particular composition (Gareau et al. 2011), as did
Sudo et al. (2004) for stress response. This is a general message
gleaned from GF mouse studies, where the causal variable can
be the simple presence or absence of a microbiota. In other
papers, community-level differences are often assigned causal
roles under the banner of “dysbiosis.”
Dysbiosis is frequently defined as either a broad change or an
“imbalance” in microbiota that produces a diseased state in the
(human) host (e.g., Mazmanian et al. 2008). Many of our 25
most cited papers adopt this loose definition (e.g., Bercik et al.
2011a; Hsiao et al. 2013; Leclercq et al. 2014), and the term circulates widely in the MGB literature. However, considering the
extensive inter-individual variation between each human microbiome, it is very difficult to define what constitutes a “normal”
or “healthy” or “balanced” microbiome (Hooks & O’Malley
2017). With such a loose definition, dysbiosis can mean any
change in microbiota between two compared groups of patients
or animals. Even assumptions that “reduced diversity” is linked
to illness outcomes (e.g., Desbonnet et al. 2015) are problematic,
because some disease states are associated with increased diversity
(Shade 2017; Zaneveld et al. 2017).
Worryingly, one of our 25 most cited papers postulated a role
for dysbiosis even when no compositional microbiome differences
were found pre- and post-intervention in healthy humans
(Tillisch et al. 2013). Many papers discussing dysbiosis go on to
assume that when microbiome changes and illness co-occur, the
causal pathway will be from microbiota to the disease state rather
than the other way round, or from another common cause (e.g.,
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Bruce-Keller et al. 2015; Crumeyrolle-Arias et al. 2014;
O’Mahony et al. 2009). However, some MGB papers are now taking more nuanced perspectives on dysbiosis “causality” (e.g.,
Ohland et al. 2013; Park et al. 2013), and the concept is currently
receiving considerable critical attention and retheorizing in the
broader microbiome literature (e.g., Hooks & O’Malley 2017;
Olesen & Alm 2016; Shanahan & Quigley 2014; Zaneveld et al.
2017).
Lying behind the whole-community causation issue is an even
stronger one, of microbiota “determinism.” By this we mean bold
claims that are made about human dependency on microbes for
many aspects of health (e.g., metabolic, immune, and neuroendocrine systems – see Bercik et al. 2011a; Neufeld et al. 2011a).
These claims include mental health, to the extent that some
MGB review papers even suggest our microbiota “control” and
“manipulate” our brains (e.g., Stilling et al. 2016) or “hijack”
our central nervous system (e.g., Alcock et al. 2014). The ability
of microbes to determine what we often consider to be central
nervous system capacities and states (mood, cognition, emotion,
etc.) is a radical one and is probably employed more for provocation than serious consideration. Almost all MGB papers recognize
in their small print the lack of a causal account of how microbiota
changes are connected to brain and behavioural states. And yet
underlying dramatic suggestions that MGB research does away
with free will conceptions (e.g., Lepage et al. 2013) is a more reasoned position that microbes are “benevolent” manipulators, and
that evolution has made them so. Can evolutionary theory back
up such claims?
7.2. Claims about the evolved benefits of microbiota for brain
states
There are numerous MGB articles (including some within the 25
most cited sample) that suggest we have a beneficial relationship
with many if not all of our microbiota (e.g., Bailey et al. 2011;
Sudo et al. 2004). The reason for this, according to at least
some MGB researchers in the broader literature, is supposedly
that our long evolutionary association with microorganisms has
eradicated conflict (e.g., Stilling et al. 2016). In other words, natural selection has selected against competitive relationships in the
history of human evolution, and we should therefore find the
evolved ways in which to maintain the right “balance” with our
microbiota (e.g., Wang & Kasper 2014).
Many such MGB claims begin with the central example of
Toxoplasma gondii as a single organism capable of having manipulative effects on animal brains and behaviour (e.g., Mayer et al.
2014; Sampson & Mazmanian 2015; Stilling et al. 2016).
Toxoplasma is a single pathogen, and therefore neither benevolent
nor a community, but MGB researchers use it to provide an
explanatory template for how microbes manipulate. In the classic
account of this parasite’s effects, Toxoplasma has evolved to infect
cats via rodents, and so the former “manipulates” rodent brains in
order to make rodents more likely to be consumed by cats (e.g.,
Berdoy et al. 2000). Changed rodent behaviours include attraction
to cat urine and odour. However, there are recognized problems
in seeing Toxoplasma as evolved by adaptation to change
mouse behaviour (Worth et al. 2013). More generally, “microbial
manipulation” of any host is better explained as a by-product of
the interactions between competing microorganisms in the gut
environment (Johnson & Foster 2018). In other words, “manipulation” is a considerable overinterpretation of what the microorganisms are doing and how they have their effects.
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But what about the generally beneficial nature of microbiota?
Some MGB and other microbiome researchers have argued that
a long evolutionary association between humans and their microbiota has led to benefits and no conflict (e.g., Stilling et al. 2016).
Evolutionary theory does not support such beliefs. Communities
can be stable and perpetuated over evolutionary time with
strongly competitive interactions between different microorganismal populations, and between a human host and the whole
microbial community (Coyte et al. 2015). Humans are most parsimoniously understood as an environment for microorganisms,
and there are mechanisms of human control and selection over
inevitable microbial occupants (Schluter & Foster 2012). There
can be negative or positive interactions, as well as neutral ones,
and at the moment, microbiome research is unable to separate
them out (though efforts are being made to identify key individual microorganisms for specific diseases). But just as for dysbiosis,
thinking of whole communities as bringing about specific brain
and behavioural (or other physiological) states is very difficult
to justify, even (or perhaps especially) within the embrace of evolutionary reasoning.
7.3. Claims about coevolved developmental impact and critical
windows
The “coevolved” nature of developmental programmes and
microbiota is also argued by the MGB community, both in the
25 papers we examined most closely and more broadly (e.g.,
Diaz Heijtz et al. 2011; Stilling et al. 2014). Usually, these mentions of “coevolution” do not employ the term in the same way
as evolutionary biologists, for whom coevolution means selected
reciprocal genetic changes that have been explicitly identified
(e.g., Moran & Sloan 2015). In MGB research, coevolution simply
means it appears as if the organisms have some evolutionary history together. Even in this very loose sense, there are problems.
For example, the effects of colonizing GF mouse pups (Diaz
Heijtz et al. 2011) and of probiotic treatments on a maternal
infection autism mouse model (Hsiao et al. 2013) have contributed to interpretations of “coevolution” producing a critical timing point for microbial participation in host gut and brain
development. However, interpretations of a critical developmental
period for microbiome colonization clash with other findings
showing that the microbial colonization of GF adult rodents
brings about the same effects as it does for much younger GF animals (Nishino et al. 2013). Findings that only male mice are
affected developmentally by microbial manipulations are also
problematic for general proposals of species-wide neurodevelopmental roles for microbiota (Clarke et al. 2013).
There may also be alternative explanations for apparent critical
windows of microbiota effects in animal development. The consequences of manipulating gut microbiota on the physiology and
behaviour of an organism may be attributable to more traditionally conceived developmental effects. For example, it is has been
shown that GF animals have a more permeable blood-brain interface and larger, but less metabolically active enteric neurons during pre- and postnatal development (Braniste et al. 2014; Dupont
et al. 1965). Given that the enteric nervous system and the bloodbrain barrier are essential for the normal functioning of gut and
brain, it would not, therefore, be surprising to observe atypical
behaviour in an adult animal with abnormal development of
these systems. However, any behavioural changes do not imply
that gut microbiota “control” or “drive” a particular behaviour,
but merely that the presence of microbes in the gut may constitute

Hooks et al: Microbiota-gut-brain research: A critical analysis

environmental signals to which the developing animal responds
by putting in place an enteric neuronal network and a blood-brain
barrier.
The adoption of evolutionary-developmental (evo-devo)
frameworks in MGB research has also led to studies intimating
that if microbes have a big effect on brain development, this
must also be occurring prenatally. Some MGB researchers hint
that there are large numbers of microorganisms in utero, and
that these organisms are having a pre-birth impact on the foetal
brain (e.g., Borre et al. 2014; O’Mahony et al. 2017). Yet if they
are, current orthodoxy of a mostly sterile pre-birth state would
have to be revised.
Recent analysis casts considerable doubt on the potential for in
utero colonization and concludes that apparent findings of such
colonization are artefactual (Perez-Muñoz et al. 2017). Lowmicrobial biomass samples, such as those extracted from placenta,
yield a similar composition to those from negative controls and
are, in fact, dependent on the type or even batch of the kit used
to extract and examine the DNA sample. This is the so-called
kit-ome problem (see Kim et al. 2017a). Artefacts such as these
can be more straightforward explanations of what are otherwise
very surprising microbiome findings. That said, we have no
doubt that something is going on in an evo-devo sense with
microbiota and brains. But expecting simple and straightforward
findings and linear causal accounts of these interactions does not
seem to us realistic, given existing knowledge and methodological
sophistication in standard developmental research. There are
other oversimplified causal stories that MGB research needs to
confront, and chief amongst them are claims about probiotics.
7.4. Probiotic issues
Using the template of the Sudo et al. (2004) study, many subsequent MGB projects (including those in the 25 most cited papers)
have made interventions with probiotics on mice and humans
and claimed that probiotic interactions with indigenous microbiota affect physiology and behaviour (e.g., Diaz Heijtz et al.
2011; Lyte 2011; Messaoudi et al. 2011; Slykerman et al. 2017;
Steenbergen et al. 2015; see Table 1). Often this interaction is conceptualized as the abnormal or “dysbiotic” microbiota being “normalized” by the probiotic (e.g., Ait-Belgnaoui et al. 2012).
However, probiotics are a much contested form of intervention.
Meta-analyses are equivocal at best about probiotics having positive effects on healthy humans, and their impact is documented
for only a few specific disease states (Huang et al. 2016;
McKean et al. 2017). At least two randomized controlled trials
have found no human effects from probiotic bacteria on human
mood or mental health (Kelly et al. 2017; Romijn et al. 2017),
whereas a recent meta-analysis (Ng et al. 2017) observed no general mood improvement after using probiotics and only a small
effect in patients with mild to moderate depressive symptoms.
Concerns have also been raised about the potentially negative
alteration of microbiota by probiotics (Slashinski et al. 2012).
However, mouse studies do seem to show probiotics having consistent effects on behaviour (Wang et al. 2016), and such findings
continue to galvanize the MGB field.
Even if probiotics do have positive effects on guts and brains,
some studies show this may not be happening through alterations
of the microbiome composition (Kristensen et al. 2016; McNulty
et al. 2011). Recent work shows that probiotics do not reliably colonize mouse guts, and do so only to a limited extent for humans
(Zmora et al. 2018). Sampson and Mazmanian (2015) account for
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such complications by suggesting more indirect causal routes:
“behavioral and neurological changes may not necessarily be a
direct function of the specific species of bacteria within the
probiotic treatment; rather, microbial-mediated effects on emotion may be due to broader functionality of the community of
symbiotic bacteria in the gut” (p. 568). Claims like these fall
into what we call the whole-system causation problem that is central to the “dysbiosis” problem (see sect. 7.1). They are very difficult claims to test, especially in a medical context. One of the most
cited MGB papers, Ohland et al. (2013, p. 1746), carefully
concludes:
It is clear that diet and probiotics interact at several different levels to alter
host physiology. It is likely that not only do the existing gut microbes of
the host alter functionality of any given probiotic, but also the diet of
the host can influence probiotic effects through both direct and indirect
mechanisms. These differences in probiotic effects due to diet and genotype demonstrate that it is essential to investigate probiotics in a complex
model to fully understand how they modulate host physiology in order to
properly apply them to improve human health.

Regardless of how sketchy the current causal picture is of microbiota and mental health, probiotics are a commercial goldmine.
They are the basis of an industry that already (in 2015) earns
35 billion dollars per year (Jabr 2017). To gain a closer view of
the appeal of probiotics, we examined patenting trends for
microbiota and probiotics. A very high proportion of microbiota/microbiome patents are for probiotics (see sect. 7 in the
Supplementary Material). Commercial investment in probiotics
is increasing (Jabr 2017; Olle 2013), as is academic patenting
activity related to probiotic and other microbiota-based therapies
(Supplementary Fig. S1). Nestlé, the biggest food company in the
world, leads the way with probiotic patents and patent applications in the European Patent Office; Danone, another large
food company with many dairy-based products, ranks fourth
(Supplementary Fig. S2).
With its simple cause-effect hints (“take probiotics and cure
yourself”), MGB research is likely to attract even more commercial attention and funding. Perhaps maintaining this appeal is
part of the reason so many MGB studies repeat the basic recipe
of probiotic-based intervention as the single “microbiome”
method. In this research environment, single-study findings of
no effect from probiotics are simply less likely to be published
(although meta-analyses and systematic reviews with negative
findings do find publishing forums), and the complex models
urged by some researchers will have limited appeal. However, as
the occasional commentator has noted (e.g., Olle 2013), focusing
on a few classic probiotic strains – identified more than a century
ago by much cruder methods – seems an unduly narrow focus
given how microbiome research is normally about highlighting
community-wide microbial diversity and interaction. But perhaps
for this very reason probiotics remain popular. They enable
straightforward experimentation, by appearing to cut through
complex interactions and thus suggest that simple, non-harmful
treatments are possible, even for conditions as resistant to conventional interventions as autism (de Theije et al. 2014). This simplicity is important for the public uptake of MGB and other
microbiome research.
7.5. Science communication issues
Human microbiome research has captured the public imagination. It is a very popular professional media topic. A simple
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search for “gut microbiota” in the Factiva press database retrieves
almost 1,500 publications. Even when narrowed down to a
“microbiota gut brain” focus, the search still yields more than
300 press publications (see sect. 8 in the Supplementary
Material, especially Fig. S3, for details). Less than a third of
these press articles contain elements of caution or scepticism,
and most are accompanied by very enthusiastic and optimistic
claims. Generally, these articles make simple and encouraging
reports on microbiome research and its potential impact on
physical and mental health (e.g., “Pathogens in the stomach
alter the brain’s development and may increase an individual’s
risk of suffering from [autism] spectrum disorder” [Thompson
2017]). A common template is to highlight dietary change
(including probiotics) as a “natural” means of changing the
microbiome, and thus host health status (e.g., “Taking probiotics
and adopting a gluten-free lifestyle may improve [autism] sufferers’ social behaviour and ability to express emotions”
[Thompson 2017]).
A valuable lesson for press releases about research can be
learned from early microbiome research on obesity (e.g.,
Turnbaugh et al. 2006). Numerous studies, both experimental
and bioinformatic, found associations between certain proportions of microorganismal groups and obesity. However, as these
studies accumulated, this allowed meta-analyses and systematic
reviews to be conducted, and these earlier findings fell away
(Duvallet et al. 2017; Sze & Schloss 2016). Initial findings,
although widespread, were from small samples, with hidden variations in background conditions (Schloss 2018). As we already
noted, high inter-individual variability means large samples are
required to make meaningful findings. Apparent effects in the
obesity case turned out not to be real. Such developments in a
new field are not surprising. It takes an accumulation of studies
to allow meta-analyses to be conducted, and once they are, the
field can correct itself.
However, even if a field manages to correct itself, systematic
analyses of press articles have shown that public media material,
including that produced by academic public relations offices,
often focuses on initial spectacular findings. These early findings
are often obtained from relatively small samples and are promissory rather than enduring (Gonon et al. 2011; 2012). Although
early dramatic findings and press coverage can help attract
funds to fledgling fields, and rapidly inform the public about
potential avenues of treatment, the downsides are misinformation,
unrealistic expectations, and eventual public and political backlash. The last is especially likely if initial findings cannot be translated into accessible therapies quite as readily as press releases
might suggest (Hanage 2014).
But professional media are probably of less magnitude in
this potentially misleading communication than is the large
number of social media posts discussing microbiomes and
health generally, and mental health in particular. Although
we did not systematically survey blogs, tweets, and other such
media, we did examine the first 50 Google hits for searches
using gut + brain + microbiome (see Supplementary Table 8).
Additionally, we performed a survey of Twitter posts of news
articles in 2017 (see Supplementary Table 9). Although many
of these online materials refer to actual research, they rarely
do so critically. At most, they acknowledge that much more
research has to be done. Notable exceptions within our small
sample are an opinion piece cautioning against blanket belief
in the efficacy of probiotics (DiSalvo 2017) and a book review
raising questions about the simplicity of the “psychobiotic”
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approach (Fleming 2017; many reader comments are sceptical
too).
The majority of the posts and shared news articles we surveyed
suggest that new microbiome-related mental health treatments are
just around the corner. Some websites and Twitter accounts promote probiotic and other dietary interventions as replacements
for conventional psychiatric treatments. Many of these alternative
“treatments” accord with standard nutritional and lifestyle guidelines (eat more fresh and less processed food, less fat and sugar,
and more fibre; get more exercise; avoid stress). These are reasonable and no doubt helpful recommendations, regardless of how
idiosyncratically some of them may be phrased on Twitter.
What is concerning, however, is how this very ordinary dietary
advice can be proposed as the solution to many mental health
conditions. Even though clear cause-effect links between dietaltered microbiota composition and bodily or mental status are
unknown, these gaps themselves leave room for the sentiment
that it is all just “common sense” and that science is finally catching up to what everyone already knew in his or her gut anyway.
Some MGB papers in the broader literature appear to endorse
this way of thinking (e.g., Cowan et al. 2018) and may even
sign up for other dubious health claims floating about in the public sphere. For example, using “leaky gut” language when it is not
medically recognized as the basis of any disorder, let alone as a
major causative agent of autism syndromes (Quigley 2016; Rao
& Gershon 2016), is harnessing science to the fortune of what
may be a medical fad.
As Perez-Muñoz et al. (2017) argue, when they debunk claims
of in utero or placental colonization:
Today, scientific findings can move freely from professional journals into
the public realm (e.g., through social media), often before the scientific
community has thoroughly discussed and vetted the evidence … it is
our responsibility [as scientists] to debate these controversial topics and
facilitate the self-correction process. Failure to do so may ultimately compromise human health, damage scientific creditability [sic], and potentially contribute to the erosion of the public’s trust in science. (p. 15)

We suggest that human microbiome research in general (Hanage
2014) and MGB research specifically are at a point where careful
reflection on the broader reception of the science would be highly
appropriate.
8. Summarizing our findings
To its credit, MGB research is driven by hypothesis testing, but it
mostly proposes and confirms loose conjectures about microbial
involvement in brain and behavioural states. Microbiome
research (outside MGB) is very technology driven and often
fishes around after analysis for some sort of hypothesis that
might reasonably be based on the data. Neither extreme of this
continuum of practice is desirable for the maturation of microbiome research. In fact, we could see in MGB research the potential to integrate and balance these two ways of doing science.
Very importantly, this merger would bring more microbiome
depth to MGB research, which our analysis shows is missing
and misunderstood.
We also showed how MGB research has many other compounding methodological and interpretive issues. But might all
the issues we have identified just be signs of a young field?
Will it not get better all of its own accord, given enough time?
We agree it is important not to inhibit new approaches as they
develop. But a strong foundation seems important for future

development, rather than ongoing reproduction of a roughand-ready approach. We have taken a critical approach to this
emerging field, partly because we see the same claims repeated
over and over again. They achieve a wider reach with every iteration. Using evolutionary, ecological, microbiological, neurological, immunological, biochemical, genetic, molecular, and
developmental perspectives to bolster a narrow band of results
both overreaches and also displays limited acquaintance with
some of the well-established knowledge in these fields. These
limitations matter not only for the future of a field, but also
for the status of scientific activity in these challenging times.
As we suggest and others have argued (e.g., Hanage 2014;
Perez-Muñoz et al. 2017), overblown claims damage the credibility of the field and cause harm to the general social reception of
science.
A topic worthy of further social scientific investigation is why
microbiome research in general is so popular with the public, and
whether public perspectives on microbiome research are changing
how people think about health, including mental health. We speculate that reasons for the public uptake of microbiome research
findings, including MGB, are to do with its perceived “naturalness” and the “holism” of the science, as well as the strong potential for microbiome-related therapies to be self-administered and
even “DIY” rather than imposed by technical experts. There are
many good aspects to any such trends. But MGB research should
be aware of these tendencies and their possible relationships with
anti-scientific claims (e.g., anti-vaccination; anti-psychotropic
medication). It could be well worth working with relevant public
health and media experts on how to communicate this exciting
body of work responsibly.
9. Conclusions and future directions
Despite the critical picture we have painted, we see MGB research
as a field full of promise, with important implications for understanding the relationship between the brain and the rest of the
body. Existing MGB findings point to an ongoing need for
more connected research that is able to investigate the complex
interactions occurring in multipathway systems. Expecting
cure-alls to emerge from these early days in which the puzzle
pieces have barely been recognized, let alone joined up, seems
contradictory to the spirit we assume to be motivating MGB
inquiry. Our findings indicate the tension between a field-wide
recognition of complex networks of causes and effects versus
expectations of a simple all-efficacious treatment. As we noted
in the introduction, our critical overview of MGB research is
from outside the field itself and does not presume it can provide
the detailed advice necessary to lead the field forward. This has to
come from within the field. Nevertheless, we can use our findings
of the current state of the field to propose some general pointers
about how the field might develop and what it should avoid in
that development.
9.1. What is known?
Perhaps the clearest general finding from MGB and the encompassing field of microbiome research is that microbiota are
implicated in a wide range of ecosystem activities, some of
which take place in human and other animal bodies and
may be of considerable importance for understanding health
and disease. Some of these connections are surprising, even if
foreshadowed by earlier research (see sect. 2), and, if worked
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out experimentally and in clinical trials, could transform treatment options for ill humans. There do indeed seem to be links
between microbes and mental health states, but they are extensively mediated by developmental, immunological, and metabolic processes that are in turn affected by environmental
factors. Quite what these microbiome connections entail is
the central question, and revealing the nature of any causal
processes involving microbiota is what all MGB and other
microbiome studies ultimately aim to do. Many researchers in
MGB are now trying to fill the causal gaps and narrow
down how microbiota or probiotics change mental health.
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9.2. What is improving?

Esther Aartsa

Several MGB and other microbiome papers in recent years have
urged more rigorous experimental design, with appropriate positive and negative controls and adequate statistical power to
allow the identification of cause and effect relationships and
point to mechanistic explanations (e.g., Bruce-Keller et al.
2018; Lyte 2011; Schloss 2018). More sophisticated microbiota
sampling and analysis will help us understand which groups
of organisms are contributing to putative effects (Knight et al.
2018). Models that capture such interactions and their dynamics
over time are going to be crucial, and some are already developed for broader microbiome research (e.g., Bucci & Xavier
2014).
Integrating multiple levels of causal influence in producing any
kind of disease is always challenging, but if there is one thing
microbiome research brings to the fore, it is awareness of the challenges in making causal claims about complex systems. The earlier rush to identify promising causal relationships in MGB
research, and simplistically attribute large-scale effects to “the
microbiome,” or one-off probiotic interventions, can most constructively be understood as heuristic strategies that await more
rigorous inquiry. There is now sufficient background knowledge
to allow the refinement of hypotheses about microbiota relationships, and placeholder claims about causality can be put to the
test.
9.3. What should be stopped?
Although we see many positive developments along methodological lines in MGB research, it is still accompanied by large
helpings of overinterpretation, even if these come with a
sprinkling of caution. Sometimes, it seems as if cautionary
statements are used as liability limitation clauses in the ongoing
promotion of the research (this is what we labelled in sect. 7 as
“double-dipping”). Helpful as reviews may be to introduce
non-experts to an emerging field, the wholesale marketing of
MGB research in such a prolific review literature may “oversell”
currently limited findings. Being more strategic about how the
field is promoted, within and without science, could have
long-run dividends that MGB researchers may want to
consider.
Supplementary material. To view supplementary material for this article,
please visit https://doi.org/10.1017/S0140525X18002133.
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Abstract
In this commentary, we point to guidelines for performing
human neuroimaging studies and their reporting in microbiota-gut-brain (MGB) articles. Moreover, we provide a view
on interpretational issues in MGB studies, with a specific focus
on gut microbiota–derived metabolites. Thus, extending the target article, we provide recommendations to the field to increase
reproducibility and relevance of this type of MGB study.

In a relatively new field, researchers have now started to use
human neuroimaging techniques, like functional magnetic resonance imaging (fMRI), to study the microbiota-gut-brain
(MGB) axis. A quick search with the terms “microbiome” and
“fMRI” yields at least eight studies since 2013 that have linked
task-related or resting fMRI to gut microbiota measures or interventions (Aarts et al. 2017; Ahluwalia et al. 2014; Bagga et al.
2018a; 2018b; Osadchiy et al. 2018; Pinto-Sanchez et al. 2017;
Tillisch et al. 2013; 2017). However, out of those eight studies,
only three based their analyses on groups of more than 20 participants, only two shared their neuroimaging data (in line with
journal requirements), and only two (using an intervention) preregistered their design and analyses. As the field is still evolving,
we would like to take this opportunity to make a plea for reproducible and interpretable MGB findings, pointing to guidelines
for preregistration, results reporting, and data sharing in human
neuroimaging studies and making suggestions to increase functional MGB interpretations, thus going beyond the many valid
criticisms reported by Hooks et al. and actually providing
recommendations.
Many MGB intervention studies register their human trials in
a clinical trial register, but this is not common yet for observational MGB studies. However, it is important for reproducibility
to preregister the main experimental question, hypotheses, design
of the study, justification of the sample size, and the primary and
secondary analyses. This limits the researcher’s degrees of freedom and, hence, (uncorrected) multiple testing and presentation
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of only desirable results (p-hacking) or post hoc hypothesis generation that is presented as a priori (HARKing) (Forstmeier et al.
2017). Preregistration also allows the presentation of null results,
which are crucial for a field to develop. Naturally, journals play an
important role in allowing null results to be presented and preventing publication bias. Registered reports (i.e., peer-reviewed
preregistrations) are helpful for eventually reporting possible
null results, as reviewers have deemed the design and sample
size valid for answering the research questions (Chambers et al.
2014). Of course, findings based on unplanned and unregistered
analyses are still relevant to generate new hypotheses, but these
should be reported as exploratory and confirmed in future studies
designed to answer this specific new research question.
Similar to gut microbiome data, fMRI data are characterized by
high dimensionality, with thousands of voxels and, hence, thousands
of statistical tests performed. Therefore, when reporting fMRI data, the
type of multiple comparison correction should be clearly described
(Poldrack et al. 2008). For cluster-based inference, the right use of
the cluster-defining threshold is essential (Eklund et al. 2016).
Open science practices – such as sharing of data, analysis
scripts, and preprints of publications – have many benefits,
including easier replication, increased availability of data for theory building and meta-analyses, and increased possibility of
review, before and after publication of an article. For human
MGB studies using MRI, we can recommend the advice by the
Committee on Best Practice in Data Analysis and Sharing
(COBIDAS) (Nichols et al. 2017).
Increasing research on the gut microbiota, including MGB
research, has also resulted in massive amounts of data being generated and shared (Editorial 2017). For example, consortia efforts
such as the Earth Microbiome Project, Human Microbiome
Project, Tara Oceans, and MetaHIT, as well as laboratory-level
projects, have generated extensive data pools. Particularly, because
of the size, complexity, and diverse formats that come with generating massive data, accessibility and accuracy of these data remain
problematic to understand existing data sets. Increasing awareness
of the different databases available for the data types and appropriate analyses to use (as listed online: https://www.nature.com/
sdata/policies/repositories) could help overcome this obstacle.
Equally important is to report how samples were collected, handled, and stored and what methodology was applied to analyze
them, as these factors have a dramatic influence on the results.
Many MGB studies propose microbial metabolites as intermediary mechanisms that consolidate the link made between brain,
cognition or mood, and microbes (Aarts et al. 2017; Bagga
et al. 2018b; Osadchiy et al. 2018; Waclawikova & El Aidy
2018). However, bioavailability of microbial metabolites remains
poorly understood. For example, there is scarce evidence on
whether, when, how, and where these metabolites cross the epithelial barrier and blood-brain barrier and how tightly this process in regulated. Despite the remarkable progress in developing
high-throughput techniques to identify microbial-derived metabolites, the majority are yet unidentified, and most of the identified
ones remain functionally uncharacterized. The latter is related to
the challenges of culturing bacterial species (Lagier et al. 2018).
Although many bacteria in the gut remain uncultured, the current
advances in the culturomic approach have enabled the culture of
hundreds of new commensal bacteria, thus providing exciting new
perspectives on their metabolic activity.
Another challenge confronting MGB studies is the interaction
between gut microbes and dietary components – including precursors of neurotransmitters – and the effect on their metabolic

products. Currently, all functional MGB studies have been limited
to single or limited bacterial species and have not taken diet composition into account because of the extreme complexity of the
gut organ system and technical limitations. Microbial-derived
compounds, which are mainly products of their breakdown of
diet, signal not only to the host cells, but also to other gut bacteria
in a beneficial or adverse way (Adair & Douglas 2017).
Considering that more than 1,000 different bacterial species are
estimated to reside in the human gastrointestinal tract, this
gives an enormous amount of possible variations in intermicrobial communication by produced metabolites (Postler &
Ghosh 2017). One way to facilitate interpretation of the complex
MGB interactions and ultimately allow new therapeutic
approaches to treat MGB-related disorders is by developing highthroughput gut and brain organoid systems obtained from urine
and blood samples of individuals and cultured with stool samples
of the same individual (Dutta et al. 2017). Results could be used to
explain inter-individual differences in human neurocognition and
its response to – for example, nutritional or pharmacological –
interventions, providing a functional and interpretable MGB link.
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Abstract
We identify the significance and typical requirements of developmental analyses of the microbiome-gut-brain (MGB) in parents, offspring, and parent-offspring relations, which have
particular importance for neurobehavioral outcomes in mammalian species, including humans. We call for a focus on behavioral measures of social-emotional function. Methodological
approaches to interpreting relations between the microbiota
and behavior are discussed.

No single analysis can adequately cover all facets of a complex
interdisciplinary field, but we believe there remain a few topics
that warrant inclusion in the present discussion of microbiotagut-brain (MGB) research. Foremost is developmental analysis
of the MGB in parents, offspring, and parent-offspring relations.
Development is arguably a necessary element in understanding
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any biological system. None of the “25 most cited” papers
(Table 1 in Hooks et al.) comprise developmental analysis, that
is, studies designed to elucidate pathways or processes by which
the offspring gut is inoculated with bacteria and in which we
see the MGB and behavior emerge and differentiate in interaction
with their surroundings. Such analyses would include whether
and how the stages of microbiota development stimulate neural,
neuroendocrine, and behavioral activity at corresponding stages
and that, in turn, reciprocally affect the gut bacteria. Another,
important aspect of mammalian development is parent-offspring
interaction: whether and how a parent-offspring microbiome may
form and especially how the microbiota of each individual affects
the other, with routes including behavior that is influenced by
individual and familial microbiomes.
We emphasize that performing a manipulation at an early age
and measuring effects at a later age or ages does not provide
“developmental” information. Likewise, manipulations at various
time points can produce different results at different life stages,
but again, this says little about process or pathways. Such factors
and myriad cascading and interactive events could contribute
mechanistically to the development of disordered social behavior.
Another non-deferrable topic is the need for more integrative
and informed use of behavior as a measure and as a mechanism.
Hooks et al. appropriately identify some of the limitations of the
handful of behavioral measures currently used to model socialemotional health and disease. Now is a time to discuss how to
validate and apply behavioral measures as more precise and
informative metrics of function, especially in social-emotional processes. We need to acknowledge the import and the sophistication
of careful behavioral analyses. Needed are methods that are sensitive, objective, and sufficiently nuanced to capture social behavior
and the nebulous emotional forces that shape and help regulate it.
This need is not unique to MGB investigations; it is widespread
in the life sciences, where we seek to understand relations among
genetic, cellular, system-level, and organismal functions. The
MGB as a system is observed and evaluated via behavior, so
improved behavioral tools will deepen our ability to see and measure
microbiome effects. In developmental contexts, relevant behavioral
methods include those designed specifically to titrate dyadic interactions, particularly for mammalian species where internal gestation
and extended parental care set the stage for continuous, dynamic
interactions. Parent-offspring interactions include behaviors that
can modulate and shape social behavior. We must not only measure
behavior, but also recognize it as an active agent in development.
Parental behaviors are associated with offspring neural and
endocrine development and with epigenetic impacts, and they
are themselves affected by the offspring. Sibling interactions are
similarly influential. Include microbiota effects and the picture
is even more functionally integrated. Such interdependencies prevent individual offspring within a litter from serving as statistically independent observations (e.g., Abbey & Howard 1973).
Hooks et al. define the goal of MGB research as understanding the
characteristics of the microbial community in bidirectional regulation
with the gut-brain axis and the mechanisms by which such influence
occurs. They question whether MGB research is validly advanced by
some common approaches, including the use of germ-free (GF) animals. Their characterization of the purpose and use of GF animal
models is limited. Sophisticated, experimental use of GF animals is
critical and includes testing the impact of specific colonizing microbiota, for example, the microbiota of healthy versus affected individuals on an animal’s phenotype, as well as interventions that rescue the
phenotype. Controlled colonization of GF animals can enhance study
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of the tissue-specific role of characterized microbiota – a line of study
that Hooks et al. rightly indicate should be better developed in MGB
research. Further, they ask: Is the goal of MGB research to identify the
impact on neurobehavior of a specific causal organism or a microbial
community? In our view, MGB research rightly includes both
approaches. That is, while considering the microbial community in
its entirety, it is valid and important to determine whether specific
members of the microbial community are missing or over-represented
in affected individuals compared to healthy controls, and whether this
difference can alone explain the phenotype of interest. This direction
of inquiry helps refine understanding of mechanism and targets
potential therapeutic approaches.
We wholly concur that advances in MGB require application
of state-of-the-art measurement using well-validated methods of
DNA profiling of microbial communities. Current methods are
nicely described by Knight et al. (2018) and involve either amplicon sequencing using a specific region of the bacterial 16S rDNA
gene or shotgun sequencing. The former provides rapid, low-cost
characterization of bacterial abundance and diversity. Shotgun
sequencing deepens the data obtained from each sample by
characterizing all genes, whether bacterial, archaeal, viral, or
eukaryotic. Further advances are occurring through use of complementary methods that increase insight into what the microbiota are doing (i.e., their functions). For this reason, pairing
metagenomic analysis with other -omics, such as metabolomics,
metatranscriptomics, or proteomics, is highly recommended and
should be incorporated into MGB research whenever possible.
If we are to address disorders of human behavior, we must
devise tests that identify a dysregulated and a regulated healthy
mouse, so we can better see the shared mechanisms that make a
dysregulated and a regulated, healthy person. Despite their valuable
observations and critiques, we were disappointed that the authors
called for more justification for using data from nonhuman animals
to penetrate some of the mysteries of human disorders. They seem
to lack appreciation for the power gained from recognizing evolutionary conservation of core mechanisms. Indeed, we think that
expanding the use of diverse species into MGB research will contribute importantly to our understanding of behavioral diversity
in the natural world (Ezenwa et al. 2012), as well as enhance our
translational insight into MGB phenomena in humans.
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Abstract
Hooks et al. note that microbiota-gut-brain research suffers from
serious methodological flaws and interpretative issues. We
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suggest two corrective measures: first, taking more seriously the
need of interdisciplinary work; second, interpreting some of the
methodological issues as ordinary challenges of standardization,
typical of emerging disciplines.

In their article, Hooks et al. propose a critical analysis of microbiotagut-brain (MGB) research showing that it has many methodological flaws and interpretative issues. Although we think that the
authors’ arguments are generally well founded and embraceable,
we argue that some of the major issues are typical of an emerging
multidisciplinary field of research. As is the case with many other
disciplines, microbiome research has committed some sins of
youth, mostly attributable to the eagerness of publishing new concepts in a field that is dominated by financial interests. On the one
hand, this has attracted new funding. On the other hand, it has generated many expectations both from an industrial point of view and
from the social community. For these reasons, in the attempt to be
pragmatic, we suggest two corrective measures.
First, we suggest that neurobiologists, immunologists, or microbiologists seek advice from scientists in the multidisciplinary fields
related to the research, to limit misinterpretation or generalizations.
Today, biomedical sciences are increasingly complex, often requiring an intertwined methodological repertoire and knowledge in
several fields. The same revolution has hit other areas of microbiota
research. Mucosal immunology, for example, has witnessed an
injection of scientists, including microbiologists or non-mucosal
immunologists, that had no clue as to what an immunoglobulin A
or epithelial barrier was. Still, after careful reconsideration of
some misleading concepts or interpretations, the benefit of such
an injection has arrived, including the awareness of how the microbiota may shape immune responses also at distant sites. In the last
few years, next-generation sequencing and the development of
meta-omics approaches (e.g., metagenomics, metatranscriptomics)
have allowed us to investigate the composition and the modulation
of gut microbiota. This is important as only around 1%–2% of bacteria can be cultured in the laboratory, which has led to the proliferation of correlation studies without any functional relevance of
the “putative” correlative strains. Culturomics (i.e., the art of culturing microorganisms) has thus been rejuvenated, and many groups
are now trying to isolate strains of interest and to demonstrate a
“cause-effect” relationship.
Second, we suggest interpreting some of the major issues identified by the authors as ordinary challenges of standardization. As
many sociologists of science have shown, standards are a necessary condition for the very existence of contemporary science,
and “standards-setting activities” are legitimate scientific tasks
(e.g., Goodrich et al. 2014). Hence, we should not overestimate
problems that are part of an ongoing process, typical of emerging
disciplines. To illustrate this point, let us restate some of the methodological issues of MGB research in terms of standards (see
Timmermans & Epstein 2010).
Design standards define the properties and features of
experimental systems. Researchers need robust mouse models to
perform studies investigating causal roles of the gut microbiota
on the host. Several of them are available, such as germ-free
(GF), humanized gnotobiotic, and specific pathogen-free (SPF)
mice. All of them allow us to evaluate the impact of microbiota
on an experimental question. However, each comes with its own
drawback. For example, GF mice have an immature immune system and behavioral defects, thus affecting the outcome when the

scientific question relies on the involvement of the immune or
neurologic system. Gnotobiotic and SPF mice are susceptible to
the high variability of microbiota composition attributable to environmental factors (Hugenholtz & de Vos 2018). Therefore, it is
important that several models are used simultaneously to minimize bias. This strategy would allow us to address more precisely
the role of microbiota in a given experimental question (Rescigno
2017), but it would require a greater financial and cognitive effort.
Terminological standards ensure the stability of meanings
across researchers and over time. But scientific terms are constantly evolving, and their use is often a matter of establishing a
convention within research communities. Gene, for example, has
been extensively revised over the years, and still there is not a
unanimous definition (Boem et al. 2016). As the authors know
(see Hooks & O’Malley 2017), the idea of identifying a wild-type
microbiota, one in which gut bacteria exist in an evolutionarily
optimized form, has been abandoned already in favor of a functional account (Lloyd-Price et al. 2016). Nonetheless, recent
work on relevant probiotic strains has also led to the isolation
and characterization of certain soluble factors secreted by live bacteria called postbiotics. These studies suggest that postbiotics may
contribute to the host health by improving specific physiological
functions (see Tsilingiri & Rescigno 2012). Likely, an improved
understanding of the exact mechanisms of postbiotic activities
might contribute to grasping the impact of dysbiosis on disease
development, bypassing the complexity of individual variability
in microbiota ecology (Levy et al. 2017).
Performance standards set outcome specifications. For example, statistical significance specifies the level of acceptability of
an experimental result. However, the use of statistics in biomedical sciences has been harshly contested in the last few years.
Misuse and misinterpretations of null-hypothesis testing have
led to many non-reproducible and inconsistent findings in
many disciplines, including biology (e.g., Nosek & Errington
2017). The challenges seem to be widespread and pervasive
enough to warrant immediate and careful attention. Lowering
the threshold of statistical significance is just a proposal (see
Benjamin et al. 2018), which also has been largely contested
(e.g., Ioannidis 2018). As of today, the standard of statistical significance for claiming a scientific finding remains fixed at 0.05,
and it is unlikely to change soon. Nonetheless, the development
of more accurate performance standards is a need for the entire
field of biomedical research.
In conclusion, there is no denying that microbiota research,
although still in an “early phase,” can contribute to improving
our understanding of biology in all its aspects. We should expect
its findings to improve as the standards are settled and collaboration between scientific departments is improved.
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Abstract
Hooks et al. posit that gastrointestinal microbes alter the end
state of development indirectly. Here, we present the immune
system as the link that facilitates communication between the
gut and the brain. Illustrating the case of autism spectrum disorder, we explicate the role of the immune system in responding to
microbial dysbiosis by inducing an inflammatory state that
affects neurodevelopment. We propose two models: directly,
within the infant, and indirectly, via maternal and infant
systems.

The gut microbiota has been recurrently reported to influence
developmental outcomes (e.g., Finegold et al. 2002; Kang et al.
2013). Hooks et al. proposed that the mere presence of microbes
in the gut triggers a response in the developing organism that
results in an altered end state of development, rather than the
microbes being a direct causative agent. Although we concur
with this point, it is important to further address it in relation
to the immune system and how pivotal it is as an intermediary
system that affects neurodevelopment (Fig. 1). To illustrate our
point, we present the case of autism spectrum disorder (ASD),
a neurodevelopmental condition that features restricted behaviors
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and deficits in social communication (American Psychiatric
Association 2013).
The comorbidity of ASD and gastrointestinal disorders has
been often reported (e.g., Ashwood & Wakefield 2006; Torrente
et al. 2002). In our recent review, we showed that the risk of
ASD increases with respect to the inflammatory state, rather
than to the presence of a specific species of microbe, underscoring
how system-wide changes in inflammatory profiles may direct
neurodevelopmental trajectories (Azhari et al. 2018). Indeed, the
response to gut microbiota that the organism launches is primarily composed of signals from immuno-inflammation pathways,
allowing for a relay between the gut and the central nervous system (CNS) (Carabotti et al. 2015; Erny et al. 2015). This
gut-immune-brain communication can be traced to several
main points of contact across the systems, primarily facilitated
by signaling immune molecules. The gastrointestinal microbiota
has significant influence over the profile of certain circulating
pro-inflammatory cytokines, chemokines, and growth factors,
such as IFN-γ (interferon-γ), IL-17 (interleukin-17), IL-6
(interleukin-6), and TNF-α (tumor necrosis factor-α) (e.g.,
El-Ansary & Al-Ayadhi 2014). The link between autism and
immune dysfunction has been asserted by findings of atypical
upregulation of these cytokines in persons with autism (e.g.,
Khakzad et al. 2012; Li et al. 2009).
Pro-inflammatory cytokines function as signaling molecules
and have the capacity to communicate with the CNS, serving as
a bridge between the gut microbiota and the brain. Indeed, postmortem studies on brain tissues obtained from deceased persons
with autism showed the presence of enhanced neuroinflammation
in several brain regions, including the cerebral cortex, white matter, and cerebellum (e.g., Vargas et al. 2004). Pro-inflammatory

Figure 1. (Azhari et al.) Schematic diagram illustrating theoretical models of direct (gutinfant-immuneinfant-braininfant) and indirect (immunematernal-braininfant)
mechanisms underlying autism spectrum disorder (ASD). The direct model features atypicality in the infant’s gastrointestinal microbiota, leading to system-wide
neuroinflammation in the infant. The indirect model features dysregulated maternal gastrointestinal microbiota, instigating maternal immune activation (MIA) and
subsequent neuroinflammation in the infant. Neuroinflammation stemming from either of the two mechanisms will compromise neurodevelopment and induce
the emergence of autistic-like traits.
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molecules responsible for this have been postulated to impede
brain development indirectly, through non-neural cells. In individuals with ASD, a type of resident non-neural cell that has
been found to be activated at atypical levels constitutes the microglia (e.g., Tetreault et al. 2012). Although moderate activation of
the microglia in response to injury or infection in the CNS is
protective, chronic microglial activation compromises brain development in one of two ways. First, abnormally activated microglia
overproduce pro-inflammatory cytokines, which contributes
to damage in synaptic networks and neuronal cell death
(Rodriguez & Kern 2011). Second, chronically activated microglia
are responsible for elevated occurrences of phagocytosis and
excessive removal of neuronal debris, leading to impaired neural
development (Takano 2015). Dysfunctional microglia are no
longer sensitive to external immune signals either, which leads
to a perpetuation of dysregulated phagocytosis (Fernández de
Cossío et al. 2017). At present, accumulating evidence drives at
one possible hypothesis: In autistic persons, elevated levels of
pro-inflammatory cytokines may stem from the instigation of
the gut microbiota onto the immune system; these immune
signals contribute to neuroinflammation that ultimately
hinders neurodevelopment. This theory posits a gutinfantimmuneinfant-braininfant model, where biological pathways from
the gut microbiota to the eventual emergence of the autistic phenotype occur within an individual. Although this hypothesis is
intriguing, at present, researchers have yet to elucidate a causal
pathway that proves that the dysregulation of pro-inflammatory
cytokines attributable to dysbiosis of the gut microbiota is the
same immune phenomenon that leads to chronically activated
microglial cells in the brain of ASD individuals.
As neurodevelopment begins early in the course of fetal maturation, it is important that we address the mechanism at the prenatal phase too. Hooks et al. refuted the postulation of the gut
microbiota exerting any neurodevelopmental impact given that
the in utero environment is sterile. Although the notion of in
utero sterility may be true, the immune system of the mother,
however, could still impact the fetus during gestation. We posit
that the state of generalized inflammation in the pregnant mother,
maternal immune activation (MIA), potentially alters neurodevelopment in infants (e.g., Gilmore et al. 2005). This theory has
largely been supported by animal studies, such as that conducted
by Kim et al. (2017b). In this mice study, the authors showed that
specific maternal gut microbes are associated with an increase in
pro-inflammatory IL-17 in the mother, along with the appearance
of autistic behaviors in the offspring. A study on ASD patients
showed that TNF-α, potentially secreted by liver cells in the presence of gut lipopolysaccharides (LPS), creates a peripheral inflammation that results in microglia activation in the brain (e.g.,
Breese et al. 1994; Qin et al. 2007). As opposed to the
first model, this second model presents an indirect
immunematernal-braininfant pathway that involves cross-talk
between the immune system of the mother and the CNS of the
infant.
In conclusion, we have presented the case of ASD as a neurodevelopmental condition involving both the gut microbiota and
the immune system. We have also proposed two theoretical models that the field should consider (Azhari et al. 2018). The first
model features direct gut-immune-brain association within the
individual at the postnatal phase, whereas the second model is
an indirect model implicating both maternal and infant systems
in the prenatal phase. These theoretical models may sprout experimental paradigms that allow for existing postulations to be tested

and, in doing so, uncover causal pathways from the gut to the
immune system and, ultimately, to the brain.

Stress and microbiota: Between
biology and psychology
Rasmus Hoffmann Birka
a
Department of Global Health and Social Medicine, King’s College London,
London WC2B 4BG, United Kingdom.
Rasmus.birk@kcl.ac.uk Rasmusbirk.org

doi:10.1017/S0140525X18002789, e65

Abstract
This comment expands on Hooks et al.’s criticism of the
problematic and overly general uses of “stress” within the microbiota-gut-brain field. The comment concludes that, for the
microbiota-gut-brain field (as for other fields drawing on
“stress”), much work is yet to be done in terms of how we
explore and understand biology vis-à-vis psychology.

Hooks et al. note that approximately half of the studies surveyed
explore relations between the “neuroendocrine stress axis” and
microbiota. They criticize these studies for translating too easily
between animal models and humans, and they argue that the
measurement of stress via hormones such as corticosterone is
potentially confounded by other factors. These criticisms are
sound, but with stress as such a central concept to parts of
microbiota-gut-brain research (and beyond), it is central to
expand on them, because these criticisms illuminate the difficulties of exploring neurobiology vis-à-vis psychological states and
behaviors such as “stress.”
Across the papers surveyed by Hooks et al., stress is first
deployed with a considerable methodological and conceptual
diversity. The papers report both “stress” and stress that is, for
example, “chronic psychological” (Ait‐Belgnaoui et al. 2014),
“acute” (Crumeyrolle-Arias et al. 2014), “acute psychological”
(Ait-Belgnaoui et al. 2012), or the result of “exposure” to a “social
stressor” (Bailey et al. 2011). Presumably, these qualifiers specify
the type of stress explored, yet they rely on no coherent theoretical
paradigm and employ very different methods of inducing “stress.”
For example, one paper (Ait-Belgnaoui et al. 2012), uses the
notion of “acute psychological stress” in their paper’s title, a
term that surprisingly shifts into “partial restraint stress” in the
paper itself. This was induced by wrapping rats in constricting
tape to limit (but not prevent) their movements for 2 hours
(Ait-Belgnaoui et al. 2012, p. 1886). In another paper by the
same team (Ait‐Belgnaoui et al. 2014), “chronic psychological”
stress is induced by placing rats on a small platform in the center
of a tank filled with water, for 1 hour at a time, 4 days in a row. It
is unclear, however, how qualifiers such as “psychological,”
“acute,” or “chronic” actually connect to these methods. We
may note, for example, that “acute stress” was induced for 2
hours, whereas “chronic stress” was induced for half that time
(but repeated over 4 days). Other examples of “stress”-inducing
methods include restraining mice in tubes for 1 hour (Sudo
et al. 2004) or putting an aggressive mouse into another mouse’s
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cage (Bailey et al. 2011), seen as a “social” stressor. One wonders
why the confrontation between two mice is “social,” whereas the
handling of rodents by scientists does not classify as such (especially when research has shown that olfactory exposure to men
increases the stress response in mice [Sorge et al. 2014]).
More generally, it is by no means clear if these types of stress
are comparable to each other: Being physically constrained in a
tube is different from being slightly restricted in movement (yet
both are classified as “acute” forms of stress), which is different
from being exposed to water for days in a row. Further, it is
not entirely clear if whatever the rats go through is in any way
comparable to stress in humans. As Hooks et al. note, most
researchers attempt to avoid anthropomorphizing their rodents,
hence using terms such as anxiety-like. However, no-one uses
stress-like. It is simply assumed that the rats are experiencing
stress comparable to that of human beings (see also Rose &
Abi-Rached 2013, p. 97). Built into rodent stress research is
thus a tacit assumption that there is a direct line from the stress
of a rodent to the stress of a human being. Besides such translational problems between rodents and humans, there is also a circular reasoning employed, with the a priori assumption that the
experimental paradigm (e.g., restraining mice) is stress inducing,
and, accordingly, a following neuroendocrine response must thus
reflect the induction of stress. This common line of thinking,
however, contradicts another common assumption within stress
research – namely, that stress depends on the organism’s perception and appraisal of the experimental stimuli as a stressor (e.g.,
McEwen 1998; McEwen & Seeman 2006). Some researchers
have suggested that the term stress should therefore be limited
to conditions wherein organisms perceive a serious, unpredictable, and uncontrollable threat to their health (Koolhaas et al.
2011, p. 1292). Thus, tacking terms such as psychological or
acute onto the “stress-inducing” experiments such as those
noted previously only adds to a considerable conceptual and
methodological confusion.
This also means that the measurement of hormones as indicative of “stress” is not just plagued by confounders, or circularity,
but more fundamentally with the difficult problem of what it
means when a rodent (or a human) experiences an increase in
the activity of the hypothalamic-pituitary-adrenal (HPA) axis.
In humans, for example, one study shows how secretions of
cortisol vary in experienced versus novice skydivers (the former’s
response is smaller and trails off more quickly), whereas their
experiences of anxiety, before the jump, are similar (Meyer et al.
2015). If the association between subjective experience and hormonal response is equivocal, then the assumption that a hormonal response to a stress-test paradigm necessarily means that
“psychological stress” has been induced is flawed.
There are, in sum, questions remaining over how we induce
“stress” in animal models, of how we should analyze and interpret
animal behavior, and, crucially, how this translates to the complexities of human experience and psychiatric disorders. These
difficult questions go beyond microbiota-gut-brain research, relating more broadly to how we think about the “psychological”
vis-à-vis the biological. Often, one will marvel at the complexity
that is afforded to exploring, describing, and modeling biological
pathways and mechanisms (in this case, microbiomes, guts, and
brains) – yet it is peculiar that so persistently, much less effort
is made to explore the psychological and behavioral beyond the
most basic level of assumption and description. What is necessary
are not declarations of how microbiomes “challenge our concept
of self ” (e.g., Rees et al. 2018) but much more careful and detailed
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explorations of microbiomes, guts, and brains in relation to careful operationalizations of behavior and the psychological.
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Abstract
The Hooks et al. review of microbiota-gut-brain (MGB) literature provides a constructive criticism of the general approaches
encompassing MGB research. This commentary extends their
review by: (a) highlighting capabilities of advanced systemsbiology “-omics” techniques for microbiome research and (b)
recommending that combining these high-resolution techniques
with intervention-based experimental design may be the path
forward for future MGB research.

We generally concur with the descriptions by Hooks et al. on
microbiota-gut-brain (MGB) research: There are numerous literature reviews, scientific conclusions are often subjected to overinterpretation, and there is a lack of detail about the microbiome
itself. The goal of the present commentary is to recommend
advancements in experimental design that could enhance microbiome research.
The four top-cited papers considered by Hooks et al. used
microbiome intervention to demonstrate a neurological effect or
association. Two papers described a germ-free model (Heijtz et al.
2011; Sudo et al. 2004), whereas the other studies used a probiotic
intervention (Bravo et al. 2011; Hsiao et al. 2013). These studies
effectively demonstrated that the microbiome can cause changes
in neurological function and behavior of the host. Although two
of these studies provide information about microbiome composition, via culturing or 16S rRNA sequencing (Hsiao et al. 2013;
Sudo et al. 2004), this level of experimental design only provides
general information about the composition and diversity of the
microbiome, while failing to capture details about functional activities of this dynamic microcosm. The primary focus of these studies
is to connect the microbiome to a specific physiological effect in the
host. This is a critical first step in identifying whether a host
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symptom is affected by the microbiome but is insufficient to ascertain important details of the specific cause.
Deriving a more detailed understanding of how the metabolic
activities of microbial communities affect host physiology requires
an expanded experimental design. Many studies have demonstrated
that microbial community composition varies across individuals
but clusters as a function of age, geography, diet, co-habitation,
and health (David et al. 2014; Halfvarson et al. 2017; The Human
Microbiome Project Consortium 2012; Song et al. 2013;
Yatsunenko et al. 2012). This implies that all these factors have an
impact on the host’s microbial composition, and that replicating
the composition of the microbiome without exact replication of
experimental conditions (e.g., individuals, laboratories, and diet)
is very difficult. This is a formidable problem even with large sample
sizes. This limitation suggests that there is less of a reproducibility
crisis (Sze & Schloss 2016) and more of a need to design more elaborate and appropriate experiments (Knight et al. 2018).
There is now published evidence that despite significant variation in microbial composition, broad biological function appears
to remain similar (The Human Microbiome Project Consortium
2012). Hence, microbiome research will be greatly propelled by
experimental designs that combine intervention studies with
systems-biology techniques that seek to characterize overall microbiome function. Currently, there are four “-omics” techniques that
capture “detailed” molecular-level information about a microbial
community: whole community genome (metagenome) sequencing
(The Human Microbiome Project Consortium 2012), metatranscriptome sequencing (Jorth et al. 2014), metaproteome identification (Erickson et al. 2012), and metabolome characterization (Karu
et al. 2018). Each of these techniques has advantages and limitations. However, combination of these techniques should lead to
high-resolution portrayal of microbial function and, potentially,
microbial metabolic reconstruction at the community level.
Whole metagenomic sequencing provides a backbone for investigating microbiome function via creation of a composite gene catalog. Initially, reference sequence databases were used to
characterize the taxonomy and function of a microbial community
(The Human Microbiome Project Consortium 2012; Stewart et al.
2018) but were limited by the range of known reference genomes
and functional ortholog databases. Advancements in the understanding of genomic features allow combining tetranucleotide frequency with sequence coverage to bin the results from
metagenomic assemblies into metagenome assembled genomes
(MAGs) de novo (Kang et al. 2015). This approach provides a
set of low- to high-quality draft genomes, which can provide subspecies and strain-resolved information about the gene repertoire of
a microbial community (Brown et al. 2018). Although metagenomic sequencing allows categorizing a set of genes into their
respective taxonomy and predicting their function, metagenomics
is limited to only predicting potential function because it contributes no information about actual translation of genes into proteins.
Although the laboratory technique behind metatransciptomics
is more similar to metagenomic sequencing, metatranscriptomics
and metaproteomics explore a similar question: Which predicted
genes are being transcribed and subsequently translated into proteins? Transcriptome sequencing identifies genes that are being
transcribed into RNA and generally produces more total identifications, whereas liquid chromatography tandem mass spectrometry (LC-MS/MS)–based metaproteomics ultimately identifies
proteins, thus providing confirmation that a metagenomics predicted gene is translated into protein (Erickson et al. 2012; Jorth
et al. 2014). Although the number of identified proteins tends

to be fewer than transcripts, it is unclear how many proteins
microbes actually use in a community. Strides have been made
by integrating MAGs with metaproteomes in lower-diversity
communities, but much work remains to answer this question
(Xiong et al. 2017). Theoretically, metaproteomics should provide
a better connection to phenotype because functional products of
gene expression are actually measured.
Gas (GC) and liquid (LC) chromatography paired with mass
spectrometry provide an approach for detecting metabolites within
microbial communities (Karu et al. 2018). Although these molecules are difficult to connect to their organism of origin without
complementary gene information, metabolomics provides a framework to evaluate metabolic hypotheses derived from genetic or protein information. Enzyme-to-compound databases, such as Kyoto
Encyclopedia of Genes and Genomes (KEGG) (Kanehisa et al.
2016) and MetaCyc (Caspi et al. 2018), can annotate recognized
genes with an enzyme identifier, thereby connecting specific taxa,
genes, and proteins to specific molecular functions at the compound level. Ultimately, these features can create a framework by
which metabolomic data can be integrated with microbiome data.
Using constrained experimental conditions combined with
specific hypothesis-driven intervention, researchers can join the
power of cause-and-effect experimental design with integrated
“-omics” to fully characterize the microbiome under different
interventions. Time-course studies would be ideal because the
subject can function as its own internal control. Eventually, as
the community of investigators transitions into the next phase
of microbiome research, general intervention-based studies and
broad characterization of microbial composition at the population
level will no longer be sufficient to provide novel insights into the
MGB axis. Holistic metabolic modeling through systems-biology
measurements of individual microbiomes combined with
intervention-based experimental design provides a path forward.
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Abstract
The overblown, somewhat dramatic media interpretation of microbiota-gut-brain literature is highly misleading. This phenomenon
is not new to neuroscience, wherein rapidly evolving research fields
struggle to translate findings into clinical practice. Advances in
microbiology might integrate our understanding of complex biological pathways that should be interpreted within neuropsychiatric
symptom dimensions rather than specific disorders.

In the target article, the authors observe that microbiota-gut-brain
(MGB) research has gained enormous public attention. We share
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their concern that public accounts of MGB research tend to force
preliminary findings into over-the-counter probiotics or dietary
suggestions to improve a broad variety of health outcomes. This
appears to reflect a growing appreciation of natural lifestyle habits
to oppose the perceived detrimental effects of increased urbanization and declining biodiversity worldwide. The MGB media hype
should be considered in line with the sensationalized reporting of
neuroscience that complicates social engagement and outreach
(Illes et al. 2010). Oversimplification of highly complex research
and misinterpretation of cardinal concepts such as correlation,
causation, and association from widespread media resources can
lead to overblown conclusions that negatively impact public
health policy. Academic pressure towards public engagement for
professionals without specific training in science communication
is also likely to contribute. However, the authors’ observations
should be interpreted within the broader scope of current shortcomings in translating available biological data to the clinical field
of psychiatry. The unprecedented acceleration of neuroscience
technology over the past few decades has produced a critically
large amount of knowledge that struggles to find its way into
everyday practice. The difficulty of replicating findings across
patient populations and the lack of significance at the individual
level are thought to play a major role in slowing translation
(Kapur et al. 2012).
People with severe mental illness (SMI) often show poor nourishment, and the relationship between dietary quality (and possible nutritional deficiencies) and mental health has recently begun
to evolve beyond the classical field of cardiometabolic risk studies
(Firth et al. 2018). One of the mechanisms under scrutiny is the
gut-brain axis, a well-demonstrated key player in the combination
of activity from immune, endocrine, metabolic, and neural pathways. The potential impact of commensal microorganisms on
behavioral symptoms has been extensively studied in patients
with irritable bowel syndrome, who often experience co-morbid
anxiety and depression. Indeed, several different treatment
options, focusing on microbiota manipulation, have been shown
to be useful in contrasting the behavioral symptoms in animal
models of the disorder (Clarke et al. 2012). Although some studies
reported substantial effects of probiotics on emotional processing
in healthy women (Tillisch et al. 2013), a recent meta-analysis
concluded that findings from animal studies have yet to be confirmed in humans (Reis et al. 2018). In neurodevelopmental disorders, several papers recently addressed the question of whether
reduced or altered microbial community could affect disease phenotype. Besides changes in microorganisms inhabiting the gut of
patients, microbial metabolites have been suggested to actively
participate in modulating the clinical severity, but their role is
yet to defined (Borghi et al. 2017; De Angelis et al. 2013; Kang
et al. 2018).
In women with anorexia nervosa, a significantly lower total
amount of bacteria has been observed compared with agematched healthy control subjects (Morita et al. 2015).
Moreover, these patients showed an altered intestinal microbiota
composition, with an unbalanced gram-positive/gram-negative
ratio. Modifications in the abundance of microbial communities
led to changes in the quantity/quality of microbial metabolites,
decreasing the concentration of fecal butyrate, which was found
to be negatively related to anxiety and depression symptom scores
(Borgo et al. 2017).
The gut-brain cross talk has also been investigated in a limited
number of patients with schizophrenia at clinical onset (Schwarz
et al. 2018) or in the chronic phase (Shen et al. 2018). Both studies
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found significant changes in patients’ microbial composition
compared with control samples.
In our view, MGB research is still in its infancy and should be
considered a highly promising tool to disentangle pathways that
lead to increased risk for neuropsychiatric syndromes rather
than causative in any way. In this light, novel and exciting work
has begun to define a mediating role for gut microbiota in wellknown mechanisms of neurodevelopmental impairment during
pregnancy (Kim et al. 2017b). Not unlike other pathogenetic
pathways that have been found to overlap across clinical syndromes, MGB research might gain significance within the dimensional Research Domain Criteria (RDoC) framework proposed by
the National Institute of Mental Health to overcome the broad
overlap of genetics, endophenotypes, and clinical symptoms
across disorders (Cuthbert 2014). Findings on microbial gut
abnormalities are likely to be explained within a network of individual–environment interactions and clinically defined symptom
dimensions rather than specific diagnoses.
Finally, although newer technologies have allowed us to tremendously increase our knowledge on the commensal microbial
community, Hooks et al. argued that “standard microbiome analyses are not carried out even in many of the most highly cited
MGB papers” (sect. 5, para. 4). The authors’ methodological
approach, based on selecting the most highly cited papers,
resulted in a list of studies ranging from 2004 to 2015. The chosen
search methodology left out many papers that employed newer
technologies such as 16S rRNA sequencing, shotgun metagenomics, and metabolomics. Furthermore, seven out of nine of the
most recent included papers (2013–2015) were sequencing
based. Even the most sophisticated technologies (i.e., shotgun
metagenomics, allowing both taxa identification and functional
characterization of the microbial community) often result in
data that are difficult to interpret, highlighting the need for new
tools of data integration and correlation (D’Argenio 2018). In
this light, MGB studies appear to be limited by the intricate relationship between the central nervous system and all other districts, rather than by the lack of standard microbiome analyses
as suggested by Hooks et al.
Independent from the applied technique, most studies remain
at an observational level, and our understanding of the relationship between complex disorders and abnormalities detected in
microbiota and derived microbial metabolites is still mostly
speculative.
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Abstract
Some neurotropic enteroviruses hijack Trojan horse/raft commensal gut bacteria to render devastating biomimicking cryptic
attacks on human/animal hosts. Such virus-microbe interactions
manipulate hosts’ gut-brain axes with accompanying infectioncycle-optimizing central nervous system (CNS) disturbances,
including severe neurodevelopmental, neuromotor, and neuropsychiatric conditions. Co-opted bacteria thus indirectly influence host health, development, behavior, and mind as possible
“fair-weather-friend” symbionts, switching from commensal to
context-dependent pathogen-like strategies benefiting gutbacteria fitness.

Hooks et al. critique top-cited peer-reviewed scientific literature in
which authors claim to confirm that intestinal microbiota
robustly manipulate the brains, behaviors, and minds of infected
humans and animals. Perhaps epitomized by science review and
sensational news media accounts of so-called mind-controlling
Toxoplasma (Mayer et al. 2014; Sampson & Mazmanian 2015;
Stilling et al. 2016), these reports and labels sometimes create disproportionate science and lay community excitement about the
possible role played by the gut-brain axis in modifying host
cognitive-emotional states, particularly eco-evolutionary explanations for neurodisease etiologies, symptoms, and prophylaxes/
treatments (Liu 2017; Mayer et al. 2014; Sampson &
Mazmanian 2015; Stilling et al. 2016). Hooks et al. disapprove
of such trends and prescriptively warn against accepting popular
experimental findings and interpretations of host-microbe symbiosis often justified with outdated, inconclusive, and/or unsound
microbiome, neuroendocrine, behavioral, and statistical procedures. The authors’ scrutiny of microbiota-gut-brain research
should be welcomed by scientist and journalist alike and might
help establish guiding principles for improving empirical
approaches, as well as primary- and secondary-source reporting
practices. However, in preferentially selecting a limited, albeit
manageable, number of highly cited microbiota-gut-brain studies,
Hooks et al.’s own critical assessment ironically under-represents
the scientific richness and excellence found across a broader cross
section of published research, including investigations verifying
that harbored gut microbiota significantly affect the nervous systems and goal-directed behaviors of coevolved host organisms (cf.
Clark 2013a; 2013b; 2018; Clark and Eisenstein 2013; Clark et al.
2013). The authors’ inattention to that larger body of work,
despite hopeful concluding statements about the basic and clinical
science benefits of emerging microbiology research rigor, needlessly undermines their intent for fair accurate meta-analytical
evaluation and meaningful fact-motivated advances within the
field of inquiry.
To contrast and embellish Hooks et al.’s position based on 25
narrowly chosen literature examples, I enlist a small set of less
cited peer-reviewed publications that typify capably performed
and reported science demonstrating causal relationships between
gut-brain-axis status and infected host health, development,
behavior, and mind (cf. Erickson et al. 2018; Karst 2016; Kuss

et al. 2011; Robinson & Pfeiffer 2014; Wilks & Golovkina
2012). These decade-spanning findings, proving neurotropic
enteroviruses co-opt commensal gut microbiota during complex
infection-cycle interactions, permit credible eco-evolutionary
interpretations about infectivity, raising surprising doubt as to
proper usage of “commensal” when defining benign symbiosis
between various intestinal bacteria and host organisms.
Through convergent evolution (e.g., zoonosis/zooanthroponosis)
and/or coevolution pathways, certain neurotropic enteroviruses,
such as RNA poliovirus, and their bacterial associates, such as
nonpathogenic Escherichia coli, adapted a powerful biomimicry
attack on human and animal hosts. Viruses, in such scenarios,
increase their fitness by cryptically binding to bacteria-surface
polysaccharides, a process termed “Trojan horse” or “raft” host
incursion, to facilitate virus capsid/viron stabilization, hostimmunodefense evasion, host-cell docking, and later (virus-virus)
genetic recombination, replication, pathogenesis, and transmission. These cosmopolitan virus-microbe relations, ignored by
Hooks et al. as legitimate mechanisms for gut-microbiota host
manipulation, produce notable host central nervous system
(CNS) disturbances at cellular and systems levels, including
up-regulated cytokine and chemokine synthesis, apotosis and
autophagy, neuroinflammation, and additional sequalae. Both
immediate and delayed CNS disturbances may cause severe to
fatal neurodevelopmental, neuromotor, and neuropsychiatric
complications that further optimize virus fitness. Contrary to
observed direct virus action, bacterial Trojan horses or rafts indirectly exert great harm over host health, development, behavior,
and mind – prohibiting their classification as genuine commensal
symbionts. Yet, the eco-evolutionary advantages of host-disease
incidence, severity, timing, and duration remain poorly understood for the optimization of bacteria fitness and therefore continue to limit rational data interpretations.
Nevertheless, after reading Hooks et al.’s reproach of widespread unscholarly data interpretations in microbiota-gut-brain
literature, one may expect bad reporting habits for the abovementioned model of intestinal bacteria activity, similar to misleading mind-control attributions for Toxoplasma infections.
Many playful, flashy, even personifying interpretations and
labels, now common to modern-day multimedia presentation
styles, enrich the public’s imagery of difficult-to-comprehend
science concepts. For example, the catchphrase of
“fair-weather-friend” colorfully connotes still largely unknown
bacterial benefits of switching from commensal to pathogen-like
host-microbe symbiosis strategies. Such language, as noted by
Hooks et al., frequently exceeds boundaries of sound scientific
convention, exchanging masterful science for masterful hyperbole. Evidence of this tendency seems almost absent for reports
on enterovirus-hijacked commensal gut bacteria. Inexhaustive
searches of primary and secondary science-reporting sources
yield few marginal descriptions, including “foe-or-friend” gut
microbiota (David 2011), rightly challenging and qualifying
eco-evolutionary notions of bacterial commensalism – a result
that juxtaposes over-use of coined “viral understudy” and
“friendly” to depict speculative host-promoting viral phenomena
(e.g., Bordon 2015; Ray 2015). The reasons underlying competent interpretation and label use likely originate with responsible
primary-science methods and reporting, which, in turn, help
deter subsequent mischaracterization of facts in secondary
sources, procedures well advocated by Hooks et al. If true, the
majority of lesser cited microbiota-gut-brain articles, as compared with top-cited ones, might better comply with Hooks
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et al.’s recommendations for elevating science methods and journalism standards. Only more thorough literature-inclusive metaanalyses, waiting to be conducted by Hooks et al. and/or alternative authors, may thus validate the actual full impact of rarely
to highly cited publications on the microbiota-gut-brain research
field and the content of its science review and trendy news
media narratives.
Hooks et al. employ literature meta-analysis to identify flaws
in microbiota-gut-brain research. They ably craft a taut message
around their findings, which emphasize the catastrophic consequences and potential remedies of accepting inferior work into
the official scientific record, including empirically unfounded
eco-evolutionary interpretations and buzzwords. The authors
show indisputable good judgment in their call to science and
lay communities for stringent research and publishing regulation. However, if literature meta-analyses become a fundamental
tool to achieve those goals, as I believe they should, then
assumptions supporting that effort must be consistent and complete. Unfortunately, the authors, like many people, mistakenly
over-value highly cited peer-reviewed publications as representative, if not quality, science and miss superior research falling
below arbitrary thresholds of professional and/or amateur popularity. Although Hooks et al. present microbiota-gut-brain
research problems worthy of notice, their choice in science articles might not correctly define the microbiota-gut-brain field of
study. This lingering confusion further reinforces growing
desires to also perfect meta-analytical science review publishing
standards with impartial, statistically argued comprehensive
findings.
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Abstract
Dietary fiber and prebiotics consistently modulate microbiota
composition and function and hence may constitute a powerful
tool in microbiota-gut-brain axis research. However, this is
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largely ignored in Hooks et al.’s analysis, which highlights the
limitations of probiotics in establishing microbiome-mediated
effects on neurobehavioral functioning and neglects discussing
the potential of prebiotics in warranting the microbiota’s role
in such effects.

Central to Hooks et al.’s analysis is their critique of unwarranted
causal claims about the impact of the gut microbiota on psychobiological functioning following probiotic interventions, given the
inconsistent evidence on the capacity of probiotics to modulate
gut microbiota composition and function. Although we agree, evidence on the effects of dietary fiber (DF) and prebiotics on microbiota composition and function and subsequent psychobiological
changes are not discussed. We argue that such findings illustrate
the potential of prebiotic interventions in supporting causal
claims about the impact of gut microbiota on psychobiological
functioning. Nonetheless, before meriting such claims, direct
investigation into the mechanisms that mediate DF/prebiotic
effects on brain function are needed.
Critical to warranting causal claims in microbiota-gut-brain
(MGB) axis research is the availability of tools to steer the microbial ecosystem into a desired composition/function that subsequently improves brain function. DF/prebiotics may constitute
such a tool. DF is defined as carbohydrate polymers with three
or more monomeric units, which are not hydrolyzed by the
endogenous small intestinal human enzymes, are naturally occurring or isolated from foods, and demonstrate a physiological
health benefit (Jones 2014). Fermentable fibers provide metabolic
substrates for most gut bacteria, influence their diversity and richness, and increase levels of fermentation products such as short
chain fatty acids (SCFAs) (den Besten et al. 2013). Some fibers
can be classified as “prebiotic” if they are “selectively utilized by
host microorganisms conferring a health benefit” (Gibson et al.
2017, p. 493).
A systematic review and meta-analysis of 64 intervention
studies in healthy adults found that DF resulted in consistently
higher abundance of Bifidobacterium spp. and Lactobacillus
spp. (So et al. 2018). However, the application of next-generation
sequencing techniques that allow microbiota-wide assessment of
relative abundance shifts suggests that modification of microbiota composition by means of DF/prebiotics is not limited to
these specific taxa (Davis et al. 2011; Everard et al. 2011;
2014; Holscher et al. 2015; Martínez et al. 2010; Vandeputte
et al. 2017a; Walker et al. 2011). Notably, these studies indicate
that changes in gut microbiota composition are reversible, maintained only with continued consumption of DF/prebiotics, and
exhibit inter-individual variation probably dependent on baseline
microbiota profile, including presence of keystone species or variation in enzymatic capacity of certain strains (Falony et al. 2016;
Ze et al. 2013).
Although DF/prebiotics consistently modify gut microbiota
composition, only a few studies have explored their effect on neurobehavioral functioning. Human studies, although notably
scarce, showed positive effects on hypothalamic-pituitary-adrenal
axis activity, emotional attention, and anxiety and depression
symptomology (Azpiroz et al. 2017; Farhangi et al. 2017;
Schmidt et al. 2015). Animal studies revealed effects on stress
response (Forsatkar et al. 2017), anxiety- and depressive-like
behavior (Mika et al. 2017; 2018; Savignac et al. 2016), stressinduced sleep alterations (Thompson et al. 2016), cognition
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(Gronier et al. 2018), and related neurobiological mechanisms
such as gamma aminobutyric acid (GABA) and serotonin receptor gene expression (Burokas et al. 2017) and brain-derived neurotrophic factor (BDNF) and N-methyl-D-aspartate receptor
subunit levels (Savignac et al. 2013; Williams et al. 2016). None
of the human studies, and only some of these animal studies, concurrently quantified microbiota composition and found increased
abundance in fecal Bifidobacterium and Lactobacillus spp. using
selective bacterial culture or quantitative polymerase chain reaction (Azpiroz et al. 2017; Gronier et al. 2018; Kao et al. 2018;
Mika et al. 2017; 2018; Savignac et al. 2013; 2016; Thompson
et al. 2016). One study (Burokas et al. 2017) used 16S rRNA
sequencing and showed changes in β-diversity and shifts at different taxonomic levels. A limited subset of these studies, exclusively
in rats, correlated prebiotic-induced changes in microbiota composition and relative abundance with changes in brain function.
Prebiotic-induced increases in fecal Lactobaccillus spp. positively
correlated with altered cfos and serotonin receptor gene expression in multiple brain regions (Mika et al. 2018) and predicted
stress-protective alternations in mRNA expression in serotonergic
dorsal raphe nucleus neurons during inescapable stress (Mika
et al. 2017). Furthermore, lower levels of Deferribacteres following
a prebiotic diet correlated with longer non–rapid eye movement
episode durations (Thompson et al. 2016). Following ingestion
of fructo- or galacto-oligosaccarides, the number of fecal bifidobacteria correlated positively with frontal cortex NR1 protein
(Savignac et al. 2013).
Bacterial fermentation of DF leads to the production of SCFAs
(den Besten et al. 2013). SCFAs – predominantly acetate, propionate, and butyrate – constitute the major anions in the colon
and serve as an energy source for colonocytes. Furthermore, they
inhibit histone deacetylation and activate G-protein coupled receptors, thereby acting as signaling molecules linking diet, gut microbiota, and host (Tan et al. 2014) and interacting with gut-brain
signaling pathways (Dalile et al. 2019). Few studies have explored
whether the effects of DF/prebiotics on brain function are mediated by SCFAs. Fructo- and galacto-oligosaccaride-induced
increases in cecal SCFAs correlated with effects on depressive
and anxious behavior and stress responses, as well as changes in
gene expression in mice (Burokas et al. 2017). Prebiotic Bimuno
galacto-oligosaccharides increased plasma acetate levels (Gronier
et al. 2018; Kao et al. 2018), cortical GluN2B subunits (involved
in glutamate neurotransmission), and acetyl-CoA carboxylase
mRNA, all of which also increased following direct administration
of acetate (Gronier et al. 2018), suggesting that acetate may play a
mechanistic role in the observed effects. Other studies that explored
the effects of SCFA administration on brain function have been
reviewed elsewhere (Dalile et al. 2019).
Although current evidence does not convincingly support a
causal role of gut microbiota in modulating neurobehavioral functioning, we believe that prebiotics have a higher potential than
probiotics to warrant such causal claims. However, before maintaining such claims, high-quality, adequately powered (human)
prebiotic intervention studies, measuring both changes in microbiota composition or function (Bindels et al. 2015) and psychobiological functioning using state-of-the-art methodology, are
needed. Such interventions should use mediation analysis to estimate the contribution of microbiota composition/function in the
observed psychobiological effects. Claims that causally implicate
the role of gut microbiota in the MGB axis should be based on
studies that isolate products of microbial activity and directly
demonstrate their causal effects on the brain.
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Abstract
For gut microbiota to influence behavior, microorganisms
should be able to interfere with specific brain neurochemical circuitries. Understanding these molecular mechanisms is a key
task in the new microbiota-gut-brain field. Recent studies have
revealed that one major mechanistic link is the modulation of
neuropeptide signaling by homologous bacterial proteins acting
both directly and indirectly via production of neuropeptidereactive immunoglobulins.

The associations between dysbiotic microbiota and various physiological and pathological brain states and behavior have been
reported, including some most highly cited papers selected for
critical analysis by Hooks et al. Multiple problems of the new
field of microbiota-gut-brain (MGB) have been rightly highlighted including the current lack of causality between dysbiosis
and behavior. As the solution to this problem and for future
directions the authors suggest focusing on “more connected
research … in multipathway systems” (sect. 9, para. 1). I find
this suggestion too vague and would instead propose to focus
the MGB research on determining the possible role of specific
bacteria in modulating brain function and behavior. Moreover,
because the MGB research is connecting with the mature scientific fields of neuroscience, neuroendocrinology, and neuroimmunology, it could be more constructive to design new MGB studies
that target the well-known neurochemical systems. The ultimate
goal of such studies would be identification of molecular tools
used by specific gut bacteria to influence the specific brain
pathways including molecular and cellular targets. Classic neurotransmitters, such as GABA, dopamine, and so forth, and neuropeptides may be among the primary targets of microbiota
interference. My further comment gives an example of experimental and conceptual approaches to promote the specificity in
MGB research.
Neuropeptides and peptide hormones may participate in the
MGB signaling because of their specific roles in the regulation
of various brain functions and behavior (Hökfelt et al. 2003).
The specificity of each neuropeptide is determined by its unique
amino acid sequence binding with a nanomolar affinity to neuropeptide receptors. These properties of neuropeptides make them
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Figure 1 (Fetissov). Simplified model illustrating
the concept of microbiota influence of peptidergic
signaling in MGB axis: (1) Binding of bacterial
mimetic proteins to neuropeptide receptors may
directly modify peptidergic signaling. (2) Bacterial
mimetic proteins may trigger production of neuropeptide cross-reactive IgG forming functional
immune complexes with neuropeptides providing
an indirect mechanism of microbiota influence on
peptidergic signaling. This model supposes either
stimulation or inhibition of neuropeptide signaling
in central and peripheral nervous systems (CNS
and PNS) depending on the molecular properties
of bacterial mimetic proteins and immune complexes, effectively linking microbiota composition
with neuropeptidergic regulation of brain function
and behavior.

perfect targets for microbiota-derived homologous proteins.
Indeed, this type of MGB mechanism of communication was
recently described for α-melanocyte-stimulating hormone
(α-MSH), a neuropeptide of the melanocortin (MC) family
involved in regulation of energy metabolism, memory, and emotion. A heat shock protein, ClpB, which plays a key role in protein
disaggregation in bacteria (Mogk 2003), was found to contain an
α-MSH-like motif (Tennoune et al. 2014). A complementarity of
this motif towards the MC receptors was then demonstrated
(Ericson et al. 2015) providing the mechanistic background for
a direct α-MSH-like effect of ClpB. In support of such molecular
mimicry, mice receiving native Escherichia coli, but not ClpBdeficient bacteria, displayed reduced food intake and body weight
(i.e., demonstrating an α-MSH-like anorexigenic effect of ClpB
[Tennoune et al. 2014]). Moreover, ClpB activated the arcuate
nucleus proopiomelanocortin neurons, a key structure in the
brain anorexigenic pathway (Breton et al. 2016b). Finally, to
reach the brain ClpB should be present in blood, and in fact, it
was detected in plasma of healthy humans (Breton et al.
2016a), while its plasma concentration in rats was proportional
to the ClpB DNA expression in feces (Breton 2016b). It is also
of importance for the concept of MGB signaling to mention
that the α-MSH-like motif of ClpB was specific to the ClpB protein expressed by the family of Enterobacteriaceae (Fetissov et al.
2019). Hence, the ClpB protein appears as an endocrine
neuropeptide-like factor, whose production is regulated by gut
bacteria (i.e., dependent on gut microbiota composition).
This discovery of the α-MSH-like properties of ClpB was initially triggered by the observation of α-MSH-reactive autoantibodies in humans and rodents. Subsequently, ClpB has been
found to act as an antigen mimetic of α-MSH – that is, active
immunization or per os provision of ClpB-expressing E.coli
bacteria leads to increased plasma level of anti-ClpB α-MSH
cross-reactive immunoglobulins (Ig’s) (Tennoune et al. 2014).
The relevance of such α-MSH-reactive IgG and IgM to brain
function and behavior was shown by significant correlations of

their plasma levels with psychopathological scores in patients
with psychiatric disorders including anorexia nervosa and bulimia
(Fetissov et al. 2005), as well as with depression and anxiety scores
in healthy subjects (Karaiskos et al. 2010). Further molecular
insight comes from the finding that α-MSH in the circulation
forms immune complexes with IgG that activate the MC4 receptors with a lower threshold than α-MSH alone. Importantly, different IgG α-MSH binding epitopes in patients with obesity and
anorexia nervosa were accompanied by altered kinetics of immune
complex formation and MC4 receptor binding and activation.
Such modulation of MC4 receptor signaling may contribute to
altered regulation of appetite and energy metabolism in patients
(Lucas et al. 2019). Considering the causal role of specific bacterial
antigens in production of α-MSH-reactive IgG, it is likely that the
altered levels and binding properties of α-MSH-reactive IgG in
patients with obesity and eating disorders may result from altered
antigenic composition of their gut microbiota.
Taken together, the ClpB/α-MSH homology provides an example of a specific molecular link between gut bacteria of the
Enterobacteriaceae family and the MC system regulating feeding
behavior. Such data are valuable for the interpretation of the potential impact of gut microbiota composition on the MGB axis. For
example, when increased abundance of Enterobacteriaceae is
detected, over-activation of the MC system, including low appetite,
can be expected. This example can also be generalized as a concept
for neuropeptide-like signaling in the MGB axis applicable to other
neuropeptides and peptide hormones (Fig. 1). In fact, healthy
humans possess plasmatic immunoglobulins reactive with several
key regulatory peptides displaying sequence homology with proteins derived from gut microbiota (Fetissov et al. 2008). For example, natural IgGs reactive with corticotropin were shown to
interfere with cortisol secretion and aggressive behavior (Værøy
et al. 2018), ghrelin-reactive IgGs were found to improve ghrelin
stability and to enhance feeding behavior (Takagi et al. 2013),
whereas oxytocin-, vasopressin-, ghrelin-, and neuropeptide Y
(NPY)-reactive natural IgGs were associated with anxiety and

26

Commentary/Hooks et al: Microbiota-gut-brain research: A critical analysis

depression (François et al. 2015; Garcia et al. 2011; 2012). It is,
hence, likely that the production of such neuropeptide- and peptide hormone-reactive IgG may be directly linked to the homologous antigenic stimulation from gut microbiota. Discovery of
neuropeptide-like antigenic bacterial proteins should represent
then one of the main tasks for improving our understanding of
the functionality of the MGB axis at least as it concerns the specific
peptidergic systems regulating brain functions and behavior.
Note
1. The author is a founder and scientific advisor of TargEDys SA.
Acknowledgment. The author is supported by the Transversal Microbiota
Program of Inserm, France.
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Abstract
Endorsing the view that commonsense conceptions are shaped
by scientific claims provides an explanation for why microbiota-gut-brain (MGB) research might become incorporated
into commonsense notions of health. But scientific claims also
shape notions of personal identity, which accounts for why
they can become entrenched in common sense even after they
have been refuted by science.

At the end of their critical analysis of microbiota-gut-brain
(MGB) research, Hooks et al. identify the potentially negative
consequences of the popularity of this research in the press and
on social media. They aptly point out that the appeal of some
of these studies is their continuity with what they characterize
as commonsense conceptions of health. In this commentary,
I will briefly describe a conception of common sense that can
be used to provide an explanation for the easy absorption of
MGB research into commonsense views about health and why
this might be detrimental.
Commonsense conceptions tend to be characterized in contrast to scientific notion (i.e., common sense is not science, and
commonsense concepts are not scientific concepts). When they
are considered unscientific, commonsense notions are often
described as intransigent or static, which can discourage attempts
to change them. This way of characterizing common sense is
wrong because it ignores the ways in which it is shaped by science.
A better way of defining common sense is as continuous with science (Sellars, 1963). Even further, the right characterization of
commonsense views is as empirically evaluable folk theories,
such as folk psychology (Churchland, 1992) or folk morality
(Gligorov 2016) used in everyday life to explain and predict

human behavior. As I have argued previously (Gligorov 2016),
folk conceptions are influenced by scientific discoveries and are
in fact shaped by them in a variety of different ways. Advances
in neuroscience have promoted the identification of psychological
traits with brain processes and have shaped our conceptions of
personal identity, privacy, free will, and even our notions of
death (Gligorov 2016).
Similarly, the human microbiome might shape commonsense
conceptions of health and of personal identity (Gligorov et al.
2013). This might happen by characterizing individuals as superorganisms and shifting conceptions of health to include keeping a
healthy microbiome. Furthermore, being a superorganism might
expand moral responsibilities to include the duty to keep a
healthy microbiome and prevent the spread of disease (Battin
et al. 2008). Incorporating facts about the human microbiome
would lead to a reconceptualization of what it is to be a healthy
person or what is required to lead a healthy lifestyle. For example,
claims that certain bacteria will promote health might change
attitudes away from preventing contamination. The rush to use
probiotics is one way in which this change in attitude is manifested. MGB research would have an even more straightforward
effect on views about personal identity because the claim is that
changes in gut microbiota can affect psychological traits, such
as anxiety or mood, which are constitutive of how we think of
ourselves.
The potential shifts in common sense that might occur
because of MGB research would be only the latest iteration of science shaping common sense. Consider that any of the claims cited
by Hooks et al. as being part of our common sense about health
and nutrition, such as eating fresh food, minimizing fat and sugar,
and more exercise are all edicts based on scientific studies establishing causal connections between nutritional styles and some
aspect of our health. But because most of these recommendations
are learned secondhand by the public, not from scientists or
scientific publications, their scientific etiology can be lost.
Circling back to the worries raised by Hooks et al., one is that
MGB research is influencing everyday notions of health prematurely and promoting perhaps false beliefs about how to treat psychiatric disease, and the other is that MGB research seems to be
confirming commonsense platitudes about health rather than
adding to them in ways that might lead people to forego taking
medication when they might need it. I would like to underscore
both of these worries by using the view I just described about
how MGB research can change personal identity.
If it is the case, as I argue, that commonsense notions are not
only affected, but also continuously revised by scientific discoveries, then the popularization of MGB research will have an impact
on common sense about health. Whether that influence is positive
or negative will trail the quality of MGB research and the accuracy
of the claims derived from that research. But there is one way in
which early scientific mistakes could have more permanent and
perhaps negative consequences on common sense. Although science is self-correcting because there are established ways in which
unsupported claims can be eliminated, the path to self-correction
is not as well trotted in common sense. One of the reasons for
why commonsense notions about health might be particularly
difficult to revise is precisely because they become incorporated
into conceptions of identity. Once an individual becomes committed to being healthy in particular way, then that becomes a
part of their narrative identity – it becomes part of how they
tell a story of who they are (DeGrazia 2005). Additionally,
whether they keep healthy and live well takes on moral
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dimensions and becomes action guiding; they wish to continue
living the right way. This is why scientific claims that are continuous with beliefs already endorsed, say about what is natural or
healthy, are much easier to reinforce than they are to revise. For
example, if individuals become committed to living a natural
and healthy lifestyle, which they think requires cultivating the
microbial environment in their gut buy using probiotics, any
study that confirms that particular way of keeping healthy will
be easier to believe because it is already congruent with their
established concept of health. Similarly, scientific claims challenging established views about health will take longer to become
entrenched in common sense because they require changes not
only to particular beliefs, but also to parts of an individual’s narrative identity. Hence, beliefs about the causal connections
between gut microbiota and brain health, if disproved, might be
easier to revise within the relevant scientific community than
they might be to eliminate from common sense.
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Abstract
The microbiota-gut-brain (MGB) field holds huge potential for
understanding behavioral development and informing effective
early interventions for psychological health. To realize this
potential, factors that shape the MGB axis in infancy (i.e., breast
milk) must be integrated into a systemic framework that
considers salient behavioral outcomes. This is best accomplished
applying network analyses in large prospective, longitudinal
investigations in humans.

Microbiota-gut-brain (MGB) research suggests that early bidirectional interactions of the gut-brain axis may have important and
long-lasting effects on physical and psychological development.
Early in life, the brain and the gut microbiome undergo dramatic
parallel structural and functional changes. Work in understanding
this co-development is paving the way to a developmental framework of brain-behavior connections that includes metabolic processes beyond the central nervous system. Although Hooks et al.
provide a brief discussion of the development of gut-brain connections, the view that they present is shallow and leaves the
impression that examinations of the impacts of microbial changes
on brain and behavioral development are not promising.
Important findings such as the dramatic developmental changes
of germ-free animals (Luczynski et al. 2016) and the effect of
fecal transplantation on behavior (De Palma et al. 2017; Kelly
et al. 2016) provide crucial evidence that the microbiome and
brain are parts of a system of interactions that promotes healthy
physical and behavioral development. As Hooks et al. highlight,
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the majority of this evidence comes from rodent studies, and
obvious difficulties exist regarding both extrapolation and isolation of causal effects in humans. However, disregarding these
works and overly downplaying promising achievements of MGB
research would be a mistake.
Hooks et al. present a timely reality check for all MGB
researchers, as they warn against hyping the importance of single
experiments to conclude that the microbiome is directly and univocally causally responsible for healthy physical and behavioral
outcomes. Warding off this risk, the challenge remains to embrace
a comprehensive developmental framework that can uncover the
conditional role of various components in behavioral development, such as nutrition and the microbiome as important environmental factors. Early nutrition (i.e., breast milk) is one
important factor linked to infant gut microbiome composition
(Bäckhed et al. 2015; Planer et al. 2016) and possibly to brain
development (Isaacs et al. 2010). Furthermore, neurons in developing brains express receptors for microbial products more extensively early in development (prior to weaning) than later in
adulthood (Arentsen et al. 2017), which suggests a plausible
mechanism for gut-brain communication in infancy and also suggests the existence of a sensitive period marked by consumption
of milk. As milk is the sole source of nutrition for most infants,
it has huge potential to study the effect of nutrition on the microbiome early in life. Recent evidence suggests that differences in
early diet and microbial exposure have effects on microbiome
establishment and maturation (Diaz Heijtz 2016). For example,
length of breastfeeding contributes to shifting the timing of maturational changes in microbial community structure (Bäckhed
et al. 2015). Additionally, components of human milk, specifically
the milk microbiome and human milk oligosaccharides (HMOs)
appear to be crucial in establishing and maintaining the gut
microbiome (Jost et al. 2015; Pannaraj et al. 2017). Interestingly,
both microbiome composition (Christian et al. 2015) and milk
factors (Grey et al. 2013; Nolvi et al. 2018) have been linked to
fear and anxiety behaviors; however, no studies to date have
looked at these in a single integrated framework.
The majority of developmental MGB work has looked at simple connections between either environmental factors and the
microbiome, the microbiome and brain measures, or the microbiome and behavior, whereas very few have looked at modulators
of the microbiome, neurodevelopment, and behavioral outcomes
in a single cohort (Carlson et al. 2018). It is vital that ongoing
and future work identifies relationships among these diet and
environment-linked changes in microbial community structure
and concurrently measured behavior and brain structure and
function. This requires that MGB research be implemented comparatively and longitudinally on humans using large cohorts of
subjects while applying robust statistical strategies that are able
to highlight network dynamics. Employing advanced data analytic approaches (Kelsey et al. 2019; Xia & Sun 2017) to integrate
microbiome compositional patterns that are different among different outcome groups – for example, high and low performers on
a behavioral task (as opposed to grouping the microbiome and
looking for performance differences between the groups as was
done in Carlson et al. [2018]) – would improve our understanding
of these relationships and would provide a developmental and
behavioral context in which to make determinations regarding
what an optimal microbiome actually is.
In this way, we may be able to highlight how and when interindividual variability in microbiome composition reflects variability in behavioral development. Interestingly, Carlson and
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colleagues used this approach and highlighted that breastfeeding
at the time of sample collection was one of the most robustly predictive covariates for the identification of clusters reflecting possible cognitive differences. If confirmed, studies like this will pave
the way to non-invasive therapies based on supplementation of
diet (in lactating mothers, as well as infants themselves) for optimizing brain and behavior development early in life when interventions are thought to be most impactful. In conclusion, our
message is that considering the importance of infancy for the
development of MGB interactions, and that early experiences,
such as breastfeeding, can shift developmental trajectories, there
are huge implications for integration of diet, as milk is the primary form of nutrition and is dynamic. If we want to be able
to leverage the microbiome to optimize behavioral and neurodevelopmental outcomes, we must understand not only how the
microbiome affects brain and behavioral development, but also
how developmentally salient environmental factors affect the
microbiome.
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Abstract
Here we argue that a multidisciplinary research approach, such
as currently practised in the field of developmental cognitive
neuroscience, is key to maintaining current momentum and to
future-proof the field of microbiome-gut-brain research.
Moreover, such a comprehensive approach will also bring us
closer to our aims of translation and targeted intervention
approaches to improve mental health and well-being.

The gut microbiome has recently emerged as an important new
player in our efforts to understand the different factors that influence human behaviour (McVey Neufeld et al. 2016; Sarkar et al.
2016; Tang et al. 2014). Gut and brain are intimately connected
via the gut-brain axis, which involves bidirectional communication via neural, endocrine, and immune pathways (Grenham
et al. 2011; Grossman 1979; Mayer et al. 2014). Research in
both human and animal models has also highlighted the important role that gut microbiota play in regulating the brain and subsequent behaviour, particularly within the context of mental
health problems such as anxiety or depression (Cryan & Dinan
2012; Foster & McVey Neufeld 2013; Mayer 2011).

It is not surprising, therefore, that the microbiome, and its
effect on behaviour and mental health, has captured the interest
and imagination of scientists and the wider public alike. As a
result, research in this relatively new area has intensified, as
have funding opportunities that aim to close the many gaps in
our understanding. The substantial translational potential of
this research and the opportunities to establish links with industry
may also play a significant role in this development. In their target
article, Hooks et al. highlight the enormous potential that the new
area of microbiota-gut-brain (MGB) axis research holds for
understanding human behaviour, yet they also rightly point
towards several concerns in research practice that are not necessarily specific to the field of MGB research but are of relevance
to broader scientific practice in examining human behaviour.
The greatest concern is that public expectations and commercial
efforts have already overtaken the relatively small number of
research publications to date, and there is a significant risk of
backlash if the foundations of the young MGB field prove to be
less than beneficial.
So how can the combination of human development and MGB
research contribute to mental health research and interventions?
It has been shown that a significant reduction in microbial diversity in the gut, known as dysbiosis, affects brain-behaviour relationships and may lead to psychological abnormalities, as
common in mental illness (Foster & McVey Neufeld 2013). In
adults, for example, dysbiosis has been shown to be related to
symptoms of anxiety and depression (Mayer 2011; Mayer et al.
2014). Most importantly, animal research has repeatedly shown
that the timing of dysbiosis is important, and that the period of
adolescence may be a critical window during development
where microbiota help fine-tune the gut-brain axis related to
stress responses and anxiety (Foster & McVey Neufeld 2013).
This suggests that the consequences of dysbiosis will be particularly critical during development, as ongoing maturation and
increased plasticity levels can lead to atypical behavioural patterns
and brain network maturation (Cohen Kadosh & Johnson 2007;
Cohen Kadosh et al. 2013). The psychiatric literature supports
this hypothesis: Age-of-onset data show that first symptoms of
many psychiatric disorders, including (social) anxiety or depression emerge at the adolescent juncture (Keshavan et al. 2014;
Kessler et al. 2005). We therefore believe that MGB research
could provide the missing link that brings together previous
research in human brain development and mental health.
We believe that it is now important to take advantage of the
promising findings in animal-model research to investigate whether
similar effects of the timing and effects of dysbiosis also apply to
the human model and to investigate the psychoactive properties
of the microbiome in the transition from childhood to adulthood.
Animal models suggests that one way of influencing microbial
diversity and reversing dysbiosis is via nutrition, and it has been
shown that drastic changes in diet can alter microbial diversity in
mere days (David et al. 2014). This opens up new opportunities
for both prevention and intervention, but more research is still
needed to show how we can benefit from this window of plasticity
to shape the developmental trajectories in at-risk groups.
Here, we would like to draw attention to the important contribution that developmental cognitive neuroscience (DCN)
research can make for establishing causal relationships between
dysbiosis and mental health problems during the critical developmental period when the gut-brain axis is fine-tuned and when
atypical patterns will have long-lasting consequences. The DCN
research approach focuses on investigating how the complex
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interplay of genetic, environmental, and brain maturational factors shape psychological functioning in development to improve
the outcome for the individual (Cohen Kadosh 2011; Johnson
et al. 2002; 2009). Moreover, placed at the intersection of nature
versus nurture, the DCN research approach always assumes a
multilevel and multifactor approach to understanding change,
which, by definition, is multidisciplinary. Given that the field
of microbiome and gut-brain axis research is still emerging
and finding its shape, we are strongly convinced that any real
progress will depend on the adoption of a similarly comprehensive multifactorial and multidisciplinary research approach for
pinpointing mechanisms and translation in both animal and
human models. Such an approach would also be able to account
for specific critical periods in development, when change happens at many levels simultaneously. We therefore agree with
the authors that discussion must be given to specifying mechanisms, differentiating correlational from causal explanations,
and addressing a priori realistic outcomes. Moreover, there
needs to be rigorous assessment in human populations, coupled
with well-defined research questions and appropriate statistical
analysis. This is particularly important given that strong public
and commercial interests are presently outpacing research efforts.
Based on an extensive body of research in the field of DCN, we
are aware that even simple changes in behaviour or diet can have
long-lasting effects on the brain, and mental health and wellbeing, all of which need to be considered as the ethical implications are significant. Therefore, to maintain current momentum
and to future-proof the field of MGB research, a multidisciplinary research approach such as currently practised in the field of
DCN is key if we want to reach our aims of translation and targeted intervention approaches to improve mental health and
well-being.
Acknowledgment. The authors acknowledge funding from a Faculty of
Health and Medical Sciences Research Grant to KCK.
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Abstract
We argue for the importance of looking at the microbiota-gutbrain axis from a human developmental perspective. For this
purpose, we first briefly highlight emerging research with infants
attesting that the microbiome plays a role in early brain and cognitive development. We then discuss the use of developmentally
informed humanized mouse models and implications of microbiome research that go beyond probiotic administration.

In the target article, Hooks et al. critically review the current state
of microbiota-gut-brain axis research in animal models and make
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specific suggestions on how to improve research in this area.
However, Hooks et al. appear to have overlooked what might be
considered one of the most promising avenues for moving
research in this emerging field forward. Specifically, we would
like to argue that the time is ripe to explore the role of the
human microbiota in brain and cognitive development, especially
during infancy (Kelsey et al. 2019).
From birth to age 3, the gut microbiome changes from a relatively sterile environment to a diverse ecosystem with thousands
of species of bacteria, suggesting that this might represent a formative, and possibly sensitive, period in microbiota-gut-brain axis
development (Borre et al. 2014; Walker 2013). The target article
highlights initial support from animal models (e.g., Sudo et al.
2004), showing that the timing of bacterial colonization plays an
important role in the development of the gut-brain axis, yet it
fails to acknowledge existing evidence from humans, which further
supports the notion that early development during infancy may
critically shape the microbiome-gut-brain axis. For example, both
delivery and infant feeding methods, which have been shown to
affect the gut microbiome composition in infants, have also been
identified as risk factors for early emerging neurodevelopmental
disorders such as autism spectrum disorder (Curran et al. 2015;
Dominguez-Bello et al. 2010; Heikkilä & Saris 2003). These epidemiological findings provide indirect, correlational evidence for a
microbiota-gut-brain axis link in early human development.
More direct evidence for such a link comes from a pioneering
recent study by Carlson et al. (2018) in which fecal samples were
collected from 89 typically developing infants and analyzed using
16S ribosomal RNA amplicon sequencing. In this study, the link
between infant gut microbiome composition at 1 year of age and
cognitive development (measured by the Mullen Scales of Early
Learning) and brain development (measured using structural magnetic resonance imaging), at both 1 and 2 years of age were
assessed. Carlson et al.’s (2018) analysis revealed that cognitive
development scores differed significantly between infants assigned
into one of three gut microbiome taxonomic groups, as identified
by cluster analysis. This study also reports some specific structural
brain differences linked to the microbiome composition. However,
it should be noted that the majority of structural brain measures,
such as intracranial volume, total white or gray matter, total cerebrospinal fluid, or lateral ventricle volume, did not reveal any differences between infants for the three bacterial composition
groups. Moreover, from these data, it is still unclear how the
small volume differences found in specific brain areas are related
to infant brain and cognitive function. Contrary to what is
known from adults where higher microbial diversity has typically
been shown to be predictive of positive health outcomes
(Abrahamsson et al. 2014; Kostic et al. 2015), Carlson et al.
(2018) showed that increased microbial alpha diversity was associated with lower cognitive performance in infancy. Based on this
discrepancy, Carlson et al. (2018) suggest that microbial diversity
may affect cognitive functions differently in infancy than later in
development. In any case, the study by Carlson et al. (2018) as a
first of its kind sheds new light on how individual differences in
brain and cognitive development during infancy emerge in the context of the developing microbiome-gut-brain axis. Collectively, this
points to the importance of developmental research, which systematically maps associations between microbial characteristics and
brain and cognitive development across the entire human life span.
Related to taking a human developmental perspective, another
potentially overlooked research approach is underscoring the use
of developmentally informed humanized mouse models in order
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to create more translatable research. In the target article, authors
make a poignant argument that there are inherent issues when
one tries to make inferences about human mental health disorders
from studies with animal models. The authors suggest that this area
of research often uses language that overextends the implications of
germ-free mouse models and rodent behavioral tests to human
mental health. However, they fail to mention an alternative methodological strategy to addressing the issue of translatability, which
is by creating humanized mouse models (for a review, see Walsh
et al. 2017). Specifically, fecal samples from humans can be taken
from clinically relevant populations (with or without mental health
issues) at different points during development (from newborns to
aging populations) and transplanted into animals – thus creating
developmentally informed animal models that allow for a more
mechanistic study of the microbiome-gut-brain axis.
Finally, we would like to argue that the implications for research
on the early development of the microbiome-gut-brain axis in
humans extend well beyond the somewhat overemphasized field
of probiotic research. Specifically, in the context of infant development, research in this field has potentially major implications for
delivery and neonatal care procedures. For example, medical facilities have recently started to examine the health benefits of “seeding” procedures, whereby infants delivered via C-section are
wiped with maternal vaginal swabs, with the hope of colonizing
infants with more diverse groups of bacteria. Moreover, the benefits
of breastfeeding on infant brain and cognitive development have
been widely studied and documented (Krol & Grossmann 2018).
However, the gut microbiome has been largely ignored as a potential contributor to the positive effects of breastfeeding on infant and
child development. Therefore, recognizing the need for incorporating a microbiome perspective in delivery and breastfeeding research
with infants might help inform clinical practice.
Taken together, this commentary is intended to emphasize the
importance of looking at the microbiota-gut-brain axis from a
human developmental perspective with a specific focus on
infancy. In addition, this commentary is meant to encourage
the use of humanized animal models to tackle translatability
issues and realize implications of this work, which extend well
beyond probiotic administration. Overall, the hope is to complement the target article by inspiring the bold research programs
needed to systematically examine the microbiome’s role in early
human brain and cognitive development.
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Abstract
The conclusions reached by Hooks et al. urge the field to
investigate the complex multipathway interactions between the

microbiome and the gut-brain axis to understand the potential
causal relationships involved. Claims in the field of microbiota-gut-brain research remain problematic without appropriate controls and adequate statistical power. A crucial question
that follows from the authors’ extensive review is: “Why don’t
probiotics work?”

The extensive review by Hooks et al. provides a critical analysis of
the many claims that are made about the relationships between
gut, microbiota, and human behavior. The authors do not deny
that the research field of microbiota-gut-brain (MGB) is very
important, and neither do they reject the many amazing results
from animal studies. The main conclusion they present,
supported by convincing evidence, is the oversimplification and
overselling of animal findings in MGB research and the suggested
far-reaching implications for human mental health. Interestingly,
and in accordance with Hooks et al., the European Food Safety
Authority did not award any claim of probiotics on physical or
mental health (European Commission 2016). We agree, that in
the long term, overblown claims damage the scientific credibility
of MGB research, and that this may contribute to the erosion of
the public’s trust in science. We would like to add another concern, namely, that of the reduced support of animal testing by
the general public when false claims based on animal experiments
cannot be replicated in human studies. Another problem that has
also been addressed by Hooks et al. is the use of animal models of
mental disorders, where healthy or germ-free animals are used,
which do not explain or mimic pathological mechanisms in ill
psychiatric patients. In these animal models, behavioral findings
could easily have been explained in terms of coping mechanisms
(Korte et al. 2005). In addition, stress hormones are not necessarily bad; they serve the process of healthy adaptation (Korte et al.
1996). At this moment, there is neither evidence that complex
(developmental) mental disorders, like autism, schizophrenia,
Parkinson’s disease, depression, posttraumatic stress disorder
(PTSD), or anorexia nervosa, are caused by “bad” bacteria or a
“leaky gut,” nor that these often chronic mental disorders can
be cured by “good” bacteria. Alternative explanations of positive
short-term actions of probiotics on brain and animal behavior
are possible. For example, probiotics may be helpful in the clearance of gram-negative bacteria, such as Escherichia coli
(Timmerman et al. 2004). These E. coli bacteria have lipopolysaccharides (LPS) in their outer membrane that can produce inflammation. It has been shown that this increased the number and
biological activity of serotonin transporters (SERTs) expressed
by neurons and astrocytes and thereby reduced extracellular serotonin concentrations in prefrontal cortex and nucleus accumbens
(Korte-Bouws et al. 2018). In addition, LPS-induced anhedonia
(i.e., inability to feel pleasure) was abolished in SERT-knockout
animals, suggesting that inflammation produces depressive-like
symptoms via increased SERT activity (van Heesch et al. 2013).
We agree with Hooks et al. that in future MGB research appropriate positive and negative controls and adequate statistical power
have to be included to allow for the identification of cause and
effect relationships. In addition, the field of MGB research
would greatly improve when more attempts are made to falsify
the hypothesis (Popper 1963) that probiotics are always good.
Successful examples of this approach are shown in recent studies.
In healthy volunteers, it was shown that probiotics could not successfully colonize the gastrointestinal (GI) tracts of all
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participants, but only succeeded to do so in some (Zmora et al.
2018). After a treatment with antibiotics, the same probiotics colonized the GI tracts of all test participants, but surprisingly, this
colonization prevented the host’s normal microbiome and gut
gene expression profile from returning to its own original state
for months afterward (Suez et al. 2018). However, when autologous fecal microbiome transplant (aFMT) was used (i.e., the
host’s own bacteria collected from before the use of antibiotics),
the native gut microbiome returned to normal within days.
Hence, probiotics are not a “one-fits-all” solution; a personalized
approach is necessary. Furthermore, attention should be given to
the role of the native gut microbiome, the disturbance of it at a
young age, and the possible long-term consequences for health.
The influence of prebiotics on the recovery of the native gut
microbiome deserves further attention. The abovementioned findings clearly show why results obtained with probiotics in MGB
animal research cannot always be directly translated into successful human applications. In summary, we fully agree with Hooks
et al. that MGB research is a field full of promise, but, indeed,
only when in the future putative causal relationships into the
complex multipathway interactions between the microbiome
and the gut-brain axis are investigated and a more critical
approach is adopted.
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Abstract
Much microbiota-gut-brain research focuses on the causal role
of microbiomes as a whole, rather than their component parts:
microbes. Hooks et al. find these whole-community explanations
inadequate; however, they do not provide suggestions for better
explanations. By appealing to proportionality – a criterion that
can be used to develop more appropriate causal explanations –
more accurate causal claims can be made.

Hooks et al. identified many important problems in the methodology and interpretations of microbiota-gut-brain (MGB)
research. Here I focus on one facet of MGB interpretations: the
tendency to explain experimental effects by appealing to the
microbiome as a whole. The authors allude to the problem of citing whole microbiomes – entire ecosystems or communities of
microbes – as causes of behaviour and brain states. Yet a positive
account of more appropriate explanations for these findings is not
offered. I propose that this explanatory inadequacy is attributable
to a failure of proportionality of explanation, given the current
state of research in the field.
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Proportionality is an explanatory tool that philosophers of science use to identify the most appropriate causal explanation when
assessing scientific findings. Proportional explanations must not
be too broad that they include aspects that are irrelevant to the
effect produced, and not so narrow that important causal information is omitted (Woodward 2010). For example, if a pigeon
is trained to peck whenever a red target is presented, then a disproportionate explanation for pecking behaviour would be the
presentation of a coloured target. Citing a coloured target as a
cause is too broad as it encompasses factors irrelevant to the
effect, namely, other (non-red) coloured targets. Explaining pecking behaviour as caused by the presentation of a scarlet target is
too narrow, as it excludes other variations of red that would
also elicit this behaviour. A proportional explanation for pecking
behaviour is simply the presentation of a red target (Yablo 1992).
In MGB research, microbiomes are cited as causes in one of
two ways. The first is explicit reference to the whole microbial
community as causing a brain or behavioural state (for examples,
see sect. 7.1, para. 2). The second is when the microbiome as a
community is implicitly suggested by reference to “dysbiosis” –
a concept that indicates that the microbiome is “imbalanced,”
often implying decreased microbial diversity (for examples, see
sect. 7.1, para. 3). To convincingly explain brain or behavioural
states with microbiomes, the whole microbiome must be shown
to be causally relevant. Researchers must demonstrate that manipulating microbiomes as a whole produces effects that cannot be
reduced to just some of their component parts – via manipulations of one or a few microbes alone.
Most of the evidence presented regarding MGB research,
however, does not support the thesis that the entire microbiome is
causally involved. Manipulations using probiotics (Supplementary
Table 2 in Hooks et al.) introduce one or at most a few species of
bacteria – a tiny component part of the microbiome in its entirety.
Making causal claims about microbiomes in these instances is akin
to claiming that a coloured target caused the pigeon to peck. The
implication is that entire communities of microbes exert a causal
influence on behaviour, yet experimental evidence suggests single
or a cluster of few microbes as proportional causal explanations.
Some researchers object to reductionist explanations of this
kind by claiming that interventions using one or a few strains
of bacteria make significant changes to the microbial community
(e.g., Arnold et al. 2016). However, the burden of proof is on
researchers to demonstrate (1) these large-scale changes occur
after single species introductions, and (2) such changes are
responsible for the brain or behavioural state observed, as
opposed to the microbial introductions acting directly.
Supporting (1) and (2) seems unlikely, as a review of probiotic
treatments on human microbiota revealed no overall effects on
α-diversity, richness, or evenness (Kristensen et al. 2016).
Probiotics are not the only interventions made in MGB
research. Other methods include the use of antibiotics to
“deplete” the microbiome and transplanting faecal matter from
humans or other rodents into germ-free rodents. It could be
argued that these more strongly support whole-microbiome
explanations, as faecal matter is thought to contain entire microbial communities, which are completely transferred. However,
faecal microbiomes are not synonymous with gut microbiomes,
as many microbes may not make it through the digestive tract
(sect. 5, para. 3). This aside, experiments transplanting whole
microbiomes via faecal matter transplants or eliminating gut
microbiomes using antibiotics still run into trouble when it
comes to proportional causal explanations.
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To return to Yablo’s pigeon, imagine you are an experimenter
trying to understand what makes the pigeon peck. You present a
sequence of coloured targets, and the pigeon pecks. What do you
conclude? One explanation is that coloured targets make the
pigeon peck. Although this accurately describes the results of
the experiment, an obvious follow-up would be to try and eliminate some of the colours by presenting only component parts of
the original sequence. Coloured targets may be a useful “black
box” or “placeholder” explanation in this case, but any critical
reader would see that follow-up experimentation is needed to
identify a better causal explanation.
So are microbiome explanations simply, as Hooks et al. put it,
“placeholder claim(s)” for future causal claims, typical of explanations made in a younger field? I do not believe so. In the early
days of gene research, heritability estimates served as a “black
box” for genetic explanations for many traits. Yet reference to
“the genome” as a causal explanation did not permeate this
field. Instead, causal claims about traits being primarily “genetic,”
later displaced with “gene for” terminology, dominated (Griffiths
& Stotz 2013). This is akin to explaining brain or behavioural
states as primarily “microbial” or referring to a “microbe for” certain traits.
In MGB research, a black-box strategy may be implicit for
some – yet is not obvious to the majority, as community-level
explanations remain rife within the literature and in the popular
press. Extending Hooks et al.’s suggestions for social scientific
study (sect. 8, para. 3), investigation as to why community-level
explanations have dominated the field is warranted. In the meantime, researchers should strive for greater precision when communicating their research, and considering the proportionality of
causal explanations will be useful for this purpose.
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Abstract
Citation-based metrics are increasingly used as a proxy to define
representative, considerable, or significant papers. We challenge
this belief by taking into account factors that may play a role in
providing citations to a manuscript and whether/how those
highly cited studies could shape a scientific field. A different
approach to summarisation of relevant core publications within
a topic is proposed.

In the target article, Hooks et al. aimed to summarise the most
representative methodologies and results from the field of
microbiota-gut-brain research, a controversial topic that has

recently gained attention within the psychiatric community. To
select the 25 most cited non-review publications, the authors performed two PubMed searches and retrieved respective citations
from Google Scholar. The aim was to identify those studies that
exerted a broader influence on subsequent research and that
received extensive media attention. The limitation of excluding
potentially relevant recent studies is acknowledged.
We recognize three major drawbacks to this literature search.
First, limiting the search to only one database could be detrimental when trying to widely depict the panorama of a scientific field.
PubMed relies primarily on MEDLINE, a database, which – if
used alone – has been considered inadequate (Lefebvre et al.
2011). This is because of several issues that could affect search
results of randomised and non-randomised studies or systematic
reviews (Bramer et al. 2016; Dickersin et al. 1994; Wieland &
Dickersin 2005), the impact of which on database coverage can
float considerably between different topics (Rathbone et al. 2016).
From this perspective, we argue that an extension of the search
to more than one database could improve the comprehensiveness
of the work, potentially resulting in additional references (e.g.,
Berer et al. [2011], cited by more than 600 papers according to
Google Scholar). This highlights the need to take into account
several databases of both references and citation metrics and
explore the differences (Kulkarni et al. 2009). We acknowledge
that this methodology can be very time consuming, so that an optimal balance with available resources should usually be reached.
Second, descriptive analysis of top-cited articles allows for
inferential thoughts on the potential relationship between style
and content of a manuscript, as well as the probability of achieving citations over the years (Hafeez et al. 2019). Citation trends
are potentially exposed to several biases, such as the “hot stuff”
bias, the one-sided reference bias, and the positive results bias
(Catalogue of Bias Collaboration 2017a; 2017b; 2017c; Greenberg
2009; Ioannidis 2005b). Hence, distortions within the citation network can generate unfounded authority of claims through highly
biased, non-evidence-based information cascades and persist
despite strong contradicting evidence by following publications of
higher reliability (Greenberg 2009; Tatsioni et al. 2007).
A survey among more than 100 highly cited researchers assessing their top 10 cited papers hinted that top-cited publications
may be generally perceived as evolutionary or revolutionary
(Ioannidis et al. 2014). Also, strong claims might deceive readers
into misinterpreting the manuscript as being an innovative and a
pivotal step forward within that research field. Even though an
association has yet to be shown, it appears reasonable to suggest
that strong claiming leads to more media coverage and, perhaps,
to more citations over time. Whether this is proof of a significant
impact of the research itself over time remains open to debate
(Ioannidis & Panagiotou 2011; Mackinnon et al. 2018):
“Citation rates are determined by so many technical factors that
it is doubtful whether pure scientific quality has any detectable
effect at all” (Seglen 1998, p. 226). Several ways that cannot be
depicted by bibliometric analyses or metrics indexes by which a
research work could be significant have been described (Cheek
et al. 2006).
Several known factors and possibly unknown ones can provide
a paper a large number of citations. To account for some of them,
an analysis on citation sources could yield interesting results.
Distinguishing between citations from different publication
types (e.g., reviews, editorials, original contributions), sources of
citations (e.g., oneself, co-authors, and others), and related
research fields (e.g., human studies, animal studies, and
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microbiological studies) at a study level and extending appraisal of
scientific accomplishment beyond citation-based metrics
(Ioannidis & Khoury 2014; Ioannidis et al. 2014) might have
added significant depth to understanding the citation network
of included studies. Hypothetically, this could influence the conclusions drawn by Hooks et al.
A distinction should, however, be made between the quality of
a scientific study and its probability of being cited. Highly cited
clinical research is not immune to being contradicted by subsequent studies, especially in the case of non-randomised studies
and small-sample-size studies reporting large effects (Ioannidis
2005a; Tajika et al. 2015). Despite supporting the authors’ view
that highly cited manuscripts could exert an influence on relevant
fields, a warning should be issued: They should not be considered
as reliably representative of a scientific area’s production or its scientific advances.
Finally, when focusing on the role that a study could play
through its citations, omitting its indirect influence through
reviews could bias the final interpretation. The authors’ decision
is understandable, because the attribution of the impact derived
from a study through a review cannot be easily estimated.
However, the number of published systematic reviews has
increased dramatically over the past decade. Systematic reviews
can both achieve a large number of citations and be regarded as
increasingly pivotal in influencing the research community,
both directly and indirectly through policy making. Hence, omitting their role in shaping both the core literature and the scientific
panorama of the field could be considered an excessive limitation
when drawing conclusions.
When arbitrary criteria are employed, unavoidable limitations
are cast: The quest for comprehensiveness might not completely
overcome them, but it reduces the cherry-picking bias. A comprehensive, systematic bibliometric review is therefore suggested to
identify, describe, and assess influential methodologies within
an emerging research field.
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Abstract
The microbiota-gut-brain (MGB) axis field is at an exciting stage,
but the most recent developments in microbiota research still have
to find their way into MGB studies. Here we outline the standards
for microbiome data generation, the appropriate statistical
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techniques, and the covariates that should be included in MGB
studies to optimize discovery and translation to clinical
applications.

In their comprehensive review of microbiota-gut-brain (MGB) axis
research, Hooks et al. raise concerns about the belated adoption of
appropriate methods for studying microbiota composition.
Recommendations exist – but only rarely find their way into MGB
studies. Here, we point out current efforts of standardization and
innovation that improve microbiota interpretability and reproducibility and provide guidelines for their application in MGB research.
Microbiome data generation involves multiple decisions concerning sample collection and storage conditions, nucleic acid
extraction protocol, sequencing techniques, and pre-processing
that are important to generate high-quality data and reproducible
results (Costea et al. 2017). Suggestions to optimize and standardize microbiome profiling have been published (Costea et al. 2017;
Sinha et al. 2017; Valles-Colomer et al. 2016; Vandeputte et al.
2017c), and, although no complete consensus is achieved, adhering to and following up on such guidelines and being aware of
limitations when comparing studies are crucial. Data analysis
techniques are also continuously updated, and microbiome data
analysis is no exception. A pitfall of microbiome data, ignored
or underestimated until recently, is that the data are compositional. That is to say that abundances of microbial groups are
expressed as proportions (of reads mapping that group in relation
to the total sequenced library). The application of naive normalization and statistics to such compositional data can lead to erroneous results (Vandeputte et al. 2017b). Compositionality-robust
statistics were therefore recently introduced in microbiota
research (Gloor et al. 2017) and have become the new standard
in the field and implemented in the most popular pipelines for
microbiome data analysis (Bolyen et al. 2018).
Still, when interpreting variation in microbiota composition
determined by metagenomic approaches, it is important to keep
in mind that the information about the microbial densities in the
original sample is lost. Without microbial load information, proportional data do not allow us to draw any conclusions regarding directionality of changes. For example, an increase in relative abundance
of a single microorganism could just result from it maintaining its
initial numbers in a generally decreasing community (Fig. 1).
Recent innovations such as quantitative microbiome profiling
(QMP) (Vandeputte et al. 2017b) tackle this issue by coupling
flow cytometry cell count determination with sequencing, allowing
us to recreate absolute abundance profiles from proportional
sequence data (Fig. 1). Besides reducing the number of false positives
detected in disease association studies, the method also facilitates
relating microbial absolute abundances to quantitative physiological
parameters. Determination of microbial loads showed that cell densities vary greatly even in healthy subjects but are generally reduced
in patients with inflammatory bowel disease. Hence, reduced microbial density could be part of a microbiota signature of disease.
Other variables can influence microbiota composition in an MG
study besides the disease phenotype under investigation. In addition to confounders that are typically already taken into account
in clinical studies (e.g., gender and age), microbiota-relevant factors
should also be addressed in study design (e.g., by matching cases
and controls) or by recording and factoring them in the statistical
analyses. Gastrointestinal transit time, medication, diet, and inflammation markers should be highlighted (Falony et al. 2016;
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Figure 1 (Valles-Colomer et al.). Implications of the compositionality of microbiota
data. Three illustrative samples (top) – one from a control (control) and two from
patients (case 1 and case 2) – each containing four different microbial taxa, are analyzed by relative (bottom left) or quantitative (bottom right) microbiome profiling. In
the original sample, although case 1 has an increased absolute abundance of taxon
A, case 2 has decreased abundances of taxa B and C. Relative microbiome profiling
results in very similar profiles for the two cases, and alongside the true differences in
taxa abundances (true positives: ✓), additional apparent differences are also
detected (false positives: ×). In addition, assuming even sequencing depth, samples
with reduced microbial density (case 2) are more deeply sampled than the high
abundance counterpart (case 1), leading to the detection of taxon D in case 2. In contrast, with quantitative microbiome profiling (coupling DNA sequencing [light blue]
with cell count determination by flow cytometry [yellow]), the original absolute
abundances of microbial taxa are recreated (although subsampled), and therefore,
the information on directionality of the changes is recovered.

Vandeputte et al. 2015). Transit time is linked to changes in total
microbial loads and in abundance of specific taxa, as the microbial
ecosystem goes through different stages of development as it progresses through and remains in the intestinal tract (Falony et al.
2018). Beyond the normal variation observed in healthy individuals, altered transit time is also characteristic of several diseases,
including nervous system diseases, either being accelerated (e.g.,
anxiety disorders; Gorard et al. 1996) or slowed down (e.g.,
Parkinson’s disease; Knudsen et al. 2017). Therefore, to capture

the disease, but not transit time-associated microbiota variations,
gastrointestinal transit time needs to be tracked in MGB studies,
either by measurement (magnetic tracking systems) or by using
proxies such as the Bristol stool scale (Lewis & Heaton 1997) or
stool moisture content (Vandeputte et al. 2017b). Additional
important confounders in the MGB context include medications,
several of which have been reported to affect microbiota composition, including psychotropic drugs (Cussotto et al. 2018). Effects of
drugs on the microbiota can be direct, by affecting growth of specific microorganisms, or indirect, by inducing variations in transit
time or host physiology (Forslund et al. 2015; Maier et al. 2018),
but in any case need to be disentangled from the disease signal.
Diet can also be an important confounder (David et al. 2014), especially if dietary behavioral changes are associated with the disease.
Finally, inflammation has an impact on the microbiota (Cenit et al.
2017) and may not be part of the disease manifestation. Although
we acknowledge the challenges of assessing dietary intake in a systematic way or controlling for it in study design, both systemic
inflammation markers (e.g., C-reactive protein) and specific markers for intestinal inflammation (fecal calprotectin) measurements
are straightforward.
Finally, the “causality problem” highlighted by Hooks et al. can
only be tackled in study design. Strategies such as transplanting/
deleting microbiota components associated with the disease to
induce/reverse phenotypes in model organisms can provide valuable insights. However, it remains difficult to disentangle direct
and indirect contributions of the microbiota in disease onset or
pathophysiology. One way to acquire more information on potential mechanisms underlying microbiota-host associations is assessing the metabolic potential of the microbial communities under
study, which requires meta-genomic shotgun sequencing.
Although computationally more challenging and only rarely performed in MGB studies, such data are very valuable to study the
most direct of the proposed microbiota-driven route of MGB communication: the microbial synthesis and degradation of neuroactive
compounds (Lyte & Cryan 2014). Future research will become easier as context-specific tools are developed, such as the recent publication of neuroactive compound metabolism of the human gut
microbiota (Valles-Colomer et al. 2019), which provides a catalog
to facilitate future MGB shotgun meta-genomic analyses.
The MGB field is at an exciting and promising stage. An early
adoption of the latest advances in microbiome research by the
MGB community, with careful study design, appropriate analysis
techniques, and taking into consideration known potential confounders, will promote reliable discovery and lead to earlier translation to clinical application.
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Abstract
The target article suggests inter-individual variability is a weakness of microbiota-gut-brain (MGB) research, but we discuss
why it is actually a strength. We comment on how accounting
for individual differences can help researchers systematically
understand the observed variance in microbiota composition,
interpret null findings, and potentially improve the efficacy of
therapeutic treatments in future clinical microbiome research.

Individual differences, such as diet, biological sex, and social
behaviors, moderate the effect of the microbiome on psychological and biological variables. Although the target article occasionally alludes to the importance of considering the effect of
inter-individual variability, it does not provide a particularly useful or nuanced discussion of how accounting for this variability
can improve the predictive power of microbiome-related variables
on clinical, biological, and psychological outcomes, as well as help
make sense of null effects currently reported in the microbiotagut-brain (MGB) literature. In this commentary, we will briefly
review how exploring inter-individual variability provides an
opportunity for scientists to probe more deeply into the relationship between hosts and their microbes.
Microbiologists are already exploring the effects of individual
differences on the microbiome. In a paper the target article referenced, Clarke et al. (2013) demonstrated that biological sex moderated the relationship between bacterial presence (germ free vs.
conventional) and neurometabolite levels in mice exposed to
stressors. In another study, Benton et al. (2007) found that overall,
probiotic treatment did not have a significant effect on psychometric measures. However, when they accounted for baseline
mood, they discovered the treatment did improve the mood of
people whose mood was especially poor at baseline. By accounting
for individual differences, these authors were able to extract
meaning from what otherwise might have been null effects.
In two recent publications, researchers found further
evidence that accounting for inter-individual variation is key to
uncovering important relationships in MBG research. When
Dill-McFarland et al. (2019) examined the microbiome of romantic couples, they found that couples had more similar microbiomes only when they reported more relationship closeness.
There were no differences in similarity between couples reporting
somewhat close relationships and unrelated individuals. Jadhav
et al. (2018) discovered that striatal dopamine receptors were correlated with microbiome composition, but only for the 15% of rats
that exhibited compulsive, as compared to typical, alcohol consumption behavior.
When examining inter-individual variation in healthy populations, Falony et al. (2016) found 69 clinical and questionnairebased covariates were associated with microbial composition at
a 92% replication rate. These covariates ranged from biological
factors, like stool consistency or medication use, to lifestyle factors, like having pets or one’s chocolate preference. Falony and
colleagues argue that these covariates must be accounted for
when examining the microbiome of individuals with medical
issues, as they can explain a significant portion of the variance
observed in the microbiome independent of disease presence.
This argument is not unique, as scientists have also pushed for
exploring how inter-individual variability in biological and lifestyle factors interact to influence MGB-related outcomes (Wissel
& Smith 2019, p. 13).
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As the target article points out, the media can often sensationalize MGB findings, especially for the therapeutic potential of targeted microbiome treatments. Accounting for inter-individual
variability may help transform these sensationalized promises of
MGB therapeutic treatments into viable therapeutic practices
grounded in careful science. Perhaps the most interesting context
in which to study this is the case of fecal matter transplants, or
FMTs, in which the microbiome is transferred from one person
to another. FMTs are used to treat severe gastrointestinal (GI) disease, such as Clostridium difficile infection, when conventional
treatments, such as antibiotics, fail. There are very strict guidelines
that donors must meet for their stool to qualify for transplantation. However, none of the exclusion criteria include individual
difference measures of mental health. In fact, inter-individual variability in mental health is almost never a factor in donor qualifications, which is quite surprising because there are clear and
consistent findings that mental health is associated with microbiome composition (Liu 2017). Because these important individual differences are not measured at all in most FMT cases,
researchers would have no way of gauging which donor traits
are transferred along with the FMT or if it is even possible to
effectively shift recipient traits with the procedure.
This has two major implications. The first is the potential
harm physicians may be causing their patients by not collecting
these individual difference measures. For example, a physically
healthy person can have non-clinical (or even clinical) levels of
anxiety, which is often associated with specific microbial profiles.
It has been shown in mice that an FMT is sufficient for transferring these anxious traits (Bercik et al. 2011b), so one would think
physicians would want to know if this same transfer is possible in
humans, and if so, prevent it. The second implication is the
potential for MGB to treat illnesses outside of GI disorders.
One of the top and most discussed contenders is treatmentresistant depression. If it is possible to improve psychiatric symptoms with FMTs, this could potentially revolutionize the
approach physicians take to treat illnesses resistant to conventional therapies. The FMTs actively being conducted provide
the perfect opportunity for collaboration between physicians to
measure the microbiome and psychologists to account for
mental-health-related individual differences.
MGB research is in a period of rapid growth, and findings can
become outdated before they are even in print. The target article
focuses on 25 papers that were groundbreaking when published
but, as science has progressed, have become outdated themselves.
As such, the target article misses many of the nuances related to interindividual variability currently developing in the field. By systematically accounting for meaningful individual differences, researchers
can begin to better understand the humans behind the microbes.
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Abstract
Our analysis of microbiota-gut-brain (MGB) research took MGB
to task for some of its methods, concepts, and interpretations.
Commentators then raised numerous issues about the neuroscientific and microbiome aspects of MGB and how it can be
understood as a field. We respond by addressing the dimensionality (scope and depth) and causal focus of MGB.

that paper was to raise issues of importance for anyone interested
in this area of scientific research, with the expectation that further
cross-disciplinary dialogue will contribute to problem solving and
future advances. The commentaries bear out this aim: Each of
them constructively suggests ways in which MGB research can
avoid existing pitfalls and explore new areas of investigation.
We see three main themes in these commentaries, with several
papers contributing to more than one of them (Table 1). Theme 1
is “expanding the neuroscience of MGB research,” particularly to
investigate relationships between microbiomes and brain development and increase insight into potential treatments. Theme 2 is
concerned with “expanding the microbiome analyses of MGB
research” by developing additional bioinformatic, experimental,
and explanatory tools. Theme 3 focuses on “understanding
MGB as a field” from bibliometric, translational, and terminological angles.

Theme 1: Expanding the neuroscience of MGB research
R1. Introduction
Human microbiome research has captured the imagination of
scientists, clinicians, research funders, health providers, and the
public. There are many good reasons for such enthusiastic
responses to the early insights generated from closer scrutiny of
our microbial residents. Not only has a great deal been learned
about these multitudinous occupants of human bodies, but
there are also anticipations of new explanations and treatments
for a vast range of diseases and disorders. Although little of this
promise has been precisely actualized yet, extensive efforts are
underway to bring microbiomes into deeper and sharper focus.
This “second phase” of research in the emerging microbiome
arena is now occurring in one of its newer sub-fields: microbiota-gut-brain (MGB) research.
The broad scope and interdisciplinary appeal of MGB research
are evident in the commentaries on our target article. Our aim in

One of the strongest areas of advocacy in the commentaries is for
closer attention to brain development in MGB research.
Johnstone & Cohen Kadosh, for example, propose that developmental cognitive neuroscience can make MGB research sounder
and stronger. Howell & Tramacere also call for more attention
to behavioural development in relation to MGB research, especially with regard to longitudinal investigations in human subjects. They believe that microbiomes and brain development are
linked to breast milk and are very enthusiastic about recent findings in Carlson et al. (2018), as are Kelsey & Grossmann. Kelsey
& Grossmann go on to urge “mapping [of] the development of
the microbiota-gut-brain axis during human infancy.” They criticize us for having “overlooked” the role of the human microbiome in brain and cognitive development, although they are
blaming the messenger here. As Alberts, Harshaw, Demas,
Wellman, & Morrow (Alberts et al.) observe, it is the 25 most

Table R1. Three general themes categorizing the commentaries on the target article “Microbiota-Gut-Brain Research: A Critical Analysis” by Hooks et al.
Theme 1: Neuroscience+

Theme 2: Microbiome+

Theme 3: MGB as a Field

Neuro/cognitive development
Johnstone & Cohen Kadosh
Azhari, Azizan, & Esposito
Kelsey & Grossmann
Howell & Tramacere
Alberts, Harshaw, Demas,
Wellman, & Morrow

Microbiome analyses
Alberts et al.
Wissel & Smith
Valles-Colomer, Falony,
Vieira-Silva, & Raes
Blakeley-Ruiz, McClintock, Lydic,
Baghdoyan, Choo, & Hettich

Bibliometric issues
Borghi et al.
Ostinelli et al.
Wissel & Smith
Alberts et al.

Techniques and mouse models
Aarts & El Aidy
Alberts et al.

Microbiome function
Andreoletti & Rescigno
Blakeley-Ruiz et al.
Aarts & El Aidy

Translation: from multidisciplinarity to
communication
Andreoletti & Rescigno
Gligorov
Birk
Wissel & Smith

Neurotherapies: probiotics and
prebiotics
Borghi, Vignoli, & D’Agostino
Korte & Korte
Dalile, Van Oudenhove, Verbeke,
& Vervliet

Microbiome causality: specific entities
Fetissov
Clark
Lynch
Dalile et al.
Causal explanation and complexity
Johnstone & Cohen Kadosh
Lynch
Borghi et al.
Valles-Colomer et al.

Terminology: stress
Birk
Dysbiosis
Johnstone & Cohen Kadosh
Andreoletti & Rescigno
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cited MGB articles that have given cognitive development little
attention. Our target article did in fact address some conflicting
claims in those 25 papers about critical neurodevelopmental
periods.
Azhari, Azizan, & Esposito (Azhari et al.) start out somewhat
differently, by saying that our target article proposes that “the
mere presence” (para. 1) of gut microbiota should be considered
developmental signals and not specific causal agents (although we
do not say exactly this, we are happy to listen to evidence and reasons for this position). Azhari et al. go on to argue that although
the fetus does not have a gut microbiota (despite some artefactual
findings), maternal inflammatory responses to bacterial or viral
infection need prime consideration with regard to their impact
on prenatal neurodevelopment. Azhari et al. are thus urging us
(and MGB researchers) to consider the microbiota as an “intermediary system,” rather than a “direct causative agent” in the
case of neurodevelopmental disorders such as autism.
Fetal responses to maternal inflammation may indeed be one
avenue of insight into cognitive neurodevelopment. Earlier fields,
such as psychoneuroimmunology, successfully showed how
maternal infection-induced inflammation alters offspring behaviour. However, many MGB researchers might worry that Azhari
et al.’s focus on maternal inflammatory products puts the
microbiota at a causal remove. In other words, the microbiota,
or specific components of it, become not the most proximate
causes of particular phenotypes but more distal causal contributors. Not everyone will see this as the right way to understand
microbiome causality, which is a topic we discuss at length in
Theme 2. Moreover, we are not as sure as Azhari et al. that
“specific species of microbes” are not key parts of these causal
chains. Although an increasing amount of MGB research refers
to neuroimmune interactions, a pressing question is whether
and how the experimental investigation of inflammation can
be integrated with broader microbiome surveys. As we discuss
in Theme 2, homing in on testable causal factors is not so
easy when the microbiota is seen as an aggregated mass of
potential causality that is embedded in diverse systems of causal
interaction.
Assessing causal contributions from microbiomes is crucial
whatever the phenomena being explained. MGB and other microbiome research is concerned not only with disease, but also with
“normal” human features. An impressive number of our commentators are keen that our reflections on MGB research include
additional attention to the relationship of microbiota to cognitive
development (see Table 1). We are happy to oblige by focusing on
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a paper acclaimed by two commentaries as exemplary: Carlson
et al. (2018). This paper examines the microbiomes of 1-year-olds.
It finds there are different “types” of microbiome composition
(similar to adults), and that breastfed children have lowerdiversity microbiomes that also correlate with greater language
development at 2 years old. Although this study certainly has
some promising elements, we are not sure it will push MGB
onto a better track in the ways Howell & Tramacere and
Kelsey & Grossmann believe it will. Let us outline briefly why.
First off, Carlson et al. (2018) are focused on correlations, in
this case primarily between microbiome diversity and cognitive
markers (language). The study explicitly denies positing a causal
relationship but uses other terminology to hint at such connections (e.g., “the development of the gut microbiome … support
[s] cognitive development” [p. 157]; “gut microbiota influences
brain development during a critical period” [p. 154]). But, in
fact, all these correlations could also be explained by other variables measured in the study, particularly the nutritional benefits
of breast milk and – more implicitly – parental care regimes
(see our Fig. 1). It is not clear why microbiota were not sampled
at 2 years (when language development was assessed), especially
when the authors push hard on a stage-like model of microbiome
development (e.g., “delayed maturation of the microbiome”
[p. 154]).
We agree that it is interesting to find less diverse microbiomes
correlating with the desirable host state (more language), but this
is simply because it inverts the often fallacious assumption that
less diverse microbiomes correlate with disease (see, e.g.,
Johnstone & Cohen Kadosh; for why this is a fallacy, see
Shade 2017). Making lower diversity “positive” probably does
not avoid the shallowness of diversity correlations with host states.
A potential treatment suggested by Carlson et al.’s findings is that
the repeated administration of antibiotic treatments could deplete
the infant’s microbiota and raise cognitive attainments. The
authors do not state this explicitly, but they discuss how antibiotics “delay microbiota maturation,” that “immature” microbiota
are less diverse, and that less diverse microbiota associate with
higher cognitive outcomes. The final inference is easy to make.
Fortunately, nobody is yet proposing this therapy, which indicates
to us that the study’s findings are recognized as missing crucial
variables and pathways. In short, although we feel sure that attention to cognitive development is a good aspect to elaborate further
in the MGB literature, study designs of this sort are more likely to
add to the litany of problems outlined in our target article rather
than solve them.

Figure R1. Correlations revealed in Carlson et al. (2018)
are represented by solid lines, and those previously
reported in the literature are represented by dashed
lines (e.g., Mahurin Smith 2015; Regan et al. 2013).
Arrows indicate the most likely directions of influence
(positive and negative). The double arrow between
“microbiome clusters” and “α-diversity” indicates that
although the paper finds these measures to be “independent,” the relationship between the two is necessarily mutual. Carlson et al. mention parental care regimes
only implicitly (i.e., “environmental factors associated
with this sociocultural construct” of ethnicity [p. 154]).
We take this to mean that different ethnic backgrounds
can impact key variables such as how parents support
infant learning and how they follow nutritional and
medical guidelines.
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R2.1. Techniques and mouse models
Other commentaries focus more closely on specific neuroscientific techniques that could potentially contribute to MGB insights.
Aarts & El Aidy suggest that brain imaging in the form of functional magnetic resonance imaging (fMRI) may increase the
depth of neuroscientific knowledge in microbiome-related investigations. They cite a handful of studies that have done just
that. Even though there are limitations to what fMRIs reveal
(Klein 2010; Logothetis 2008), we agree that brain-imaging methods have the potential to provide more detail about the activation
of brain structures in relationship to microbiome conditions.
Other visualization techniques (not just fMRIs) might also reveal
associations between visualized brain states and microbiome composition; again, they may not (e.g., Carlson et al. 2018). Although
everyone has his or her favourite technique, it is not always the
case when a field is new and still developing that “more is better”
all the time. Moreover, it is not at all clear that additional types of
data are what are needed to push microbiome-brain findings over
the causal threshold.
Alberts et al. emphasize the developmental importance of
parent-offspring interactions for gut microbiome colonization
and make a plea for more careful behavioural approaches. They
are disappointed that we believe there are limits to mouse models
of human disorders, which they think is not justified because of
the “evolutionary conservation of core mechanisms” (para. 7).
The problem we see is that there is little evidence that these claims
are true for many aspects of behaviour. Assuming shared evolved
mechanisms for human and rodent behaviour is part of the methodological and translational problem indicated by our target article. Alberts et al. go on to argue that “sophisticated experimental”
use of germ-free animals will advance the field and allow mechanisms to be postulated and therapies to be discovered. They suggest the answers lie in “methods that are sensitive, objective, and
sufficiently nuanced to capture social behaviour” (para. 3).
In contrast, we believe that even optimal methods for measuring social behaviour in mice are just as likely to provide evidence
for species-specific behavioural patterns, rather than conserved
core behaviours relevant to all mammals. These species-specific
behaviours will probably be much harder to compare to human
behaviour in general, let alone mental disorders, than the study
of one or two parameters in rodents that are supposed to reflect
one symptom of a human condition. In addressing this issue of
human-mice comparability, Kelsey & Grossmann argue that we
should have paid more attention to “humanized mouse models”
(para. 4), in which human microbiota are transferred into mice.
Possibly, but there are also well-known problems in transplanting
human microbiota into mice (see Arrieta et al. 2016; Nguyen et al.
2015). These problems greatly exacerbate the basic translational
obstacles we noted in our target article; Birk also points to
these challenges. Mouse-human translation becomes even more
troublesome when treatments derived from mice studies are
applied to humans. A recent study (also noted by Korte &
Korte) demonstrates how probiotics often fail to colonize mice
intestines, whereas humans may have far more individualized colonization responses and hence different modes of potential host
impact (Zmora et al. 2018).

R2.2. Therapies
The greatest treatment hopes of MGB and some broader microbiome research are probiotics and dietary interventions. Kelsey

& Grossmann think the probiotic aspect of MGB research is
“somewhat overemphasized” (para. 5). We concur, on the
grounds that these are not straightforward therapies, as our target
article discussed. Korte & Korte agree and go on to urge more
careful hypotheses about how probiotics might affect host physiology. They encourage attention to new research that reveals a
“personalized” response to probiotic therapy (Zmora et al.
2018). Therapeutically, this means that different strains of probiotic bacteria (i.e., below the species level) may have to be used on
very specific populations of people. A personalized approach also
means that different probiotic organisms may help different conditions, and that detailed diagnosis and treatment plans would
have to accompany any therapy. Doing so would undermine
expectations of generic probiotics able to provide a fast universal
fix of conditions ranging from anxiety and Alzheimer’s to
schizophrenia and Tourette’s syndrome. The scientific detail
required for personalized probiotics undermines the DIY appeal
of such therapies. More personalized probiotic treatments
might also not be so attractive to commercialization (see the
Supplementary Material that accompanies our target article)
because of decreased consumer bases.
Expanding the treatment theme further, Dalile, Van
Oudenhove, Verbeke, & Vervliet (Dalile et al.) note that our target article ignored research on prebiotics, which are foods believed
to favour “good” microbes in the gut; prebiotics may also refer to
any dietary fibres that are primarily broken down by microorganisms. It is true we do not even mention prebiotics in our target
article, but that is simply because the 25 most cited MGB articles
paid them no attention. Dalile et al. argue that prebiotics are therapeutically better than probiotics, and to substantiate their claim,
they discuss a systematic review of prebiotic-microbiome studies.
Although it is always useful to draw on comprehensive analyses of
a topic, we are concerned that many of the problems present in
probiotic research would manifest themselves in prebiotic and
other food-based studies. Dalile et al. suggest that prebiotics are
good therapy because they increase the numbers of certain bacteria (or their fermentation products) that correlate with neurobehavioral benefits. However, it is not obvious to us how
universally “good” any strain of bacteria can be for mental health;
plus, dietary confounding is a recognized problem in microbiome
research. In a nutshell, we do not think there is sufficient evidence
of sufficient quality to warrant Dalile et al.’s conclusion that “prebiotics have a higher potential than probiotics [for] causal claims”
(para. 6) about microbiomes, brains, and behaviours.
To add to the complications of microbiome-oriented therapies,
Borghi, Vignoli, & D’Agostino (Borghi et al.) note that poor
nutritional and feeding habits are common in patients with mental illness. Their commentary then provides more data showing
correlations between diet and mental health disorders. We think
they may be implying that altered diet can be a common cause
that leads both to host disorders and “reduced diversity microbiota.” This is by no means the same as saying the microbiota
is the causal agent; instead, it could be merely a causally unrelated
correlate of disease. We address the issue of causality in more
detail in Theme 2 but agree that however microbiome causation
of disease is understood, it must be investigated in the context
of diet. Most human microbiome research does this already but
does not always carefully analyse the causal structure of the relationships between diet, microbiome composition, and health
(Lynch et al. 2019). Other commentators (Valles-Colomer,
Falony, Vieira-Silva, & Raes [Valles-Colomer et al.]; Aarts &
El Aidy) also point to additional confounders in microbiome
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studies such as intestinal transit time, inflammation, and medication. More attention to causal structure (i.e., common causes,
confounders, causal order, and causal interactions) would certainly help with the evaluation of causal hypotheses in MGB
and other microbiome research.
R3. Theme 2: Expanding the microbiome analyses of MGB
research
We are fully aware that microbiome research is by no means
standing still and it is good to hear more about improvements.
Several commentaries elaborated on how methods of microbiome
analysis have advanced, even in the last year or two. VallesColomer et al. outline evolving methods and standards for microbiome data generation and analysis, and so do Blakeley-Ruiz,
McClintock, Lydic, Baghdoyan, Choo, & Hettich (BlakeleyRuiz et al.). Echoing them, Alberts et al. suggest that Knight
et al. (2018) point the way toward better microbiome methods.
We also cited this paper in our target article as one of several
recent reviews that discuss progress in the context of problems
that remain to be solved.
A major methodological issue has to do with the quantification
of microbiota and microbiomes. Both Borghi et al. and VallesColomer et al. mention that the density of intestinal microbiota
(“microbial load”) varies substantially among healthy people
and is consistently lower when hosts have disorders such as
anorexia nervosa or inflammatory bowel disease. Standard
sequencing analyses do not take such quantitative characteristics
into account. More generally, because microbiome sequence
data are usually expressed as ratios, even the overgrowth of one
bacterial species can bias reported proportions of taxa and thus
increase false discovery rates of patterns associated with diseases.
Although there are now statistical tools that can deal with such
issues (see Knight et al. 2018), Valles-Colomer et al. discuss the
advantages of absolute quantifications of bacterial taxa. These
quantifications can be achieved by supplementing sequence data
with direct cell counts. Not only does this method overcome proportionality biases, but it also adds information on the quantity of
bacteria present, which may indeed be relevant to disease outcomes in the host.
Wissel & Smith focus on a different problem of relative differences in microbiota. They claim that our “article suggests interindividual variability is a weakness of microbiota-gut-brain
(MGB) research” (abstract). To clarify this point, we believe person-to-person variation in microbiome composition is an inevitability that is difficult to deal with and is seldom dealt with
adequately. Wissel & Smith report that some MGB research
does indeed engage with the inter-individual variation of microbiome composition, but all their examples are class based rather
than individual based (e.g., fairly coarse microbiota differences
classified by host sex or host “mood”). We think these commentators are using the term “inter-individual variability” in a different sense than is usually the case in microbiome research. It is an
important topic: on that we agree.
What is standardly meant by inter-individual variability is that
each person possesses a unique and fairly stable gut microbiome.
The taxonomic composition of microbiomes in the intestines of
any two human hosts may look quite different from each another,
which means it is difficult if not impossible to find clear microbiota “types” that are reliably associated with general host states
(Gilbert et al. 2018; Human Microbiome Project Consortium
2012). Implying there is a generally “optimal” microbiome for a
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particular phase of life (as Howell & Tramacere suggest) is
quite problematic in light of this variability. At present, there is
no real consensus on how to deal with the inter-individual variability of the microbiota. Taking a very coarse-grained taxonomic
approach in order to find more similarities between individuals
leads to coarse-grained findings, some of which are cited by
Wissel & Smith. The most successful approaches so far have
focused on specific bacterial taxa within each microbiota, or
they have attempted to analyse bacterial function.
Function refers to the ways in which microbiota can interact
with and affect the physiology of the host, immunologically and
metabolically. Andreoletti & Rescigno believe that a taxonomybased approach “has been abandoned already in favor of a functional account” (para. 5). However, it is well-known that a large
amount of microbiome research continues to use biomarkers
for taxa, as, for example, Valles-Colomer et al. observe. Even
when microbiome analyses are concerned with function, the situation is not straightforward. Currently, the functions of
sequenced genes in the microbiome are predicted by comparing
those sequences to similar ones that have a known function
(i.e., from earlier experimental evidence or bioinformatic predictions). However, many microbial genes have not been studied in
sufficient detail and so are designated “unknown” and excluded
from the analysis. In other words, much functional information
is still missing.
Recently, researchers have begun to investigate not only the
simple presence of genes in microbiomes, but also the completeness of the functional pathways in which they act (Franzosa et al.
2018). Doing so changes the focus from reporting the presence of
one or two genes in the same pathway to evaluating whether the
right genes in sufficient numbers are present in the microbiome
for various multistep functions to be actualized. However, this
approach raises yet another issue of treating the microbiome as
a “soup,” in which each microorganism, gene, or metabolite is
free to interact with all the other components. This is not the
case in the mammalian gut, which is compartmentalized by the
epithelial gut barrier and different layers of mucus.
Most importantly, the mere presence of a gene in a microbiome is no indication that it is functional within the gut. A better
focus is gene expression, which if it occurs suggests function,
especially when expression profiles are coupled with presence of
either proteins or metabolites that are linked to gene action.
Blakeley-Ruiz et al. advocate more attention to the “active”
aspects of the microbiome as divulged by methods called metatranscriptomics (analysis of all the transcription products of
microbiome genes), metaproteomics (analysis of all the expressed
proteins of microbiome genes), and metametabolomics (analysis
of all the metabolic products of microbiome reactions). These
newer techniques are indeed promising, but each of them in
turn has inherent issues to do with data collection and interpretation (Knight et al. 2018). Most problematically, these dataintensive methods increase the scale and complexity of data gathering and analysis, which is already a challenge just for gene
sequences (see Aarts & El Aidy for a discussion).
Much microbiome research outside MGB can be thought of as
“data driven” rather than experimentally driven. Large-scale
molecular studies (such as metatranscriptomics, etc.) can be complementary to hypothesis-driven research, meaning the two can
work in tandem: The former can describe the state of the system
and generate possible hypotheses for further examination,
whereas the latter can answer very precise questions about that
system (Kell & Oliver 2004). But large data-driven studies are
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sometimes dressed up in the literature as hypothesis driven when
in fact they are merely fishing around for hypotheses. Aarts & El
Aidy mention how hypotheses can be formulated post hoc and
then presented as if they drove the study in the first place. In addition, say Aarts & El Aidy, only some significant results from a
variety of statistical tests may be presented and the non-significant
findings not even mentioned. “Hypothesis-driven intervention” is
Blakeley-Ruiz et al.’s more general suggestion for the future of
microbiome research (para. 8), but this oft-preferred view of scientific practice is not so easy to implement when large-scale data
sets and hundreds of variables are involved, as Borghi et al. point
out.
R3.1. Causal explanation
As we emphasized in our target article, a major issue in all microbiome research, and particularly MGB research, is how to detect
and evaluate causal relationships. When seeking ways forward,
it can be useful to turn to philosophy of science and see what it
has to say. Korte & Korte suggest that “the field of MGB research
would greatly improve when more attempts are made to falsify the
hypothesis (Popper 1963)” (para. 1). A flood of philosophical ink
has been spilled over the last few decades on examining Popper’s
rather appealing characterization of good science. The general
conclusion of this massive literature is that Popper’s abstract
methodology of falsification is an ideal of good science that simply does not really reflect how science works; even Popper eventually reached this conclusion (Thornton 2018). This is especially
the case in today’s life sciences, which value positive findings and
may not always be driven by hypotheses at every stage of inquiry.
Nevertheless, without worrying too much about the truth or falsity of “falsificationism,” it is good general practice to try to formulate and test hypotheses about causal processes. For us, the
question is whether broad reference to “microbiomes” (compositional or functional) will really allow causal hypotheses to be
tested and clear conclusions drawn.
This key topic emerges in a subset of commentaries that examine whether microbiomes as a whole are the causal agents of
brain-behavioural disease and health states, or whether specific
components of the microbiome are what should be understood
causally. In tackling this topic, Lynch addresses whether whole
microbiome explanations will succeed, or whether explanations
involving particular microbes (or small groups of different
microbes) are more likely to be successful in accounting for
host phenomena. Using the criterion of “proportionality”
(found in explanations in which causes are proportionate to the
effect), she suggests smaller-scale causality is the way forward
for MGB. However, Lynch also notes how microbiome research
(or its media uptake) is particularly attached to much broader
and vaguer “microbiome” explanations. This is rather odd in
light of a historical view of genomics, she observes, which has
always sought proportionate gene-based explanations rather
than disproportionate whole-genome ones. Some sociology of science may eventually illuminate this curious trend in microbiome
research.
Clark largely echoes Lynch’s advice, pointing specifically to
neurotropic enterovirus research as “demonstrating causal relationships between gut-brain-axis status and infected host
health, development, behavior, and mind” (para. 2). Microbiome
researchers used once to focus exclusively on the bacterial components of gut microbiota, but these days, they are increasingly concerned with the viral components (or “virome”) of gut microbial

communities. A “virome” focus seeks to understand not only all
of the viral groups in the gut, but also their interactions with prokaryotic and eukaryotic microbes in relation to host health
(Pfeiffer & Virgin 2016). These interactions are barely understood
at present, largely because experimental exploration of the virome
is limited. Although work on neurotropic enteroviruses precedes
microbiome research by many years and is limited to a very specific range of viruses, it is an example of how insights into causal
relationships are facilitated by having a more specific experimental focus, be that organismal, viral, or molecular.
Fetissov too argues along these lines when he proposes that
microbiota effects on behaviour are potentially related to the generation of antibodies against gut microbial components, which
then recognize mammalian peptide signalling molecules.
Although any particular claims about causal entities and mechanistic pathways might be questioned, homing in on specific relationships such as a recognized group of organisms, molecules, or
viruses is likely to be more experimentally tractable and generate
more precise findings. Conversely, after proposing neurotropic
viruses as causal agents of disease, Clark dwells on “cosmopolitan
virus-microbe relations” (para. 2), which are again broad and
unclear. We suggest that as soon as the research focus moves to
this more general and unspecified level, problems with attributing
causality are likely. Alberts et al. think researchers can have it
both ways: They can consider “the microbial community in its
entirety” even while looking for “missing or over-represented”
microorganisms that just might be implicated in host phenotypes
(para. 5). This is reasonable advice, but being able to do the latter
already relies on decomposing the “entire community” and knowing what each individual microbe does to the host. MGB and
other microbiome research is not able to do this yet except for
a small selection of microorganisms.
In a similar vein, Johnstone & Cohen Kadosh believe that
developmental cognitive neuroscience (DCN) is well equipped
for “establishing causal relationships between dysbiosis and mental health problems” (para. 5). They see DCN as multilevel and
multifactorial in its explanations, and argue that this allows the
specification of mechanisms and the identification of causal relationships from correlational ones. Although strategies to improve
the scientific understanding of complex phenomena are essential,
DCN is probably not alone in having the potential to provide a
helpful perspective. Psychoneuroimmunology, for example, is
another field that may be operating in a similar spirit (e.g.,
Konsman et al. 2002). Although Johnstone & Cohen Kadosh’s
short commentary is not detailed enough to lay out how such
causal explanations have been achieved in DCN, we doubt that
any of its putative explanatory success depends on positing largescale complex entities without decomposing them and experimenting with individual components one by one. After that, of
course, these components can be recomposed into larger networks
of causal influence, but the initial breakdown is crucial for detecting experimental effects. We fully acknowledge Borghi et al.’s
emphasis on the complexity of interactions between the gut,
brain, and microbiota but think that a more traditional emphasis
on the experimental targeting of proportionate and specific causes
will make steps in the right direction.
R4. Theme 3: Understanding MGB as a field
As we noted several times in our target article, MGB is still an
emerging field of research. That means snapshots taken now of
its achievements will not necessarily match what it becomes
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tomorrow – in particular, it means that current failings do not
necessarily dictate the future of MGB research. Our commentators address several aspects of how a new field such as MGB
can be understood and elaborate on the problems that plague
this formation process.
R4.1. Bibliometric issues
Ostinelli, Gambini, & D’Agostino (Ostinelli et al.) find that our
bibliometric methods are deficient, particularly because at least
one highly cited MGB paper was missed in our original analysis.
To them, this indicates “cherry-picking.” Moreover, they argue,
high citations are not good sources of evidence because the former can occur for bad reasons (provocation, etc.). They believe
we did not distinguish adequately between article types or citation
sources. They also suggest we should have included “systematic
reviews” and not excluded the large numbers of MGB reviews
our literature analysis found.
Borghi et al. also say that a focus on top-cited papers is bad
methodology. Moreover, recent MGB literature has better microbiome analyses. They say generally that MGB is a new field and
that it is just a matter of time before the research situation
improves. Wissel & Smith echo this position when they say
that looking at top-cited papers is biased in favour of outdated
ones. Clark also notes that our perspective is based on “25 narrowly chosen literature examples” (para. 2), and he prefers to
pay attention to some less cited material that is able to demonstrate causal relationships (see Theme 2).
These comments require us to reiterate the “snapshot” methodology of our target article. As we stated in our target article,
we selected these 25 papers because of their centrality to the established experimental core of MGB. Their “most cited” status indicates these papers have influenced the field, in terms of their
findings, methodologies, and conceptual machinery. By focusing
on them, we hoped to delve more deeply into an influential corpus of work than we could have if we had conducted only a shallow survey of the entire body of literature. It did not escape our
attention that a focus on “top-cited” papers would mean leaving
aside more recent and potentially improved work in the field.
We do not believe that citations are the apotheosis of bibliometric
analysis, but citations do mean researchers are paying attention
and often gaining inspiration and structure from these influential
papers.
We also made very clear that we were not carrying out a systematic review, and even that we thought it was probably too early
to do this for MGB, which is not only fairly youthful in its career,
but also quite diverse. It will be difficult to compare effectively its
different methods, data, and hypotheses not only now, but also for
the field as a whole in the future. However, we take this opportunity to remind readers of systematic reviews and meta-analyses of
microbiome and obesity correlations and experiments, which
showed that accumulated findings were inconsistent, whether
concerned with bioinformatic patterns or experimental effects
(Duvallet et al. 2017; Sze & Schloss 2016). MGB research is concerned with many more host phenomena than obesity, but we
suspect that sub-categories of research (e.g., depression-related
MGB) might find themselves in the same position as obesity
when systematic reviews and meta-analyses are eventually
conducted.
We further note that the highly cited paper Ostinelli et al. say
our methodology missed (Berer et al. 2011) did not fit our specifications. We searched for highly cited articles linking
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microbiota/microbiomes and brain-behaviour phenomena. The
“missed” article is about connections between the microbiota
and multiple sclerosis, which is a neurological disorder rather
than a behavioural or mental state. From our perspective, it is
therefore not fully relevant to the body of work we loosely refer
to as MGB. In other words, although we do not claim that our
bibliometric exploration of the field is perfect, this single example
of an important but omitted article is not compelling. However,
perhaps this means that Ostinelli et al. have a different conception
of what counts as MGB and think it should include basic neurological disorders. We agree we did not make this exclusion as clear
as it should have been in the target article.
Clark makes a general point about whether top-cited articles
can accurately depict trends in a field. His solution is to turn to
meta-analyses, particularly to capture less cited but more robust
findings. As we said in our target article and again in this
response, there are major issues of when it is timely in the emergence of a field to do such studies. One consequence of thinking it
is too early for systematic reviews and meta-analyses might be that
MGB research is not yet a fully formed field. There are no universal definitions of what constitutes fields of research, but it is probably unobjectionable to describe them as loose collective research
endeavours that use different tools to illuminate shared but fairly
general research questions. Most clearly, perhaps, a research field
tends not to be described as an established discipline and hence is
free to draw on many different disciplinary tools and perspectives.
This proclivity is both a strength and (sometimes) a weakness of
MGB research.
R4.2. Translation
Translational issues abound in MGB research, where they range
from mouse-human translation problems to how scientific findings
are translated across disciplines and then into media reports, everyday talk, and health regimes (all discussed in our target article).
Issues of multidisciplinarity lie on the “inward-facing” end of translation, which is concerned with overcoming internal barriers to scientific success. Put another way, translation needs to occur between
disciplines for MGB to work. Andreoletti & Rescigno raise the
possibility that the issues discussed in our target article are “typical
of an emerging multidisciplinary field” (para. 1). They recommend
seeking advice from experts to improve matters. To us, this recommendation falls a bit short with regard to the practical demands
and everyday difficulties of multidisciplinary research. Aarts & El
Aidy have narrower but more concrete suggestions that revolve
around trial registration and preregistration. They believe that having formal requirements for clear hypotheses in advance of inquiry
will help the field develop more rigorously as disciplines continue
to interact and make potential MGB findings.
On the outward-facing (or publicly oriented) end of the translation spectrum, Gligorov speculates as to whether or not commonsense conceptions of health are revised by scientific
discoveries. She distinguishes between easily revised common
sense (beliefs that share similarities with scientific findings) and
more intransigent common sense (beliefs that are in opposition
to scientific findings). We are sure it will be worth doing some
solid research on this topic but want to go back to the single mention of common sense in our target article. There, we discussed
the advantage sometimes taken by scientists of commonsense
beliefs.
Numerous MGB articles, reviews, and popular press pieces (as
well as one of our commentaries) play on the phrase “gut
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feelings.” Some elaborate why using this phrase is an appropriate
vindication of ordinary thinking. For example, one MGB review
suggests that “in daily life, we use common phrases such as ‘butterflies in my stomach’ or ‘I have a gut feeling’ to articulate our
intuitions, the first warning signs when something is wrong.
This concept that the gut can reveal, or even predict, our thoughts
and feelings is one that is ingrained in our psyche and is now
gaining the attention it deserves in the scientific literature”
(Cowan et al. 2018, p. 1). They go on to say that such intuitions
have something to do with the gut-brain-axis, which now includes
the microbiota (hence MGB).
We fully understand how tempting catchphrases can be and
why connections between “folk” uses of language might be
made in scientific research areas. But there is seldom any straightforward relationship between folk use and scientific terminology,
as detailed investigations of folk and scientific concepts such as
“species,” “innateness,” “free will,” and “causation” have shown
(e.g., Griffiths 2002; Hunn 1976; Nichols 2004; Norton 2003).
Even without thinking too hard, it should be obvious that
whatever microorganisms are doing in our gut, these activities
simply will not translate into “thoughts and feelings” in any
comprehensible sense. Our main reason for urging caution with
such appeals to commonsense terminology is because of the
tendency to “oversell” microbiome research in general (Eisen
2017) and MGB in particular (as outlined in our target article).
One of the temptations to oversell can come from appeals to commonsense notions, when these verbal vehicles may already come
with strong and potentially incompatible perspectives and may
simply not capture at all the phenomena the science is
investigating.
For example, Wissel & Smith mention findings about “the
microbiome of romantic couples” (para. 3) when they cite a
recently published study (Dill-McFarland et al. 2019). It finds
that married couples reporting “closeness” have more similar
microbiomes than less close spouses, non-spouses, and even siblings. This article explains these correlations as attributable to sustained marital intimacies that presumably transfer microbes from
one spouse to the other. Caregiving relationships that involve personal hygiene probably achieve similar effects. But by reporting
this study with the label “romantic” (never mentioned in the
cited paper), and then immediately invoking a microbiomeneurotransmitter correlation from another paper, Wissel &
Smith might be thought to offer up these findings to the very sensationalism they criticize. We expect to read headlines any day
now saying, “Microbiomes responsible for romance!”1 One of
the points in our target article was that scientists too have to
take responsibility for their language and interpretations, and
talking about “romance” rather than close cohabitation effects
on microbiome composition is not going to help the field’s relationship with media.
Clark partly defends the use of some catchy phrases saying
that “many playful, flashy, even personifying interpretations and
labels, now common to modern-day multimedia presentation
styles, enrich the public’s imagery of difficult-to-learn science
concepts” (para. 3). Although we think this can be justified in
appropriate contexts, there is also a very fine line between finding
good metaphors to communicate science to non-specialists and
over-simplification accompanied by false promises. Borghi
et al. notice “pressure towards public engagement for professionals without specific training in science communication” (para. 1).
There is a whole academic discipline of science communication
out there – in most universities, in fact – and working with this

discipline might be valuable for MGB research, scientific groups
in general, and the future of science.
R4.3. Terminology
Being careful with language is not just about wording, but also
conceptualization and operationalization. Birk urges MGB and
other researchers to be more precise about the use of the term
stress. He locates several definitions in our sample of highly
cited MGB papers and finds “no coherent theoretical paradigm
and … very different methods of inducing ‘stress’” (para. 2).
Our target article noted efforts to avoid anthropomorphizing of
anxiety and depression, yet this does not happen with “stress,”
observes Birk. He gives very good examples of problems with
the unqualified use of this term, which occurs well beyond the
MGB area of research. We greatly appreciated his concluding
salvo: that rather than grand discussions of microbiomes and
their impact on the human self (as is done in Rees et al. 2018),
the field needs to deflate itself to deal with basic operationalization of terms.
Birk also shows that “social” is another inconsistently
deployed concept in rodent behavioural tests. He goes on to
argue more generally that all scientific terms and concepts need
careful operationalization. We agree wholeheartedly. Our pet
peeve in MGB research and beyond is the term “dysbiosis.”
Johnstone & Cohen Kadosh, for example, take the term to be
part of established microbiome explanations. For them, “dysbiosis
has been shown to be related to symptoms of anxiety and depression,” and that there are “consequences of dysbiosis [that are] particularly critical during development” (para. 3). They suggest that
improved MGB research can be achieved simply by taking into
account “the timing of dysbiosis” (para. 3). Andreoletti &
Rescigno likewise believe that dysbiosis contributes to disease,
and that it is a generic phenomenon untroubled by the interindividual variability of microbiomes.
As we outlined in our target article and have addressed in earlier work (Hooks & O’Malley 2017), the term dysbiosis suffers
from loose and messily overlapping definitions that often tie disease diagnosis and explanation together in a vicious explanatory
circle. By throwing the term around so liberally (in the broader
microbiome field, as well as MGB), causality is further obscured.
Rather than talking about mere “changes” or “reduced diversity”
in microbiomes as drivers of disease (e.g., Johnstone & Cohen
Kadosh), researchers would be considerably better off specifying
which fine-grained taxa are increasing or decreasing, their potential or actual roles in the causal pathways that lead to disease outcomes, and whether many of the microbes might simply be along
for the causal ride when the host is diseased. All of these aspects
of host-microbiome relationships are beginning to be addressed in
broader microbiome research but have some way to go.
Alberts et al. try to avoid the conceptual issues of dysbiosis by
referring to microbiomes as “dysregulated” instead of “dysbiotic.”
Borghi et al. refer coyly to “unbalanced ratios” of microbiota
composition. Do these rewordings avoid the problem? We do
not think so. First, there is no evidence that the microbiome
should be treated by the host as a unitary entity that can be regulated to achieve a definitive desirable state rather than less desirable ones. Microbes come and go and compete furiously among
themselves and with the host (Foster et al. 2017). Discussing stable states as “homeostasis” (the supposed opposite of dysbiosis)
misleads about the dynamics producing such states. Although
there may be microbiome states that have specific pathogens
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that affect host health, it is simpler and more accurate to refer to
those taxa. If the microbiota is influenced by diet, and the diet
seems to have effects on both host and microbiome composition,
it is more straightforward to say just that. As for balance, this is
the revival of an antiquated notion of thinking about health,
and there is neither evidence nor theory to warrant claims
about microbiome imbalance as a mechanism for disease
(Olesen & Alm 2016).
When referring to “dysbiotic microbiota,” Fetissov argues for a
focus on “specific bacteria in modulating brain function and
behaviour” (para. 1). This, we suggest, identifies very nicely
where the true problems of the term dysbiosis are located along
with their potential solutions. Although attempts have been
made to identify “dysbiotic” signatures of whole microbiomes,
ultimately, very particular groups of microbes are probably producing the harmful effects on the host (as Lynch notes, this is a
more “proportionate” causal explanation than the whole microbiome). In such a situation, there is no need to mention “dysbiosis.” Instead, it will be sufficient to specify which organisms are
doing what and how these relationships hold under distinct
(experimental) conditions. Ultimately, the issues to do with dysbiosis come back to the causal uncertainty of microbiome
research, which has come up repeatedly in these three themes
and the commentaries grouped under them.

R5. Core conclusions
We identified three major themes in the commentaries on our
target article (Table 1). However, another way to categorize
them is by dimensionality of the field and the causal nature of
its findings.
Dimensionality refers to the calls made in multiple commentaries for more depth and scope of methods, so that
MGB (and probably microbiome research more broadly) can
understand microbiota across different populations, circumstances, and timescales. Although sometimes adding extra
dimensions can simply look like throwing more methods or
data at a problem, if we interpret this advice in the constructive
sense it is offered, these commentaries have the much more
justifiable aim of trying to gain closer insights into microbiome
diversity in order to explain their effects on brain and behaviour more precisely.
But to explain any phenomenon is ultimately to achieve causal
insight into it, and this is the second core demand of the commentaries. They suggest how to address causality: from specific
angles (e.g., particular causal entities; function-based accounts)
and within broader frameworks (e.g., complex causal networks;
criteria of causal explanation). Most of our commentators see
more robust causal attributions as the mandatory next step forward for MGB and microbiome research in general.
We noted in our target article how MGB is salutary in its focus
on gaining experimental insights into connections between the
microbiome and the brain rather than accumulating yet more
high-throughput data. We applauded how these insights may
eventually lend themselves to causal interpretations. What we
questioned, and many of our commentators have now echoed
and elaborated, is how justified many current causal interpretations are. We are delighted to see such a strong consensus on
this core issue and look forward to seeing the different ways in
which stronger causal explanations are realized in MGB research
and microbiome studies more broadly.
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Note
1. It turns out we are a bit late on the uptake here. Jonathan Eisen already
bestowed in 2015 an “Overselling the Microbiome Award” on a slew of
microbiome-kissing-romance claims. See https://phylogenomics.me/2015/02/
15/overselling-the-microbiome-award-cbc-fresh-air-ja-tetro-on-kissing-microbiomes/.

References
[The letters “a” and “r” before author’s initials stand for target article and response
references, respectively]
Aarts E., Ederveen T. H. A., Naaijen J., Zwiers M. P., Boekhorst J., Timmerman H. M.,
Smeekens S. P., Netea M. G., Buitelaar J. K., Franke B., van Hijum S. A. F. T. &
Arias Vasquez A. (2017) Gut microbiome in ADHD and its relation to neural
reward anticipation. PLoS ONE 12(9):e0183509. Available at: https://doi.org/10.
1371/journal.pone.0183509. [EA]
Abbey H. & Howard E. (1973) Statistical procedures in developmental studies on species
with multiple offspring. Developmental Psychobiology 6(4):329–35. [JRA]
Abrahamsson T., Jakobsson H., Andersson A. F., Björkstén B., Engstrand L. &
Jenmalm M. (2014) Low gut microbiota diversity in early infancy precedes asthma
at school age. Clinical & Experimental Allergy 44(6):842–50. Available at: https://
doi.org/10.1111/cea.12253. [CMK]
Adair K. L. & Douglas A. E. (2017) Making a microbiome: The many determinants of
host-associated microbial community composition. Current Opinion in Microbiology
35:23–29. Available at: https://doi.org/10.1016/j.mib.2016.11.002. [EA]
Ahluwalia V., Wade J. B., Heuman D. M., Hammeke T. A., Sanyal A. J., Sterling R. K.,
Stravitz R. T., Luketic V., Siddiqui M. S., Puri P., Fuchs M., Lennon M. J., Kraft K.
A., Gilles H., White M. B., Noble N. A. & Bajaj J. S. (2014) Enhancement of functional
connectivity, working memory and inhibitory control on multi-modal brain MR
imaging with rifaximin in cirrhosis: Implications for the gut-liver-brain axis.
Metabolic Brain Disease 29(4):1017–25. Available at: https://doi.org/10.1007/s11011014-9507-6. [EA]
Ait-Belgnaoui A., Colom A., Braniste V., Ramalho L., Marrot A., Cartier C., Houdeau E.,
Theodorou V. & Tompkins T. (2014) Probiotic gut effect prevents the chronic psychological stress-induced brain activity abnormality in mice. Neurogastroenterology and
Motility 26(4):510–20. https://doi.org/10.1111/nmo.12295. [RHB, aKBH]
Ait-Belgnaoui A., Durand H., Cartier C., Chaumaz G., Eutamene H., Ferrier L.,
Houdeau E., Fioramonti J., Bueno L. & Theodorou V. (2012) Prevention of gut leakiness by a probiotic treatment leads to attenuated HPA response to an acute psychological stress in rats. Psychoneuroendocrinology 37(11):1885–95. Available at: https://
doi.org/10.1016/j.psyneuen.2012.03.024. [RHB, aKBH]
Alcock J., Maley C. C. & Aktipis C. A. (2014) Is eating behavior manipulated by the gastrointestinal microbiota? Evolutionary pressures and potential mechanisms. BioEssays
36:940–49. Available at: https://doi.org/10.1002/bies.201400071. [aKBH]
American Psychiatric Association (2013) Diagnostic and statistical manual of mental disorders (DSM-5). American Psychiatric Association. [AA]
Arentsen T., Qian Y., Gkotzis S., Femenia T., Wang T., Udekwu K., Forssberg H. & Diaz
Heijtz R. (2017) The bacterial peptidoglycan-sensing molecule Pglyrp2 modulates
brain development and behavior. Molecular Psychiatry 22(2):257–66. Available at:
https://doi.org/10.1038/mp.2016.182. [BH]
Arnold J. W., Roach J. & Azcarate-Peril M. A. (2016) Emerging technologies for gut
microbiome research. Trends in Microbiology 24(11):887–901. [KEL]
Arrieta M.-C., Walter J. & Finlay B. B. (2016) Human microbiota-associated mice: A
model with challenges. Cell Host & Microbe 19:575–78. Available at: https://doi.org/
10.1016/j.chom.2016.04.014. [arKBH]
Asano Y., Hiramoto T., Nishino R., Aiba Y., Kimura T., Yoshihara K., Koga Y. & Sudo N.
(2012) Critical role of gut microbiota in the production of biologically active, free catecholamines in the gut lumen of mice. AJP Gastrointestinal and Liver Physiology 303:
G1288–95. Available at: https://doi.org/10.1152/ajpgi.00341.2012. [aKBH]
Ashwood P. & Wakefield A. J. (2006) Immune activation of peripheral blood and mucosal
CD3+ lymphocyte cytokine profiles in children with autism and gastrointestinal
symptoms. Journal of Neuroimmunology 173(1–2):126–34. [AA]
Azhari A., Farouq M. & Esposito G. (2018) A systematic review of gut-immune-brain
mechanisms in autism spectrum disorder. Developmental Psychobiology. Available
at: https://doi.org/10.1002/dev.21803. [AA]

44

References/Hooks et al: Microbiota-gut-brain research: A critical analysis

Aziz Q. & Thompson D. G. (1998) Brain-gut axis in health and disease. Gastroenterology
114:559–78. Available at: https://doi.org/10.1016/S0016-5085(98)70540-2. [aKBH]
Azpiroz F., Dubray C., Bernalier-Donadille A., Cardot J. M., Accarino A., Serra J.,
Wagner A., Respondek F. & Dapoigny M. (2017) Effects of scFOS on the composition
of fecal microbiota and anxiety in patients with irritable bowel syndrome: A randomized, double blind, placebo controlled study. Neurogastroenterology and Motility 29(2):
e12911. Available at: https://doi.org/10.1111/nmo.12911. [BD]
Bäckhed F., Roswall J., Peng Y., Feng Q., Jia H., Kovatcheva-Datchary P., Li Y., Xia Y.,
Xie H., Zhong H., Khan M. T., Zhang J., Li J., Xiao L., Al-Aama J., Zhang D.,
Lee Y. S., Kotowska D., Colding C., Tremaroli V., Yin Y., Bergman S., Xu X.,
Madsen L., Kristiansen K., Dahlgren J. & Wang J. (2015) Erratum: Dynamics and stabilization of the human gut microbiome during the first year of life (Cell Host &
Microbe 17, 690–703; May 13, 2015). Cell Host and Microbe 17(6):P852. Available
at: https://doi.org/10.1016/j.chom.2015.05.012. [BH]
Bagga D., Aigner C. S., Reichert J. L., Cecchetto C., Fischmeister F. P. S., Holzer P.,
Moissl-Eichinger C. & Schöpf V. (2018a) Influence of 4-week multi-strain probiotic
administration on resting-state functional connectivity in healthy volunteers.
European Journal of Nutrition. Available at: https://doi.org/10.1007/s00394-0181732-z. [EA]
Bagga D., Reichert J. L., Koschutnig K., Aigner C. S., Holzer P., Koskinen K., MoisslEichinger C. & Schopf V. (2018b) Probiotics drive gut microbiome triggering emotional brain signatures. Gut Microbes 9(6):486–96. Available at: https://doi.org/10.
1080/19490976.2018.1460015. [EA]
Bailey M. T., Dowd S. E., Galley J. D., Hufnagle A. R., Allen R. G. & Lyte M. (2011)
Exposure to a social stressor alters the structure of the intestinal microbiota:
Implications for stressor-induced immunomodulation. Brain, Behavior, and
Immunity 25(3):397–407. Available at: https://doi.org/10.1016/j.bbi.2010.10.023.
[RHB, aKBH]
Bajaj J. S., Heuman D. M., Sanyal A. J., Hylemon P. B., Sterling R. K., Stravitz R. T., Fuchs M.,
Ridlon J. M., Daita K., Monteith P., Noble N. A., White M. B., Fisher A., Sikaroodi M.,
Rangwala H. & Gillevet P. M. (2013) Modulation of the metabiome by rifaximin in
patients with cirrhosis and minimal hepatic encephalopathy. PLoS ONE 8:e60042.
Available at: https://doi.org/10.1371/journal.pone.0060042. [aKBH]
Bassi G. S., Kanashiro A., Santin F. M., de Souza G. E. P., Nobre M. J. & Coimbra N. C.
(2012) Lipopolysaccharide-induced sickness behaviour evaluated in different models
of anxiety and innate fear in rats. Basic & Clinical Pharmacology & Toxicology
110:359–69. Available at: https://doi.org/10.1111/j.1742-7843.2011.00824.x. [aKBH]
Battin M. P., Francis L. P., Jacobson J. A. & Smith C. B. (2008) The patient as victim and
vector: Ethics and infectious disease: Oxford University Press. [NG]
Belzung C. & Griebel G. (2001) Measuring normal and pathological anxiety-like behaviour in mice: A review. Behavioural Brain Research 125:141–49. Available at: https://
doi.org/10.1016/S0166-4328(01)00291-1. [aKBH]
Benjamin D. J., Berger J. O., Johannesson M., Nosek B. A., Wagenmakers E. J., Berk R.,
Bollen K. A., Brembs B., Brown L., Camerer C., Cesarini D., Chambers C. D.,
Clyde M., Cook T. D., De Boeck P., Dienes Z., Dreber A., Easwaran K., Efferson C.,
Fehr E., Fidler F., Field A. P., Forster M., George E. I., Gonzalez R., Goodman S.,
Green E., Green D. P., Greenwald A. G., Hadfield J. D., Hedges L. V., Held L., Hua
Ho T., Hoijtink H., Hruschka D. J., Imai K., Imbens G., Ioannidis J. P. A., Jeon M.,
Jones J. H., Kirchler M., Laibson D., List J., Little R., Lupia A., Machery E.,
Maxwell S. E., McCarthy M., Moore D. A., Morgan S. L., Munafó M., Nakagawa S.,
Nyhan B., Parker T. H., Pericchi L., Perugini M., Rouder J., Rousseau J., Savalei V.,
Schönbrodt F. D., Sellke T., Sinclair B., Tingley D., Van Zandt T., Vazire S.,
Watts D. J., Winship C., Wolpert R. L., Xie Y., Young C., Zinman J. & Johnson V.
E. (2018) Redefine statistical significance. Nature Human Behaviour 2(1):6–10. [MA]
Benton D., Williams C. & Brown A. (2007) Impact of consuming a milk drink containing
a probiotic on mood and cognition. European Journal of Clinical Nutrition 61(3):355–
61. Available at: https://www.nature.com/articles/1602546. [EFW]
Bercik P., Denou E., Collins J., Jackson W., Lu J., Jury J., Deng Y., Blennerhassett P.,
Macri J., McCoy K. D., Verdu E. F. & Collins S. M. (2011a) The intestinal microbiota
affect central levels of brain-derived neurotropic factor and behavior in mice.
Gastroenterology 141:599–609, 609.e1–3. Available at: https://doi.org/10.1053/j.gastro.2011.04.052. [aKBH]
Bercik P., Park A. J., Sinclair D., Khoshdel A., Lu J., Huang X., Deng Y., Blennerhassett P.
A., Fahnestock M., Moine D., Berger B., Huizinga J. D., Kunze W., McLean P. G.,
Bergonzelli G. E., Collins S. M. & Verdu E. F. (2011b) The anxiolytic effect of
Bifidobacterium longum NCC3001 involves vagal pathways for gutbrain communication. Neurogastroenterology and Motility 23:1132–39. Available at:
https://doi.org/10.1111/j.1365-2982.2011.01796.x. [EFW]
Berdoy M., Webster J. P. & Macdonald D. W. (2000) Fatal attraction in rats infected with
Toxoplasma gondii. Proceedings of the Royal Society B: Biological Sciences 267:1591–
94. Available at: https://doi.org/10.1098/rspb.2000.1182. [aKBH]
Berer K., Mues M., Koutrolos M., Rasbi Z. Al, Boziki M., Johner C., Wekerle H. &
Krishnamoorthy G. (2011) Commensal microbiota and myelin autoantigen cooperate
to trigger autoimmune demyelination. Nature 479(7374):538–41. Available at: https://
doi.org/10.1038/nature10554. [rKBH, EGO]

Bik E. M. (2016) The hoops, hopes, and hypes of human microbiome research. Yale
Journal of Biology and Medicine 89:363–73. Available at: http://www.ncbi.nlm.nih.
gov/pubmed/27698620. [aKBH]
Bindels L. B., Delzenne N. M., Cani P. D. & Walter J. (2015) Towards a more comprehensive concept for prebiotics. Nature Reviews Gastroenterology and Hepatology
12:303. Available at: https://doi.org/10.1038/nrgastro.2015.47. [BD]
Bluthé R. M., Dantzer R. & Kelley K. W. (1992) Effects of interleukin-1 receptor antagonist on the behavioral effects of lipopolysaccharide in rat. Brain Research 573:318–20.
Available at: http://www.ncbi.nlm.nih.gov/pubmed/1387028. [aKBH]
Boem F., Ratti E., Andreoletti M. & Boniolo G. (2016) Why genes are like lemons. Studies
in History and Philosophy of Science Part C: Studies in History and Philosophy of
Biological and Biomedical Sciences 57:88–95. [MA]
Bolyen E., Rideout J. R., Dillon M. R., Bokulich N. A., Abnet C., Ghalith G. A. Al,
Alexander H., Alm E. J., Arumugam M., Bai Y., Bisanz J. E., Bittinger K.,
Brejnrod A., Brislawn C. J., Brown T.C., Callahan B. J., Mauricio A., Rodríguez C.,
Chase J., Cope E., Da Silva R., Dorrestein P.C., Douglas G. M., Duvallet C.,
Edwardson C. F., Ernst M., Fouquier J., Gauglitz J. M., Gibson D. L., Gonzalez A.,
Huttley G. A., Janssen S., Jarmusch A. K., Kaehler B. D., Kang K. B., Keefe C. R.,
Keim P., Kelley S. T., Ley R., Loftfield E., Marotz C., Martin B., Mcdonald D.,
McIver L. J., Melnik A. V., Metcalf J. L., Morgan S. C., Morton J. T., Naimey A. T.,
Navas-Molina J. A., Nothias L. F., Orchanian S. B., Pearson T., Peoples S. L.,
Petras D., Preuss M. L., Pruesse E., Rasmussen L. B., Rivers A., Robeson M. S.,
Rosenthal P., Segata N., Shaffer M., Shiffer A., Sinha R., Song S. J., Spear J. R,
Swafford A. D., Thompson L. R., Torres P. J., Trinh P., Tripathi A., Turnbaugh P.
J., Ul-Hasan S., van der Hooft J. JJ., Vargas F., Vázquez-Baeza Y., Vogtmann E.,
von Hippel M., Walters W., Wan Y., Wang M., Warren J., Weber K.C.,
Williamson C. HD., Willis A. D., Xu Z. Z., Zaneveld J. R., Zhang Y., Knight R.,
Caporaso G. J. (2018) QIIME 2: Reproducible, interactive, scalable, and extensible
microbiome data science. PeerJ Preprints 6:e27295v2. Available at: https://doi.org/
10.7287/peerj.preprints.27295v1. [MV-C]
Bordon Y. (2015) Microbiota: A viral understudy for commensal bacteria. Nature Reviews
Immunology 15(1):4. [KBC]
Borghi E., Borgo F., Severgnini M., Savini M.N., Casiraghi M.C. & Vignoli A. (2017) Rett
syndrome: A focus on gut microbiota. International Journal of Molecular Sciences 18
(2):344. Available at: https://doi.org/10.3390/ijms18020344. [EB]
Borgo F., Riva A., Benetti A., Casiraghi M. C., Bertelli S., Garbossa S., Anselmetti S.,
Scarone S., Pontiroli A. E., Morace G. & Borghi E. (2017) Microbiota in anorexia nervosa: The triangle between bacterial species, metabolites and psychological tests. PLoS
ONE 12(6):e0179739. Available at: https://doi.org/10.1371/journal.pone.0179739. [EB]
Borre Y. E., O’Keeffe G. W., Clarke G., Stanton C., Dinan T. G. & Cryan J. F. (2014)
Microbiota and neurodevelopmental windows: Implications for brain disorders.
Trends in Molecular Medicine 20(9):509–18. Available at: https://doi.org/10.1016/j.
molmed.2014.05.002. [aKBH, CMK]
Bourin M., Petit-Demoulière B., Dhonnchadha B. N. & Hascöet M. (2007) Animal models of anxiety in mice. Fundamental & Clinical Pharmacology 21:567–74. Available at:
https://doi.org/10.1111/j.1472-8206.2007.00526.x. [aKBH]
Bramer W. M., Giustini D. & Kramer B. M. (2016) Comparing the coverage, recall and
precision of searches for 120 systematic reviews in Embase, MEDLINE, and Google
Scholar: A prospective study. Systematic Reviews 5:39. Available at: https://doi.org/
10.1186/s13643-016-0215-7. [EGO]
Braniste V., Al-Asmakh M., Kowal C., Anuar F., Abbaspour A., Tóth M., Korecka A.,
Bakocevic N., Ng L. G., Kundu P., Gulyás B., Halldin C., Hultenby K., Nilsson H.,
Hebert H., Volpe B. T., Diamond B. & Pettersson S. (2014) The gut microbiota
influences blood-brain barrier permeability in mice. Science Translational
Medicine
6:263ra158.
Available
at:
https://doi.org/10.1126/scitranslmed.
3009759. [aKBH]
Bravo J. A., Forsythe P., Chew M. V., Escaravage E., Savignac H. M., Dinan T. G.,
Bienenstock J. & Cryan J. F. (2011) Ingestion of Lactobacillus strain regulates emotional behavior and central GABA receptor expression in a mouse via the
vagus nerve. Proceedings of the National Academy of Sciences USA 108(38):16050–
55. Available at: https://doi.org/10.1073/pnas.1102999108. [aKBH, JAB-R]
Breese E. J., Michie C. A., Nicholls S. W., Murch S. H., Williams C. B., Domizio P.,
Walker-Smith J. A. & Macdonald T. T. (1994) Tumor necrosis factor α-producing
cells in the intestinal mucosa of children with inflammatory bowel disease.
Gastroenterology 106(6):1455–66. [AA]
Breton J., Legrand R., Akkermann K., Järv A., Harro J., Déchelotte P. & Fetissov S. O.
(2016a) Elevated plasma concentrations of bacterial ClpB protein in patients with
eating disorders. International Journal of Eating Disorders 49(8):805–808. Available
at: https://www.doi.org/10.1002/eat.22531. [SOF]
Breton J., Tennoune N., Lucas N., François M., Legrand R., Jacquemot J., Goichon A.,
Guérin C., Peltier J., Pestel-Caron M., Chan P., Vaudry D., do Rego J. C.,
Liénard F., Pénicaud J., Fioramonti X., Ebenezer I. S, Hökfelt T., Déchelotte P. &
Fetissov S. O. (2016b) Gut commensal E. coli proteins activate host satiety pathways
following nutrient-induced bacterial growth. Cell Metabolism 23:324–34. Available
at: http://dx.doi.org/10.1016/j.cmet.2015.10.017. [SOF]

References/Hooks et al: Microbiota-gut-brain research: A critical analysis
Brown C. T., Xiong W., Olm M. R., Thomas B. C., Baker R., Firek B., Morowitz M. J.,
Hettich R. L. & Banfield J. F. (2018) Hospitalized premature infants are colonized
by related bacterial strains with distinct proteomic profiles. mBio 9:e00441–18.
[JAB-R]
Brown R., Price R. J., King M. G. & Husband A. J. (1990) Are antibiotic effects on sleep
behavior in the rat due to modulation of gut bacteria? Physiology & Behavior 48:561–
65. [aKBH]
Bruce-Keller A. J., Salbaum J. M. & Berthoud H.-R. (2018) Harnessing gut microbes for
mental health: Getting from here to there. Biological Psychiatry 83:214–23. Available
at: https://doi.org/10.1016/j.biopsych.2017.08.014. [aKBH]
Bruce-Keller A. J., Salbaum J. M., Luo M., Blanchard E., Taylor C. M., Welsh D. A. &
Berthoud H.-R. (2015) Obese-type gut microbiota induce neurobehavioral changes
in the absence of obesity. Biological Psychiatry 77:607–15. Available at: https://doi.
org/10.1016/j.biopsych.2014.07.012. [aKBH]
Bucci V. & Xavier J. B. (2014) Towards predictive models of the human gut microbiome.
Journal of Molecular Biology 426:3907–16. Available at: https://doi.org/10.1016/j.jmb.
2014.03.017. [aKBH]
Burokas A., Arboleya S., Moloney R. D., Peterson V. L., Murphy K., Clarke G., Stanton C.,
Dinan T. G. & Cryan J. F. (2017) Targeting the microbiota-gut-brain axis: Prebiotics
have anxiolytic and antidepressant-like effects and reverse the impact of chronic stress
in mice. Biological Psychiatry 82(7):472–87. Available at: https://doi.org/10.1016/j.biopsych.2016.12.031. [BD]
Button K. S., Ioannidis J. P. A., Mokrysz C., Nosek B. A., Flint J., Robinson E. S. J. &
Munafò M. R. (2013) Power failure: Why small sample size undermines the reliability
of neuroscience. Nature Reviews Neuroscience 14:365–76. Available at: https://doi.org/
10.1038/nrn3475. [aKBH]
Cannon W. B. (1909) The influence of emotional states on the functions of the
alimentary canal. American Journal of the Medical Sciences 137:480–87. [aKBH]
Cannon W. B. (1911) The mechanical factors of digestion. Edward Arnold. [aKBH]
Carabotti M., Scirocco A., Maselli M. A. & Severi C. (2015) The gut-brain axis:
Interactions between enteric microbiota, central and enteric nervous systems.
Annales de Gastroenterologie et D’hepatologie 28(2):203–209. [AA]
Carlson A. L., Xia K., Azcarate-Peril M. A., Goldman B. D., Ahn M., Styner M. A.,
Thompson A. L., Geng X., Gilmore J. H. & Knickmeyer R. C. (2018) Infant gut
microbiome associated with cognitive development. Biological Psychiatry 83
(2):148–59. Available at: https://doi.org/10.1016/j.biopsych.2017.06.021. [rKBH,
BH, CMK]
Caspi R., Billington R., Fulcher C. A., Keseler I. M., Kothari A., Krummenacker M.,
Latendresse M., Midford P. E., Ong Q., Ong W. K., Paley S., Subhraveti P. &
Karp P. D. (2018) The MetaCyc database of metabolic pathways and enzymes.
Nucleic Acids Research 46(D1):D633–39. Available at: https://doi.org/10.1093/nar/
gkx935. [JAB-R]
Catalogue of Bias Collaboration, Aronson J. K., Bankhead C. & Nunan D. (2017a) Hot
stuff bias. In: Catalogue of bias. University of Oxford. Available at: https://catalogofbias.org/biases/hot-stuff-bias/. [EGO]
Catalogue of Bias Collaboration, Plüddemann A., Banerjee A. & O’Sullivan J. (2017b)
Positive results bias. In: Catalogue of bias. University of Oxford. Available at:
https://www.catalogueofbiases.org/biases/positive-results-bias. [EGO]
Catalogue of Bias Collaboration, Spencer E. A., Brassey J. & Heneghan C. (2017c) Onesided reference bias. In: Catalogue of bias. University of Oxford. Available at: https://
www.catalogofbias.org/biases/one-sided-reference-bias. [EGO]
Cenit M. C., Sanz Y. & Codoñer-Franch P. (2017) Influence of gut microbiota on
neuropsychiatric disorders. World Journal of Gastroenterology 23(30):5486–98.
Available at: https://doi.org/10.3748/wjg.v23.i30.5486. [MV-C]
Chambers C. D., Feredoes E., Muthukumaraswamy S. D. & Etchells P. J. (2014) Instead of
“playing the game” it is time to change the rules: Registered Reports at AIMS
Neuroscience and beyond. AIMS Neuroscience 1(1):4–17. [EA]
Chedid L. & Boyer F. (1953) [Action of adrenaline on the effects of a bacterial endotoxin].
Comptes Rendus Des Seances de La Societe de Biologie et de Ses Filiales 147:1742–44.
Available at: http://www.ncbi.nlm.nih.gov/pubmed/13150667. [aKBH]
Cheek J., Garnham B. & Quan J. (2006) What’s in a number? Issues in providing evidence
of impact and quality of research(ers). Qualitative Health Research 16(3):423–35.
Available at: https://doi.org/10.1177/1049732305285701. [EGO]
Christian L. M., Galley J. D., Hade E. M., Schoppe-Sullivan S., Kamp Dush C. & Bailey M.
T. (2015) Gut microbiome composition is associated with temperament during early
childhood. Brain, Behavior, and Immunity 45:118–27. Availability at: https://doi.org/
10.1016/j.bbi.2014.10.018. [BH, aKBH]
Churchland P. M. (1992) A neurocomputational perspective: The nature of mind and the
structure of science: MIT Press. [NG]
Clark K. B. (2013a) Biotic activity of Ca2+-modulating nontraditional antimicrobial and
-viral agents. Frontiers in Microbiology 4:381. [KBC]
Clark K. B. (2013b) Preface. Current Topics in Medicinal Chemistry 13(18):2281–82.
[KBC]
Clark K. B. (2018) Possible origins of consciousness in simple control over “involuntary”
neuroimmunological action. Consciousness and Cognition 61:76–78. [KBC]

45

Clark K. B. & Eisenstein E. M. (2013) Targeting host store-operated Ca2+ release to attenuate viral infections. Current Topics in Medicinal Chemistry 13(16):1916–32. [KBC]
Clark K. B., Eisenstein E. M. & Krahl S. E. (2013) Calcium antagonists: A ready prescription for treating infectious diseases? Current Topics in Medicinal Chemistry 13
(18):2291–305. [KBC]
Clarke G., Cryan J. F., Dinan T. G. & Quigley E. M. (2012) Review article: Probiotics for
the treatment of irritable bowel syndrome – Focus on lactic acid bacteria. Alimentary
Pharmacology and Therapeutics 35(4):403–13. [EB]
Clarke G., Grenham S., Scully P., Fitzgerald P., Moloney R. D., Shanahan F., Dinan T. G.
& Cryan J. F. (2013) The microbiome-gut-brain axis during early life regulates the hippocampal serotonergic system in a sex-dependent manner. Molecular Psychiatry 18
(6):666–73. Available at: https://doi.org/10.1038/mp.2012.77. [aKBH, EFW]
Cohen Kadosh K. (2011) What can emerging cortical face networks tell us about mature
brain organisation? Developmental Cognitive Neuroscience 1(3):246–55. [NJ]
Cohen Kadosh K. & Johnson M.H. (2007) Developing a cortex specialized for
face perception. Trends in Cognitive Sciences 11(9):367–69. Available at: https://doi.
org/10.1016/j.tics.2007.06.007. [NJ]
Cohen Kadosh K., Linden D. E. & Lau J.Y. (2013) Plasticity during childhood and adolescence: Innovative approaches to investigating neurocognitive development.
Developmental Science 16(4):574–83. Available at: https://doi.org/10.1111/desc.
12054. [NJ]
Colquhoun D. (2014) An investigation of the false discovery rate and the misinterpretation of p-values. Royal Society Open Science 1:140216. Available at: https://doi.org/10.
1098/rsos.140216. [aKBH]
Commons K. G., Cholanians A. B., Babb J. A. & Ehlinger D. G. (2017) The rodent forced
swim test measures stress-coping strategy, not depression-like behavior. ACS Chemical
Neuroscience 8:955–960. Available at: https://doi.org/10.1021/acschemneuro.
7b00042. [aKBH]
Costea P. I., Zeller G., Sunagawa S., Pelletier E., Alberti A., Levenez F., Tramontano M.,
Driessen M., Hercog R., Jung F. E., Kultima J. R., Hayward M. R., Coelho L. P., AllenVercoe E., Bertrand L., Blaut M., Brown J. R.M., Carton T., Cools-Portier S.,
Daigneault M., Derrien M., Druesne A., De Vos W. M., Finlay B. B., Flint H. J.,
Guarner F., Hattori M., Heilig H., Luna R. A., Van Hylckama Vlieg J., Junick J.,
Klymiuk I., Langella P., Le Chatelier E., Mai V., Manichanh C., Martin J. C.,
Mery C., Morita H., O’Toole P. W., Orvain C., Patil K. R., Penders J., Persson S.,
Pons N., Popova M., Salonen A., Saulnier D., Scott K. P., Singh B., Slezak K.,
Veiga P., Versalovic J., Zhao L., Zoetendal E. G., Ehrlich S. D., Dore J., Bork P.
(2017) Towards standards for human fecal sample processing in
metagenomic studies. Nature Biotechnology 35(11), 1069–1076. [MV-C]
Cowan C. S. M., Hoban A. E., Ventura-Silva A. P., Dinan T. G., Clarke G. & Cryan J. F.
(2018) Gutsy moves: The amygdala as a critical node in microbiota to brain signaling.
BioEssays 40:1700172. Available at: https://doi.org/10.1002/bies.201700172. [arKBH]
Coyte K. Z., Schluter J. & Foster K. R. (2015) The ecology of the microbiome: Networks,
competition, and stability. Science 350:663–66. Available at: https://doi.org/10.1126/
science.aad2602. [aKBH]
Crumeyrolle-Arias M., Jaglin M., Bruneau A., Vancassel S., Cardona A., Daugé V.,
Naudon L. & Rabot S. (2014) Absence of the gut microbiota enhances anxiety-like
behavior and neuroendocrine response to acute stress in rats. Psychoneuroendocrinology 42:207–17. Available at: https://doi.org/10.1016/j.psyneuen.2014.01.014. [RHB,
aKBH]
Cryan J. F. & Dinan T. G. (2012) Mind-altering microorganisms: The impact of the gut
microbiota on brain and behaviour. Nature Reviews Neuroscience 13(10):701–12.
Available at: https://doi.org/10.1038/nrn3346. [NJ]
Curran E. A., O’Neill S. M., Cryan J. F., Kenny L. C., Dinan T. G., Khashan A. S. &
Kearney P. M. (2015) Research review: Birth by caesarean section and development
of autism spectrum disorder and attention‐deficit/hyperactivity disorder: A systematic
review and meta‐analysis. Journal of Child Psychology and Psychiatry 56(5):500–508.
Available at: https://doi.org/10.1111/jcpp.12351. [CMK]
Cussotto S., Strain C. R., Fouhy F., Strain R. G., Peterson V. L., Clarke G., Stanton C.,
Dinan T. G. & Cryan J. F. (2018) Differential effects of psychotropic drugs on microbiome composition and gastrointestinal function. Psychopharmacology. Published
online August 28, 2018. Available at: https://doi.org/10.1007/s00213-018-5006-5.
[MV-C]
Cuthbert B. (2014) The RDoC framework: Facilitating transition from ICD/DSM to
dimensional approaches that integrate neuroscience and psychopathology. World
Psychiatry 13(1):28–35. [EB]
Dalile B., Van Oudenhove L., Vervliet B. & Verbeke K. (2019) The role of short-chain
fatty acids in microbiota-gut-brain communication. Nature Reviews Gastroenterology
and Hepatology. https://doi.org/10.1038/s41575-019-0157-3. [BD]
D’Argenio V. (2018) Human microbiome acquisition and bioinformatic challenges in
metagenomic studies. International Journal of Molecular Sciences 19(2):383.
Available at: https://doi.org/10.3390/ijms19020383. [EB]
David L. A., Maurice C. F., Carmody R. N., Gootenberg D. B., Button J. E., Wolfe B. E.,
Ling A. V., Devlin A. S., Varma Y., Fischbach M. A., Biddinger S. B., Dutton R. J. &
Turnbaugh P. J. (2014) Diet rapidly and reproducibly alters the human

46

References/Hooks et al: Microbiota-gut-brain research: A critical analysis

gut microbiome. Nature 505(7484):559–63. Available at: https://doi.org/10.1038/
nature12820. [JAB-R, NJ, MV-C]
David R. (2011) Viral infection. The gut microbiota: friend or foe? Nature Reviews
Microbiology 9(12):831. [KBC]
Davis L. M. G., Martínez I., Walter J., Goin C. & Hutkins R. W. (2011) Barcoded pyrosequencing reveals that consumption of galactooligosaccharides results in a highly specific bifidogenic response in humans. PLoS ONE 6(9):e25200. Available at: https://doi.
org/10.1371/journal.pone.0025200. [BD]
De Angelis M., Piccolo M., Vannini L., Siragusa S., De Giacomo A., Serrazzanetti D. I.,
Cristofori F., Guerzoni M.E., Gobbetti M. & Francavilla R. (2013) Fecal microbiota
and metabolome of children with autism and pervasive developmental disorder not
otherwise specified. PLoS ONE 8(10):e76993. Available at: https://doi.org/10.1371/
journal.pone.0076993. [EB]
DeGrazia D. (2005) Human identity and bioethics. Cambridge University Press. [NG]
den Besten G., van Eunen K., Groen A. K., Venema K., Reijngoud D.-J. & Bakker B. M.
(2013) The role of short-chain fatty acids in the interplay between diet, gut microbiota,
and host energy metabolism. Journal of Lipid Research 54(9):2325–40. Available at:
https://doi.org/10.1194/jlr.R036012. [BD]
De Palma G., Lynch M. D. J., Lu J., Dang V. T., Deng Y., Jury J., Umeh G., Miranda P. M.,
Pigrau-Pastor M., Sidani S., Pinto-Sanchez M.., Philip V., McLean P. G., Hagelsieb M.
G., Surette M. G., Bergonzelli G. E., Verdu E. F., Britz-Mckibbin P., Neufeld J. D.,
Collins S. M. & Bercik P. (2017) Transplantation of fecal microbiota from patients
with irritable bowel syndrome alters gut function and behavior in recipient mice.
Science Translational Medicine 9(379):1–15. Available at: https://doi.org/10.1126/scitranslmed.aaf6397. [BH]
Desbonnet L., Clarke G., Shanahan F., Dinan T. G. & Cryan J. F. (2014) Microbiota is
essential for social development in the mouse. Molecular Psychiatry 19:146–48.
Available at: https://doi.org/10.1038/mp.2013.65. [aKBH]
Desbonnet L., Clarke G., Traplin A., O’Sullivan O., Crispie F., Moloney R. D., Cotter P.
D., Dinan T. G. & Cryan J. F. (2015) Gut microbiota depletion from early adolescence
in mice: Implications for brain and behaviour. Brain, Behavior, and Immunity 48:165–
73. Available at: https://doi.org/10.1016/j.bbi.2015.04.004. [aKBH]
de Theije C. G., Wopereis H., Ramadan M., van Eijndthoven T., Lambert J., Knol J.,
Garssen J., Kraneveld A. D. & Oozeer R. (2014) Altered gut microbiota and activity
in a murine model of autism spectrum disorders. Brain, Behavior, and Immunity
37:197–206. Available at: https://doi.org/10.1016/j.bbi.2013.12.005. [aKBH]
de Vos W. M. & de Vos E. A. J. (2012) Role of the intestinal microbiome in health and
disease: From correlation to causation. Nutrition Reviews 70(S1):S45–56. Available at:
https://doi.org/10.1111/j.1753-4887.2012.00505.x. [aKBH]
Diaz Heijtz R. (2016) Fetal, neonatal, and infant microbiome: Perturbations and subsequent effects on brain development and behavior. Seminars in Fetal and Neonatal
Medicine 21(6):410–17. Available at: https://doi.org/10.1016/j.siny.2016.04.012. [BH]
Diaz Heijtz R., Wang S., Anuar F., Qian Y., Björkholm B., Samuelsson A., Hibberd M. L.,
Forssberg H. & Pettersson S. (2011) Normal gut microbiota modulates brain development and behavior. Proceedings of the National Academy of Sciences USA 108:3047–
52. Available at: https://doi.org/10.1073/pnas.1010529108. [aKBH]
Dickersin K., Scherer R. & Lefebvre C. (1994) Identifying relevant studies for systematic
reviews. British Medical Journal 309(6964):1286–91. Available at: https://doi.org/10.
1136/bmj.309.6964.1286. [EGO]
Dill-McFarland K., Tang Z.-Z., Kemis J., Kerby R., Chen G., Palloni A., Sorenson T.,
Rey F. & Herd P. (2019) Close social relationships correlate with human gut
microbiota composition. Scientific Reports 9(1):703. Available at: https://doi.org/10.
1038/s41698-018-37298-9. [rKBH, EFW]
Dinan T. G., Stanton C. & Cryan J. F. (2013) Psychobiotics: A novel class of psychotropic.
Biological Psychiatry 74:720–26. Available at: https://doi.org/10.1016/j.biopsych.2013.
05.001. [aKBH]
DiSalvo D. (2017) Science is showing how gut bacteria affect the brain, but don’t bother
taking probiotics yet. Forbes, August 27. Available at: https://www.forbes.com/sites/
daviddisalvo/2017/08/27/science-is-showing-how-gut-bacteria-affect-the-brain-but-dontbother-taking-probiotics-yet. [aKBH]
Dominguez-Bello M. G., Costello E. K., Contreras M., Magris M., Hidalgo G., Fierer N. &
Knight R. (2010) Delivery mode shapes the acquisition and structure of the
initial microbiota across multiple body habitats in newborns. Proceedings of the National
Academy of Sciences USA 107(26):11971–75. Available at: https://doi.org/10.1073/pnas.
1002601107. [CMK]
Dupont J. R., Jervis H. R. & Sprinz H. (1965) Auerbach’s plexus of the rat cecum in relation to the germfree state. Journal of Comparative Neurology 125:11–18. Available at:
http://www.ncbi.nlm.nih.gov/pubmed/5866590. [aKBH]
Dutta D., Heo I. & Clevers H. (2017) Disease modeling in stem cell-derived 3D
organoid systems. Trends in Molecular Medicine 23(5):393–410. Available at: https://
doi.org/10.1016/j.molmed.2017.02.007. [EA]
Duvallet C., Gibbons S. M., Gurry T., Irizarry R. A. & Alm E. J. (2017) Meta-analysis of
gut microbiome studies identifies disease-specific and shared responses. Nature
Communications 8:1784. Available at: https://doi.org/10.1038/s41467-017-019738. [arKBH]

Eckburg P. B., Bik E. M., Bernstein C. N., Purdom E., Dethlefsen L., Sargent M., Gill S. R.,
Nelson K. E. & Relman D. A. (2005) Diversity of the human intestinal microbial flora.
Science 308:1635–38. Available at: https://doi.org/10.1126/science.1110591. [aKBH]
Editorial (2017) Overcoming hurdles in sharing microbiome data. Nature Microbiology 2
(12):1573. Available at: https://doi.org/10.1038/s41564-017-0077-3. [EA]
Eik-Nes K. B. & Samuels L. T. (1958) Metabolism of cortisol in normal and stressed dogs.
Endocrinology 63:82–88. Available at: https://doi.org/10.1210/endo-63-1-82. [aKBH]
Eisen J. A. (2017) Microbiomania and “overselling the microbiome.” The Tree of Life
(blog). Available at: https://phylogenomics.blogspot.com/p/blog-page.html. [arKBH]
Eisenstein M. (2016) Microbiome: Bacterial broadband. Nature 533:S104–106. Available
at: https://doi.org/10.1038/533S104a. [aKBH]
Eklund A., Nichols T. E. & Knutsson H. (2016) Cluster failure: Why fMRI inferences for
spatial extent have inflated false-positive rates. Proceedings of the National Academy of
Sciences USA 113(28):7900–905. Available at: https://doi.org/10.1073/pnas.
1602413113. [EA]
El-Ansary A. & Al-Ayadhi L. (2014) GABAergic/glutamatergic imbalance relative to excessive neuroinflammation in autism spectrum disorders. Journal of Neuroinflammation
11:189. [AA]
Ennaceur A. (2014) Tests of unconditioned anxiety – Pitfalls and disappointments.
Physiology & Behavior 135:55–71. Available at: https://doi.org/10.1016/j.physbeh.
2014.05.032. [aKBH]
Erickson A. K., Jesudhasan P. R., Mayer M. J., Narbad A., Winter S. E. & Pfeiffer J. K.
(2018) Bacteria facilitate enteric virus co-infection of mammalian cells and promote
genetic recombination. Cell Host & Microbe 23(1):77–88. [KBC]
Erickson A. R., Cantarel B. L., Lamendella R., Darzi Y., Mongodin E. F., Pan C., Shah M.,
Halfvarson J., Tysk C., Henrissat B., Raes J., Verberkmoes N. C., Fraser C. M.,
Hettich R. L. & Jansson J. K. (2012) Integrated metagenomics/metaproteomics reveals
human host-microbiota signatures of Crohn’s disease. PLoS ONE 7(11):e49138.
Available at: https://doi.org/10.1371/journal.pone.0049138. [JAB-R]
Ericson M. D., Schnell S. M., Freeman K. T. & Haskell-Luevano C. (2015) A fragment of
the Escherichia coli ClpB heat-shock protein is a micromolar melanocortin 1
receptor agonist. Bioorganic & Medicinal Chemistry Letters 25(22):5306–308.
Available at: http://dx.doi.org/10.1016/j.bmcl.2015.09.046. [SOF]
Erny D., Hrabě de Angelis A. L., Jaitin D., Wieghofer P., Staszewski O., David E., KerenShaul H., Mahlakoiv T., Jakobshagen K., Buch T., Schwierzeck V., Utermöhlen O.,
Chun E., Garrett W. S., McCoy K. D., Diefenbach A., Staeheli P., Stecher B.,
Amit I. & Prinz M. (2015) Host microbiota constantly control maturation and function of microglia in the CNS. Nature Neuroscience 18(7):965–77. [AA]
European Commission. (2016) EU register of nutrition and health claims made on foods.
Available at: http://ec.europa.eu/food/safety/labelling_nutrition/claims/register. [BJK]
Evans D. G., Miles A. A. & Niven J. S. F. (1948) The enhancement of bacterial infections
by adrenaline. British Journal of Experimental Pathology 29:20–39. Available at: http://
www.ncbi.nlm.nih.gov/pubmed/18865102. [aKBH]
Everard A., Lazarevic V., Derrien M., Girard M., Muccioli G. G., Neyrinck A. M.,
Possemiers S., Van Holle A., François P., de Vos W. M., Delzenne N. M.,
Schrenzel J. & Cani P. D. (2011) Responses of gut microbiota and glucose and lipid
metabolism to prebiotics in genetic obese and diet-induced leptin-resistant mice.
Diabetes 60(11):2775–86. Available at: https://doi.org/10.2337/db11-0227. [BD]
Everard A., Lazarevic V., Gaïa N., Johansson M., Ståhlman M., Backhed F., Delzenne N.
M., Schrenzel J., François P. & Cani P. D. (2014) Microbiome of prebiotic-treated
mice reveals novel targets involved in host response during obesity. ISME Journal
8:2116–30. Available at: https://doi.org/10.1038/ismej.2014.45. [BD]
Ezenwa V. O., Gerardo N. M., Inouye D. W., Medina M. & Xavier J. B. (2012) Animal
behavior and the microbiome. Science 338:198–99. Available at: https://doi.org/10.
1126/science.1227412. [JRA]
Falony G., Joossens M., Vieira-Silva S., Wang J., Darzi Y., Faust K., Kurilshikov A.,
Bonder M. J., Valles-Colomer M., Vandeputte D., Tito R. Y., 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. (2016) Population-level analysis
of gut microbiome variation. Science 352(6285):560–64. Available at: https://doi.org/
10.1126/science.aad3503. [BD, aKBH, MV-C, EFW]
Falony G., Vieira-Silva S. & Raes J. (2018) Richness and ecosystem development across
faecal snapshots of the gut microbiota. Nature Microbiology 3(5):526–28. Available
at: https://doi.org/10.1038/s41564-018-0143-5. [MV-C]
Farhangi M. A., Javid A. Z., Sarmadi B., Karimi P. & Dehghan P. (2017) A randomized controlled trial on the efficacy of resistant dextrin, as functional food, in women with type 2
diabetes: Targeting the hypothalamic-pituitary-adrenal axis and immune system. Clinical
Nutrition. Available at: https://doi.org/10.1016/j.clnu.2017.06.005. [BD]
Fernández de Cossío L., Guzmán A., van der Veldt S. & Luheshi G.N. (2017) Prenatal
infection leads to ASD-like behavior and altered synaptic pruning in the
mouse offspring. Brain, Behavior, and Immunity 63:88–98. [AA]
Fetissov S. O., Hamze Sinno M., Coëffier M., Bole-Feysot C., Ducrotté P., Hökfelt T. &
Déchelotte P. (2008) Autoantibodies against appetite-regulating peptide hormones
and neuropeptides: Putative modulation by gut microflora. Nutrition 24(4):348–59.

References/Hooks et al: Microbiota-gut-brain research: A critical analysis
Available at: http://www.sciencedirect.com/science/article/B6TB0-4RSRR1P-1/2/
e54c334156f121b0ec526a69b603506f. [SOF]
Fetissov S. O., Harro J., Jaanisk M., Järv A., Podar I., Allik J., Nilsson I., Sakthivel P.,
Lefvert A. K. & Hökfelt T. (2005) Autoantibodies against neuropeptides are associated
with psychological traits in eating disorders. Proceedings of the National Academy of
Sciences USA 102(41):14865–70. [SOF]
Fetissov S. O., Legrand R. & Lucas N. (2019) Bacterial protein mimetic of peptide hormone as a new class of protein-based drugs. Current Medicinal Chemistry 26
(3):546–53. Available at: https://doi.org/10.2174/0929867324666171005110620.
[SOF]
Finegold S. M., Molitoris D., Song Y., Liu C., Vaisanen M.-L., Bolte E., McTeague M.,
Sandler R., Wexler H., Marlowe E. M., Collins M. D., Lawson P. A., Summanen P.,
Baysallar M., Tomzynski T. J., Read E., Johnson E., Rolfe R., Nasir P., Shah H.,
Haake D. A., Manning P. & Kaul A. (2002) Gastrointestinal microflora studies in
late-onset autism. Clinical Infectious Diseases 35(S1):S6–16. [AA]
Firth J., Stubbs B., Teasdale S.B., Ward P.B., Veronese N., Shivappa N., Hebert J.R.,
Berk M., Yung A.R. & Sarris J. (2018) Diet as a hot topic in psychiatry: A population-scale study of nutritional intake and inflammatory potential in severe
mental illness. World Psychiatry 17(3):365–67. [EB]
Fleming A. (2017) Is your gut microbiome the key to health and happiness? Guardian,
November 6. Available at: https://www.theguardian.com/lifeandstyle/2017/nov/06/
microbiome-gut-health-digestive-system-genes-happiness. [aKBH]
Forsatkar M. N., Nematollahi M. A., Rafiee G., Farahmand H. & Lawrence C. (2017)
Effects of the prebiotic mannan-oligosaccharide on the stress response of feed
deprived zebrafish (Danio rerio). Physiology and Behavior 180:70–77. Available at:
https://doi.org/10.1016/j.physbeh.2017.08.010. [BD]
Forslund K., Hildebrand F., Nielsen T., Falony G., Le Chatelier E., Sunagawa S.,
Sunagawa S., Prifti Edi, Vieira-Silva S., Gudmundsdottir V., Krogh Pedersen H.,
Arumugam M., Kristiansen K., Voigt A., Vestergaard H., Hercog R., Costea P.,
Kultima J., Li J., Jorgensen T., Levenez F., Dore J., Nielsen B. H., Brunak S., Raes J.,
Hansen T., Wang J., Dusko E. S., Bork P. & Pedersen O. (2015) Disentangling type
2 diabetes and metformin treatment signatures in the human gut microbiota. Nature
528(7581):262–66. Available at: https://doi.org/10.1038/nature15766. [MV-C]
Forstmeier W., Wagenmakers E. J. & Parker T. H. (2017) Detecting and avoiding likely
false-positive findings: A practical guide. Biological Reviews: Cambridge Philosophical
Society 92(4):1941–68. Available at: https://doi.org/10.1111/brv.12315. [EA]
Forsythe P., Kunze W. & Bienenstock J. (2016) Moody microbes or fecal phrenology:
What do we know about the microbiota-gut-brain axis? BMC Medicine 14:58.
Available at: https://doi.org/10.1186/s12916-016-0604-8. [aKBH]
Foster J. A. & McVey Neufeld K.-A. (2013) Gut-brain axis: How the microbiome influences anxiety and depression. Trends in Neurosciences 36(5):305–12. Available at:
https://doi.org/10.1016/j.tins.2013.01.005. [aKBH, NJ]
Foster K. R., Schluter J., Coyte K. Z. & Rakoff-Nahoum S. (2017) The evolution of the
host microbiome as an ecosystem on a leash. Nature 548:43–51. Available at:
https://doi.org/10.1038/nature23292. [rKBH]
François M., Schaefer J. M., Bole-Feysot C., Déchelotte P., Verhulst F. C. & Fetissov S. O.
(2015) Ghrelin-reactive immunoglobulins and anxiety, depression and stress-induced cortisol response in adolescents. The TRAILS study. Progress in Neuro-Psychopharmacology
59:1–7. Available at: http://dx.doi.org/10.1016/j.pnpbp.2014.12.011. [SOF]
Franzosa E. A., McIver L. J., Rahnavard G., Thompson L. R., Schirmer M., Weingart G.,
Lipson K. S., Knight R., Caporaso J. G., Segata N. & Huttenhower C. (2018) Specieslevel functional profiling of metagenomes and metatranscriptomes. Nature Methods
15:962–68. Available at: https://doi.org/10.1038/s41592-018-0176-y. [rKBH]
Garcia F. D., Coquerel Q., do Rego J.-C., Cravezic A., Bole-Feysot C., Kiive E.,
Déchelotte P., Harro J. & Fetissov S. O. (2012) Anti-neuropeptide Y plasma immunoglobulins in relation to mood and appetite in depressive disorder.
Psychoneuroendocrinology 37:1457–67. Available at: http://www.sciencedirect.com/science/article/pii/S0306453012000522. [SOF]
Garcia F. D., Coquerel Q., Kiive E., Déchelotte P., Harro J. & Fetissov S. O. (2011)
Autoantibodies reacting with vasopressin and oxytocin in relation to cortisol secretion
in mild and moderate depression. Progress in Neuro-Psychopharmacology and
Biological Psychiatry 35(1):118–25. Available at: http://www.sciencedirect.com/
science/article/B6TBR-515SRKJ-1/2/799ec6a29b3a8757aa79b210e93426f0. [SOF]
Gareau M. G., Wine E., Rodrigues D. M., Cho J. H., Whary M. T., Philpott D. J.,
Macqueen G. & Sherman P. M. (2011) Bacterial infection causes stress-induced memory dysfunction in mice. Gut 60:307–17. Available at: https://doi.org/10.1136/gut.2009.
202515. [aKBH]
Gastroenterology (1980) Notices: International symposium on the brain-gut axis.
Gastroenterology 79(4):783. [aKBH]
Gevers D., Kugathasan S., Denson L. A., Vázquez-Baeza Y., Van Treuren W., Ren B.,
Schwager E., Knights D., Song S. J., Yassour M., Morgan X. C., Kostic A. D.,
Luo C., González A., McDonald D., Haberman Y., Walters T., Baker S., Rosh J.,
Stephens M., Heyman M., Markowitz J., Baldassano R., Griffiths A., Sylvester F.,
Mack D., Kim S., Crandall W., Hyams J., Huttenhower C., Knight R. & Xavier R.
J. (2014) The treatment-naive microbiome in new-onset Crohn’s disease. Cell

47

Host & Microbe 15:382–92. Available at: https://doi.org/10.1016/j.chom.2014.02.
005. [aKBH]
Gibson G. R., Hutkins R., Sanders M. E., Prescott S. L., Reimer R. A., Salminen S. J.,
Scott K., Swanson K. S., Cani P. D., Verbeke K. & Reid G. (2017) Expert consensus
document: The International Scientific Association for Probiotics and Prebiotics
(ISAPP) consensus statement on the definition and scope of prebiotics. Nature
Reviews Gastroenterology and Hepatology 14(8):491–502. Available at: https://doi.
org/10.1038/nrgastro.2017.75. [BD]
Gilbert J. A., Blaser M. J., Caporaso J. G., Jansson J. K., Lynch S. V. & Knight R. (2018)
Current understanding of the human microbiome. Nature Medicine 24:392–400.
Available at: https://doi.org/10.1038/nm.4517. [rKBH]
Gilmore J. H., Jarskog L. F. & Vadlamudi S. (2005) Maternal poly I:C exposure during pregnancy regulates TNF alpha, BDNF, and NGF expression in neonatal brain and the
maternal-fetal unit of the rat. Journal of Neuroimmunology 159(1–2):106–12. [AA]
Gligorov N. (2016) Neuroethics and the scientific revision of common sense, vol. 11.
Springer. [NG]
Gligorov N., Azzouni J., Lackey D. P. & Zweig A. (2013) Personal identity. In: The human
microbiome: Ethical, legal and social concerns, ed. R. Rhodes, N. Gligorov & A.
P. Schwab, pp. 55–70. Oxford University Press. [NG]
Gloor G. B., Macklaim J. M., Pawlowsky-Glahn V. & Egozcue J. J. (2017) Microbiome
datasets are compositional: And this is not optional. Frontiers in Microbiology
8:2224. Available at: https://doi.org/10.3389/fmicb.2017.02224. [MV-C]
Goehler L. E., Park S. M., Opitz N., Lyte M. & Gaykema R. P. A. (2008) Campylobacter
jejuni infection increases anxiety-like behavior in the holeboard: Possible anatomical substrates for viscerosensory modulation of exploratory behavior. Brain, Behavior, and
Immunity 22:354–66. Available at: https://doi.org/10.1016/j.bbi.2007.08.009. [aKBH]
Gold N. I., Singleton E., Macfarlane D. A. & Moore F. D. (1958) Quantitative determination
of the urinary cortisol metabolites, “tetrahydro F,” “allo-tetrahydro F” and “tetrahydro E”:
Effects of adrenocorticotropin and complex trauma in the human. Journal of Clinical
Investigation 37:813–23. Available at: https://doi.org/10.1172/JCI103669. [aKBH]
Gonon F., Bezard E. & Boraud T. (2011) Misrepresentation of neuroscience data might
give rise to misleading conclusions in the media: The case of attention deficit
hyperactivity disorder. PLoS ONE 6:e14618. Available at: https://doi.org/10.1371/journal.pone.0014618. [aKBH]
Gonon F., Konsman J.-P., Cohen D. & Boraud T. (2012) Why most biomedical findings
echoed by newspapers turn out to be false: The case of attention deficit
hyperactivity disorder. PLoS ONE 7:e44275. Available at: https://doi.org/10.1371/journal.pone.0044275. [aKBH]
Goodrich J. K., Di Rienzi S. C., Poole A. C., Koren O., Walters W. A., Caporaso J. G.,
Knight R. & Ley R. E. (2014) Conducting a microbiome study. Cell 158(2):250–62. [MA]
Gorard D., Gomborone J., Libby G. & Farthing M. (1996) Intestinal transit in anxiety
and depression. Gut 39:551–55. [MV-C]
Greenberg S. A. (2009) How citation distortions create unfounded authority: Analysis of a
citation network. British Journal of Medicine 339:b2680. Available at: https://doi.org/10.
1136/bmj.b2680. [EGO]
Grenham S., Clarke G., Cryan J. F. & Dinan T. G. (2011) Brain-gut-microbe communication in health and disease. Frontiers in Physiology 2:94. Available at: https://doi.org/
10.3389/fphys.2011.00094. [NJ]
Grey K. R., Davis E. P., Sandman C. A. & Glynn L. M. (2013) Human milk cortisol is
associated with infant temperament. Psychoneuroendocrinology 38(7):1178–85.
Available at: https://doi.org/10.1016/j.psyneuen.2012.11.002. [BH]
Griffiths P. E. (2002) What is innateness? Monist 85:70–85. Available at: https://doi.org/
10.5840/monist20028518. [rKBH]
Griffiths P.E. & Stotz K. (2013) Genetics and philosophy: An introduction. Cambridge
University Press. [KEL]
Gronier B., Savignac H. M., Di Miceli M., Idriss S. M., Tzortzis G., Anthony D. &
Burnet P. W. J. (2018) Increased cortical neuronal responses to NMDA and improved
attentional set-shifting performance in rats following prebiotic (B-GOS®) ingestion.
European Neuropsychopharmacology 28(1):211–24. Available at: https://doi.org/10.
1016/j.euroneuro.2017.11.001. [BD]
Grossman M. I. (1979) Neural and hormonal regulation of gastrointestinal function:
An overview. Annual Review of Physiology 41:27–33. Available at: https://doi.org/10.
1146/annurev.ph.41.030179.000331. [NJ]
Habibzadeh F. (2013) Common statistical mistakes in manuscripts submitted to
biomedical journals. European Science Editing 39:92–94. [aKBH]
Haenel H. (1961) Some rules in the ecology of the intestinal microflora of man. Journal of
Applied Bacteriology 24:242–51. Available at: https://doi.org/10.1111/j.1365-2672.1961.
tb00260.x. [aKBH]
Hafeez D. M., Jalal S. & Khosa F. (2019) Bibliometric analysis of manuscript characteristics that influence citations: A comparison of six major psychiatry journals.
Journal of Psychiatric Research 108:90–94. Available at: https://doi.org/10.1016/j.jpsychires.2018.07.010. [EGO]
Halfvarson J., Brislawn C. J., Lamendella R., Vázquez-Baeza Y., Walters W. A., Bramer L.
M., D’Amato M., Bonfiglio F., McDonald D., Gonzalez A., McClure E. E.,
Dunklegarger M. F., Knight R. & Jansson J. K. (2017) Dynamics of the human gut

48

References/Hooks et al: Microbiota-gut-brain research: A critical analysis

microbiome in inflammatory bowel disease. Nature Microbiology 2:17004. Available at:
https://doi.org/10.1038/nmicrobiol.2017.4. [JAB-R]
Hanage W. P. (2014) Microbiology: Microbiome science needs a healthy dose
of scepticism. Nature 512:247–48. Available at: https://doi.org/10.1038/512247a.
[aKBH]
Handelsman J. (2004) Metagenomics: Application of genomics to uncultured microorganisms. Microbiology and Molecular Biology Reviews 68:669–85. Available at:
https://doi.org/10.1128/MMBR.68.4.669-685.2004. [aKBH]
Handelsman J., Rondon M. R., Brady S. F., Clardy J. & Goodman R. M. (1998) Molecular
biological access to the chemistry of unknown soil microbes: A new frontier for
natural products. Chemistry & Biology 5:R245–49. Available at: https://doi.org/10.
1016/S1074-5521(98)90108-9. [aKBH]
Hart B. L. (1988) Biological basis of the behavior of sick animals. Neuroscience and
Biobehavioral Reviews 12:123–37. Available at: http://www.ncbi.nlm.nih.gov/
pubmed/3050629. [aKBH]
Heijtz R. D., Wang S., Anuar F., Qian Y., Björkholm B., Samuelsson A., Hibberd M. L.,
Forssberg H. & Pettersson S. (2011) Normal gut microbiota modulates brain development and behavior. Proceedings of the National Academy of Sciences of the USA 108
(7):3047–52. [JAB-R]
Heikkilä M. & Saris P. (2003) Inhibition of Staphylococcus aureus by the commensal bacteria of human milk. Journal of Applied Microbiology 95(3):471–78. Available at:
https://doi.org/10.1046/j.1365-2672.2003.02002.x. [CMK]
Hemmings S. M. J., Malan-Müller S., van den Heuvel L. L., Demmitt B. A.,
Stanislawski M. A., Smith D. G., Bohr A. D., Stamper C. E., Hyde E. R., Morton J.
T., Marotz C. A., Siebler P. H., Braspenning M., Van Criekinge W., Hoisington A.
J., Brenner L. A., Postolache T. T., McQueen M. B., Krauter K. S., Knight R.,
Seedat S. & Lowry C. A. (2017) The microbiome in posttraumatic stress disorder
and trauma-exposed controls: An exploratory study. Psychosomatic Medicine
79:936–46. Available at: https://doi.org/10.1097/PSY.0000000000000512. [aKBH]
Hill C., Guarner F., Reid G., Gibson G. R., Merenstein D. J., Pot B., Morelli L., Canani R.
B., Flint H. J., Salminen S., Calder P. C. & Sanders M. E. (2014) The International
Scientific Association for Probiotics and Prebiotics consensus statement on the
scope and appropriate use of the term probiotic. Nature Reviews Gastroenterology &
Hepatology 11:506–14. Available at: https://doi.org/10.1038/nrgastro.2014.66.
[aKBH]
Hodoval L. F., Morris E. L., Crawley G. J. & Beisel W. R. (1968) Pathogenesis of lethal shock
after intravenous staphylococcal enterotoxin B in monkeys. Applied Microbiology
16:187–92. Available at: http://www.ncbi.nlm.nih.gov/pubmed/4967067. [aKBH]
Hökfelt T., Bartfai T. & Bloom F. (2003) Neuropeptides: Opportunities for drug discovery.
Lancet Neurology 2(8):463–72. Available at: http://www.ncbi.nlm.nih.gov/entrez/
query.fcgi?cmd=Retrieve&db=PubMed&dopt=Citation&list_uids=12878434. [SOF]
Holscher H. D., Caporaso J. G., Hooda S., Brulc J. M., Fahey Jr. G. C. & Swanson K. S.
(2015) Fiber supplementation influences phylogenetic structure and functional capacity of the human intestinal microbiome: Follow-up of a randomized controlled trial.
American Journal of Clinical Nutrition 101(1):55–64. Available at: https://doi.org/10.
3945/ajcn.114.092064. [BD]
Homberg J. R. (2013) Measuring behaviour in rodents: Towards translational
neuropsychiatric research. Behavioural Brain Research 236:295–306. Available at:
https://doi.org/10.1016/j.bbr.2012.09.005. [aKBH]
Hooks K. B. & O’Malley M. A. (2017) Dysbiosis and its discontents. mBio 8:e01492-17.
Available at: https://doi.org/10.1128/mBio.01492-17. [MA, arKBH]
Hsiao E. Y., McBride S. W., Hsien S., Sharon G., Hyde E. R., McCue T., Codelli J. A.,
Chow J., Reisman S. E., Petrosino J. F., Patterson P. H. & Mazmanian S. K. (2013)
Microbiota modulate behavioral and physiological abnormalities associated with
neurodevelopmental disorders. Cell 155:1451–63. Available at: https://doi.org/10.
1016/j.cell.2013.11.024. [JAB-R, aKBH]
Huang R., Wang K. & Hu J. (2016) Effect of probiotics on depression: A systematic review
and meta-analysis of randomized controlled trials. Nutrients 8:483. Available at:
https://doi.org/10.3390/nu8080483. [aKBH]
Hugenholtz F. & de Vos W. M. (2018) Mouse models for human intestinal microbiota
research: A critical evaluation. Cellular and Molecular Life Sciences 75(1):149–60. [MA]
Human Microbiome Project Consortium (2012) Structure, function and diversity of the
healthy human microbiome. Nature 486(7402):207–14. Available at: https://doi.org/
10.1038/nature11234. [JAB-R, arKBH]
Hunn E. (1976) Toward a perceptual model of folk biological classification. American
Ethnologist 3:508–24. Available at: https://doi.org/10.1525/ae.1976.3.3.02a00080.
[rKBH]
Illes J., Moser M.A., McCormick J.B., Racine E., Blakeslee S., Caplan A., Hayden E.C.,
Ingram J., Lohwater T., McKnight P., Nicholson C., Phillips A., Sauvé K.D., Snell E.
& Weiss S. (2010) Neurotalk: Improving the communication of neuroscience.
Nature Reviews Neuroscience 11(1):61–69. [EB]
Ioannidis J. P. (2018) The proposal to lower P value thresholds to .005. JAMA 319
(14):1429–30. [MA]
Ioannidis J. P. A. (2005a) Contradicted and initially stronger effects in highly cited
clinical research. JAMA 294(2):218–28. [EGO]

Ioannidis J. P. A. (2005b) Why most published research findings are false. PLoS Medicine
2(8):e124. Available at: https://doi.org/10.1371/journal.pmed.0020124. [EGO]
Ioannidis J. P. A., Boyack K. W., Small H., Sorensen A. A. & Klavans R. (2014)
Bibliometrics: Is your most cited work your best? Nature 514:561–62. Available at:
https://doi.org/10.1038/514561a. [EGO]
Ioannidis J. P. A. & Khoury M. J. (2014) Assessing value in biomedical research: The
PQRST of appraisal and reward. JAMA 312(5):483–84. Available at: https://doi.org/
10.1001/jama.2014.6932. [EGO]
Ioannidis J. P. A. & Panagiotou O. A. (2011) Comparison of effect sizes associated with
biomarkers reported in highly cited individual articles and in subsequent meta-analyses.
JAMA 305(21):2200–10. Available at: https://doi.org/10.1001/jama.2011.713. [EGO]
Isaacs E. B., Fischl B. R., Quinn B. T., Chong W. K., Gadian D. G. & Lucas A. (2010)
Impact of breast milk on intelligence quotient, brain size, and white
matter development. Pediatric Research 67:357–62. Available at: https://doi.org/10.
1203/PDR.0b013e3181d026da. [BH]
Jabr F. (2017) Probiotics are no panacea. Scientific American 317:26–27. Available at:
https://doi.org/10.1038/scientificamerican0717-26. [aKBH]
Jadhav K. S., Peterson V. L., Halfon O., Ahern G., Fouhy F., Stanton C., Dinan T. G.,
Cryan J. F., & & Boutrel, B. (2018) Gut microbiome correlates with altered striatal
dopamine receptor expression in a model of compulsive alcohol seeking.
Neuropharmacology 141:249–59. Available at: https://doi.org/10.1016/j.neuropharm.
2018.08.026. [EFW]
Jeppsson B., James J. H., Hummel R. P., Brenner W., West R. & Fischer J. E. (1983)
Increased blood-brain transport of tryptophan after portacaval anastomoses in
germ-free rats. Metabolism: Clinical and Experimental 32:4–8. Available at: https://
doi.org/10.1016/0026-0495(83)90147-6. [aKBH]
Jiang H., Ling Z., Zhang Y., Mao H., Ma Z., Yin Y., Wang W., Tang W., Tan Z., Shi J.,
Li L. & Ruan B. (2015) Altered fecal microbiota composition in patients with major
depressive disorder. Brain, Behavior, and Immunity 48:186–94. Available at: https://
doi.org/10.1016/j.bbi.2015.03.016. [aKBH]
Johnson K. V.-A. & Foster K. R. (2018) Why does the microbiome affect behaviour?
Nature Reviews Microbiology 16:647–55. Available at: https://doi.org/10.1038/
s41579-018-0014-3. [aKBH]
Johnson M. H., Grossmann T. & Cohen Kadosh K. (2009) Mapping functional brain
development: Building a social brain through interactive specialization. Developmental
Psychology 45(1):151–59. Available at: https://doi.org/10.1037/a0014548. [NJ]
Johnson M. H., Halit H., Grice S. J. & Karmiloff-Smith A. (2002) Neuroimaging of typical
and atypical development: A perspective from multiple levels of analysis. Development
and Psychopathology 14(3):521–36. [NJ]
Jones J. M. (2014) CODEX-aligned dietary fiber definitions help to bridge the ‘fiber gap.’
Nutrition Journal 13(1):34. Available at: https://doi.org/10.1186/1475-2891-13-34. [BD]
Jorth P., Turner K. H., Gumus P., Nizam N., Buduneli N. & Whiteley M. (2014)
Metatranscriptomics of the human oral microbiome during health and disease.
mBio 5(2):e01012-14. [JAB-R]
Jost T., Lacroix C., Braegger C. & Chassard C. (2015) Impact of human milk bacteria
and oligosaccharides on neonatal gut microbiota establishment and gut health.
Nutrition Reviews 73(7):426–37. Available at: https://doi.org/10.1093/nutrit/
nuu016. [BH]
Kanehisa M., Sato Y., Kawashima M., Furumichi M. & Tanabe M. (2016) KEGG as a reference resource for gene and protein annotation. Nucleic Acids Research 44(D1):
D457–62. Available at: https://doi.org/10.1093/nar/gkv1070. [JAB-R]
Kang D. D., Froula J., Egan R. & Wange Z. (2015) MetaBAT, an efficient tool for accurately reconstructing single genomes from complex microbial communities. PeerJ 3:
e1165. Available at: https://doi.org/10.7717/peerj.1165. [JAB-R]
Kang D. W., Ilhan Z. E., Isern N. G., Hoyt D. W., Howsmon D. P., Shaffer M.,
Lozupone C. A., Hahn J., Adams J. B. & Krajmalnik-Brown R. (2018) Differences
in fecal microbial metabolites and microbiota of children with autism
spectrum disorders. Anaerobe 49:121–31. [EB]
Kang D.-W., Park J. G., Ilhan Z. E., Wallstrom G., Labaer J., Adams J. B. & KrajmalnikBrown R. (2013) Reduced incidence of Prevotella and other fermenters in intestinal
microflora of autistic children. PLoS ONE 8(7):e68322. [AA]
Kao A. C., Spitzer S., Anthony D. C., Lennox B. & Burnet P. W. J. (2018) Prebiotic attenuation of olanzapine-induced weight gain in rats: Analysis of central and peripheral
biomarkers and gut microbiota. Translational Psychiatry 8(1):66. Available at:
https://doi.org/10.1038/s41398-018-0116-8. [BD]
Kapur S., Phillips A. G. & Insel T. R. (2012) Why has it taken so long for biological psychiatry to develop clinical tests and what to do about it? Molecular Psychiatry 17
(12):1174–79. [EB]
Karaiskos D., Mavragani C. P., Sinno M. H., Déchelotte P., Zintzaras E., Skopouli F. N.,
Fetissov S. O. & Moutsopoulos H. M. (2010) Psychopathological and personality features in primary Sjogren’s syndrome – Associations with autoantibodies
to neuropeptides. Rheumatology 49(9):1762–69. Available at: http://rheumatology.
oxfordjournals.org/cgi/content/abstract/keq158v1. [SOF]
Karst S. M. (2016) The influence of commensal bacteria on infection with enteric viruses.
Nature Reviews Microbiology 14(4):197–204. [KBC]

References/Hooks et al: Microbiota-gut-brain research: A critical analysis
Karu N., Deng L., Slae M., Guo A. C., Sajed T., Huynh H., Wine E. & Wishart D. S. (2018)
A review on human fecal metabolomics: Methods, applications and the human fecal
metabolome database. Analytica Chimica Acta 1030:1–24. Available at: https://doi.org/
10.1016/j.aca.2018.05.031. [JAB-R]
Kell D. B. & Oliver S. G. (2004) Here is the evidence, now what is the hypothesis? The
complementary roles of inductive and hypothesis-driven science in the post-genomic
era. BioEssays: News and Reviews in Molecular, Cellular and Developmental Biology
26:99–105. Available at: https://doi.org/10.1002/bies.10385. [rKBH]
Kelly J. R., Allen A. P., Temko A., Hutch W., Kennedy P. J., Farid N., Murphy E., Boylan G.,
Bienenstock J., Cryan J. F., Clarke G. & Dinan T. G. (2017) Lost in translation? The
potential psychobiotic Lactobacillus rhamnosus ( jb-1) fails to modulate stress or cognitive performance in healthy male subjects. Brain, Behavior, and Immunity 61:50–59.
Available at: https://doi.org/10.1016/j.bbi.2016.11.018. [aKBH]
Kelly J. R., Borre Y., O’ Brien C., Patterson E., El Aidy S., Deane J., Kennedy P. J., Beers S.,
Scott K., Moloney G., Hoban A. E., Scott L., Fitzgerald P., Ross P., Stanton C.,
Clarke G., Cryan J. F. & Dinan T. G. (2016) Transferring the blues: Depression-associated gut microbiota induces neurobehavioural changes in the rat. Journal of
Psychiatric Research 82:109–18. Available at: https://doi.org/10.1016/j.jpsychires.
2016.07.019. [BH]
Kelsey C., Dreisbach C., Alhusen J. & Grossmann T. (2019) A primer on investigating the
role of the microbiome in brain and cognitive development. Developmental
Psychobiology. First published online October 12, 2018. Available at: https://doi.org/
10.1002/dev.21778. [BH, CMK]
Keshavan M. S., Giedd J., Lau J. Y., Lewis D. A. & Paus T. (2014) Changes in the adolescent brain and the pathophysiology of psychotic disorders. Lancet Psychiatry 1
(7):549–58. Available at: https://doi.org/10.1016/S2215-0366(14)00081-9. [NJ]
Kessler R. C., Berglund P., Demler O., Jin R., Merikangas K. R. & Walters E. E. (2005)
Lifetime prevalence and age-of-onset distributions of DSM-IV disorders in the
National Comorbidity Survey Replication. Archives of General Psychiatry 62(6):593–
602. Available at: https://doi.org/10.1001/archpsyc.62.6.593. [NJ]
Khakzad M. R., Javanbakht M., Shayegan M. R., Kianoush S., Omid F., Hojati M. &
Meshkat M. (2012) The complementary role of high sensitivity C-reactive protein
in the diagnosis and severity assessment of autism. Research in Autism Spectrum
Disorders 6(3):1032–37. [AA]
Kim D., Hofstaedter C. E., Zhao C., Mattei L., Tanes C., Clarke E., Lauder A., SherrillMix S., Chehoud C., Kelsen J., Conrad M., Collman R. G., Baldassano R.,
Bushman F. D. & Bittinger K. (2017a) Optimizing methods and dodging pitfalls in
microbiome research. Microbiome 5:52. Available at: https://doi.org/10.1186/s40168017-0267-5. [aKBH]
Kim S., Kim H., Yim Y. S., Ha S., Atarashi K., Tan T. G., Longman R. S., Honda K.,
Littman D. R., Choi G. B. & Huh J. R. (2017b) Maternal gut bacteria promote neurodevelopmental abnormalities in mouse offspring. Nature 549(7673):528–32. [EB, AA]
Kirk R. G. (2012) “Life in a germ-free world”: Isolating life from the laboratory animal to
the bubble boy. Bulletin of the History of Medicine 86:237–75. Available at: https://doi.
org/10.1353/bhm.2012.0028. [aKBH]
Kleiman S. C., Watson H. J., Bulik-Sullivan E. C., Huh E. Y., Tarantino L. M., Bulik C. M.
& Carroll I. M. (2015) The intestinal microbiota in acute anorexia nervosa and during
renourishment: Relationship to depression, anxiety, and eating disorder psychopathology. Psychosomatic Medicine 77:969–81. Available at: https://doi.org/10.1097/PSY.
0000000000000247. [aKBH]
Klein C. (2010) Philosophical issues in neuroimaging. Philosophy Compass 5:186–98.
Available at: https://doi.org/10.1111/j.1747-9991.2009.00275.x. [rKBH]
Knight R., Vrbanac A., Taylor B. C., Aksenov A., Callewaert C., Debelius J., Gonzalez A.,
Kosciolek T., McCall L.-I., McDonald D., Melnik A. V., Morton J. T., Navas J.,
Quinn R. A., Sanders J. G., Swafford A. D., Thompson L. R., Tripathi A., Xu Z. Z.,
Zaneveld J. R., Zhu Q., Caporaso J. G. & Dorrestein P. C. (2018) Best practices for
analysing microbiomes. Nature Reviews Microbiology 16(7):410–22. Available at:
https://doi.org/10.1038/s41579-018-0029-9. [JRA, JAB-R, arKBH]
Knudsen K., Haase A., Fedorova T. D. & Charlotte A. (2017) Gastrointestinal transit time
in Parkinson’s disease using a magnetic tracking system. Journal of Parkinsons Disease
7:471–79. Available at: https://doi.org/10.3233/JPD-171131. [MV-C]
Konsman J. P., Parnet P. & Dantzer R. (2002) Cytokine-induced sickness behaviour:
Mechanisms and implications. Trends in Neurosciences 25:154–59. Available at:
http://www.ncbi.nlm.nih.gov/pubmed/11852148. [rKBH]
Koolhaas J. M., Bartolomucci A., Buwalda B., de Boer S. F., Flügge G., Korte S. M.,
Meerlo P., Murison R., Olivier B., Palanza P., Richter-Levin G., Sgoifo A.,
Steimer T., Stiedl O., van Dijk G., Wöhr M. & Fuchs E. (2011) Stress revisited: A
critical evaluation of the stress concept. Neuroscience & Biobehavioral Reviews 35(5):
1291–301. Available at: https://doi.org/10.1016/j.neubiorev.2011.02.003. [RHB]
Korte S. M., De Kloet E. R., Buwalda B., Bouman S. D. & Bohus B. (1996) Antisense to
the glucocorticoid receptor in hippocampal dentate gyrus reduces immobility in
forced swim test. European Journal of Pharmacology 301(1–3):19–25. [BJK]
Korte S. M., Koolhaas J. M., Wingfield J. C. & McEwen B. S. (2005) The Darwinian concept of stress: Benefits of allostasis and costs of allostatic load and the trade-offs in
health and disease. Neuroscience & Biobehavioral Reviews 29(1):3–38. [BJK]

49

Korte-Bouws G. A. H., van Heesch F., Westphal K. G. C., Ankersmit L. M. J., van
Oosten E. M., Güntürkün O. & Korte S. M. (2018) Bacterial lipopolysaccharide
increases serotonin metabolism in both medial prefrontal cortex and nucleus accumbens in male wild type rats, but not in serotonin transporter knockout rats.
Pharmaceuticals 11(3):66. [BJK]
Kostic A. D., Gevers D., Siljander H., Vatanen T., Hyötyläinen T., Hämäläinen A.-M.,
Peet A., Tillmann V., Pöhö P., Mattila I., Lähdesmäki H., Franzosa E. A.,
Vaarala O., de Goffau M., Harmsen H., Ilonen J., Virtanen S. M., Clish C. B.,
Orešič M., Huttenhower C., Knip N., on behalf of the DIABIMMUNE Study Group
& Xavier R. J. (2015) The dynamics of the human infant gut microbiome in development and in progression toward type 1 diabetes. Cell Host & Microbe 17(2):260–73.
Available at: https://doi.org/10.1016/j.chom.2015.01.001. [CMK]
Kristensen N. B., Bryrup T., Allin K. H., Nielsen T., Hansen T. H. & Pedersen O. (2016)
Alterations in fecal microbiota composition by probiotic supplementation in healthy
adults: A systematic review of randomized controlled trials. Genome Medicine 8
(1):52. Available at: https://doi.org/10.1186/s13073-016-0300-5. [aKBH, KEL]
Krol K. M. & Grossmann T. (2018) Psychological effects of breastfeeding on children
and mothers. Bundesgesundheitsblatt - Gesundheitsforschung - Gesundheitsschutz 61
(8):977–85. Available at: https://doi.org/10.1007/s00103-018-2769-0. [CMK]
Kulkarni A. V., Aziz B., Shams I. & Busse J. W. (2009) Comparisons of citations in Web
of Science, Scopus, and Google Scholar for articles published in general
medical journals. JAMA 302(10):1092–96. Available at: https://doi.org/10.1001/jama.
2009.1307. [EGO]
Kuss S. K., Best G. T., Etheredge C. A., Pruijssers A. J., Frierson J. M., Hooper L.V.,
Dermody T. S. & Pfeiffer J. K. (2011) Intestinal microbiota promote enteric virus replication and systemic pathogenesis. Science 334(6053):249–52. [KBC]
Lagier J. C., Dubourg G., Million M., Cadoret F., Bilen M., Fenollar F., Levasseur A.,
Rolain J.-M., Fournier P.-E. & Raoult D. (2018) Culturing the human microbiota
and culturomics. Nature Reviews Microbiology 16:540–50. Available at: https://doi.
org/10.1038/s41579-018-0041-0. [EA]
Leclercq S., Matamoros S., Cani P. D., Neyrinck A. M., Jamar F., Stärkel P., Windey K.,
Tremaroli V., Bäckhed F., Verbeke K., de Timary P. & Delzenne N. M. (2014)
Intestinal permeability, gut-bacterial dysbiosis, and behavioral markers of alcoholdependence severity. Proceedings of the National Academy of Sciences USA 111:
E4485–93. https://doi.org/10.1073/pnas.1415174111. [aKBH]
Lefebvre C., Manheimer E. & Glanville J. (2011) Searching for studies. In: Cochrane handbook for systematic reviews of interventions version 5.1.0 (updated March 2011), ed.
J. P. T. Higgins & S. Green. The Cochrane Collaboration. Available at: http://www.
handbook.cochrane.org. [EGO]
Lepage P., Leclerc M. C., Joossens M., Mondot S., Blottière H. M., Raes J., Ehrlich D. &
Doré J. (2013) A metagenomic insight into our gut’s microbiome. Gut 62:146–58.
Available at: https://doi.org/10.1136/gutjnl-2011-301805. [aKBH]
Levy M., Kolodziejczyk A. A., Thaiss C. A. & Elinav E. (2017) Dysbiosis and the
immune system. Nature Reviews Immunology 17(4):219–32. [MA]
Lewis S. J. & Heaton K. W. (1997) Stool form scale as a useful guide to intestinal
transit time. Scandinavian Journal of Gastroenterology 32(9):920–24. Available at:
https://doi.org/10.3109/00365529709011203. [MV-C]
Li X., Chauhan A., Sheikh A. M., Patil S., Chauhan V., Li X.-M., Ji L., Brown T. &
Malik M. (2009) Elevated immune response in the brain of autistic patients. Journal
of Neuroimmunology 207(1–2):111–16. [AA]
Liu R. T. (2017) The microbiome as a novel paradigm in studying stress and
mental health. American Psychologist 72(7):655–67. Available at: https://doi.org/10.
1037/amp0000058. [KBC, aKBH, EFW]
Lloyd-Price J., Abu-Ali G. & Huttenhower C. (2016) The healthy human microbiome.
Genome Medicine 8(1):51. [MA]
Logothetis N. K. (2008) What we can do and what we cannot do with fMRI. Nature
453:869–78. Available at: https://doi.org/10.1038/nature06976. [rKBH]
Lucas N., Legrand R., Bôle-Feysot C., Breton J., Coëffier M., Akkermann K., Järv A.,
Harro J., Déchelotte P. & Fetissov S. O. (2019) Immunoglobulin G modulation of
the melanocortin 4 receptor signaling in obesity and eating disorders. Translational
Psychiatry 9(1): Article number 87. Available at: https://doi.org/10.1038/s41398-0190422-9. [SOF]
Luczynski P., Neufeld K. A. M. V., Oriach C. S., Clarke G., Dinan T. G. & Cryan J. F.
(2016) Growing up in a bubble: Using germ-free animals to assess the influence of
the gut microbiota on brain and behavior. International Journal of
Neuropsychopharmacology 19(8):1–17. Available at: https://doi.org/10.1093/ijnp/
pyw020. [BH]
Lynch K., Parke E. & O’Malley M. (2019) How causal are microbiomes? A comparison
with the Helicobacter pylori explanation of ulcers. Biology and Philosophy. Available
at: http://philsci-archive.pitt.edu/15777/. [rKBH]
Lyte M. (1993) The role of microbial endocrinology in infectious disease. Journal of
Endocrinology 137:343–45. Available at: https://doi.org/10.1677/joe.0.1370343. [aKBH]
Lyte M. (2011) Probiotics function mechanistically as delivery vehicles for neuroactive
compounds: Microbial endocrinology in the design and use of probiotics. BioEssays
33:574–81. Available at: https://doi.org/10.1002/bies.201100024. [aKBH]

50

References/Hooks et al: Microbiota-gut-brain research: A critical analysis

Lyte M. & Cryan J. F. (2014) Microbial endocrinology: The microbiota-gut-brain axis in
health and disease. Springer. [MV-C]
Lyte M. & Ernst S. (1992) Catecholamine induced growth of gram negative bacteria. Life
Sciences 50:203–12. Available at: http://www.ncbi.nlm.nih.gov/pubmed/1731173.
[aKBH]
Lyte M., Varcoe J. J. & Bailey M. T. (1998) Anxiogenic effect of subclinical bacterial infection in mice in the absence of overt immune activation. Physiology & Behavior 65:63–
68. Available at: https://doi.org/10.1016/S0031-9384(98)00145-0. [aKBH]
Mackinnon S., Drozdowska B. A., Hamilton M., Noel-Storr A. H., McShane R. &
Quinn T. (2018) Are methodological quality and completeness of reporting associated
with citation-based measures of publication impact? A secondary analysis of a systematic review of dementia biomarker studies. BMJ Open 8:e020331. Available at: https://
doi.org/10.1136/bmjopen-2017-020331. [EGO]
Magnusson K. R., Hauck L., Jeffrey B. M., Elias V., Humphrey A., Nath R., Perrone A. &
Bermudez L. E. (2015) Relationships between diet-related changes in the gut microbiome and cognitive flexibility. Neuroscience 300:128–40. Available at: https://doi.
org/10.1016/j.neuroscience.2015.05.016. [aKBH]
Mahurin Smith J. (2015) Breastfeeding and language outcomes: A review of the literature.
Journal of Communication Disorders 57:29–40. Available at: https://doi.org/10.1016/j.
jcomdis.2015.04.002. [rKBH]
Maier L., Pruteanu M., Kuhn M., Zeller G., Telzerow A., Anderson E. E., Brochado A. R.,
Fernandez K. C., Dose H., Mori H., Patil K. R., Bork P. & Typas A. (2018) Extensive
impact of non-antibiotic drugs on human gut bacteria. Nature 555(7698):623–28.
Available at: https://doi.org/10.1038/nature25979. [MV-C]
Martínez I., Kim J., Duffy P. R., Schlegel V. L. & Walter J. (2010) Resistant starches types 2
and 4 have differential effects on the composition of the fecal microbiota in
human subjects. PLoS ONE 5(11):e15046. Available at: https://doi.org/10.1371/journal.pone.0015046. [BD]
Mayer E. A. (2011) Gut feelings: The emerging biology of gut-brain communication.
Nature Reviews Neuroscience 12(8):453–66. Available at: https://doi.org/10.1038/
nrn3071. [NJ]
Mayer E. A., Knight R., Mazmanian S. K., Cryan J. F. & Tillisch K. (2014) Gut microbes and
the brain: Paradigm shift in neuroscience. Journal of Neuroscience 34(46):15490–96.
Available at: https://doi.org/10.1523/JNEUROSCI.3299-14.2014. [KBC, aKBH, NJ]
Mayer E. A., Tillisch K. & Gupta A. (2015) Gut/brain axis and the microbiota. Journal of
Clinical Investigation 125:926–38. Available at: https://doi.org/10.1172/JCI76304.
[aKBH]
Mazmanian S. K., Round J. L. & Kasper D. L. (2008) A microbial symbiosis factor prevents intestinal inflammatory disease. Nature 453:620–25. Available at: https://doi.
org/10.1038/nature07008. [aKBH]
McEwen B. S. (1998) Stress, adaptation, and disease: Allostasis and allostatic load. Annals
of the New York Academy of Sciences 840(1):33–44. Available at: https://doi.org/10.
1111/j.1749-6632.1998.tb09546.x. [RHB]
McEwen B. S. & Seeman T. (2006) Protective and damaging effects of mediators of stress:
Elaborating and testing the concepts of allostasis and allostatic load. Annals of the
New York Academy of Sciences 896(1):30–47. Available at: https://doi.org/10.1111/j.
1749-6632.1999.tb08103.x. [RHB]
McKean J., Naug H., Nikbakht E., Amiet B. & Colson N. (2017) Probiotics and subclinical
psychological symptoms in healthy participants: A systematic review and meta-analysis. Journal of Alternative and Complementary Medicine 23:249–58. Available at:
https://doi.org/10.1089/acm.2016.0023. [aKBH]
McNulty N. P., Yatsunenko T., Hsiao A., Faith J. J., Muegge B. D., Goodman A. L.,
Henrissat B., Oozeer R., Cools-Portier S., Gobert G., Chervaux C., Knights D.,
Lozupone C. A., Knight R., Duncan A. E., Bain J. R., Muehlbauer M. J., Newgard C. B.,
Heath A. C. & Gordon J. I. (2011) The impact of a consortium of fermented milk strains
on the gut microbiome of gnotobiotic mice and monozygotic twins. Science Translational
Medicine 3:106ra106. https://doi.org/10.1126/scitranslmed.3002701. [aKBH]
McVey Neufeld K. A., Luczynski P., Seira Oriach C., Dinan T. G. & Cryan J.F. (2016)
What’s bugging your teen? The microbiota and adolescent mental health.
Neuroscience & Biobehavioral Reviews 70:300–312. Available at: https://doi.org/10.
1016/j.neubiorev.2016.06.005. [NJ]
Messaoudi M., Lalonde R., Violle N., Javelot H., Desor D., Nejdi A., Bisson J.-F.,
Rougeot C., Pichelin M., Cazaubiel M. & Cazaubiel J.-M. (2011) Assessment of psychotropic-like properties of a probiotic formulation (Lactobacillus helveticus R0052
and Bifidobacterium longum R0175) in rats and human subjects. British Journal of
Nutrition 105:755–64. Available at: https://doi.org/10.1017/S0007114510004319.
[aKBH]
Metchnikoff É. (1908) Études sur la flore intestinale. Putréfaction intestinale. Annales de
l’Institut Pasteur 22:930–55. [aKBH]
Meyer V. J., Lee Y., Böttger C., Leonbacher U., Allison A. L. & Shirtcliff E. A. (2015)
Experience, cortisol reactivity, and the coordination of emotional responses
to skydiving. Frontiers in Human Neuroscience 9:138. Available at: https://doi.org/
10.3389/fnhum.2015.00138. [RHB]
Mika A., Day H. E., Martinez A., Rumian N. L., Greenwood B. N., Chichlowski M.,
Berg B. M. & Fleshner M. (2017) Early life diets with prebiotics and bioactive milk

fractions attenuate the impact of stress on learned helplessness behaviours and alter
gene expression within neural circuits important for stress resistance. European Journal
of Neuroscience 45(3):342–57. Available at: https://doi.org/10.1111/ejn.13444. [BD]
Mika A., Gaffney M., Roller R., Hills A., Bouchet C. A., Hulen K. A., Thompson R. S.,
Chichlowski M., Berg B. M., Fleshner M. & Fleshner M. (2018) Feeding the developing
brain: Juvenile rats fed diet rich in prebiotics and bioactive milk fractions exhibit
reduced anxiety-related behavior and modified gene expression in emotion circuits.
Neuroscience Letters 677:103–109. Available at: https://doi.org/10.1016/j.neulet.2018.
01.052. [BD]
Mogk A., Deuerling E., Vorderwulbecke S., Vierling E. & Bukau B. (2003) Small heat
shock proteins, ClpB and the DnaK system form a functional triade in reversing
protein aggregation. Molecular Microbiology 50(2):585–95. Available at: http://www.
ncbi.nlm.nih.gov/pubmed/14617181. [SOF]
Molendijk M. L. & de Kloet E. R. (2015) Immobility in the forced swim test is adaptive
and does not reflect depression. Psychoneuroendocrinology 62:389–91. Available at:
https://doi.org/10.1016/j.psyneuen.2015.08.028. [aKBH]
Momozawa Y., Deffontaine V., Louis E. & Medrano J. F. (2011) Characterization of bacteria in biopsies of colon and stools by high throughput sequencing of the V2 region of
bacterial 16S rRNA gene in human. PLoS ONE 6:e16952. Available at: https://doi.org/
10.1371/journal.pone.0016952. [aKBH]
Moran N. A. & Sloan D. B. (2015) The hologenome concept: Helpful or hollow? PLoS
Biology 13:e1002311. Available at: https://doi.org/10.1371/journal.pbio.1002311. [aKBH]
Morita C., Tsuji H., Hata T., Gondo M., Takakura S., Kawai K., Yoshihara K., Ogata K.,
Nomoto K., Miyazaki K. & Sudo N. (2015) Gut dysbiosis in patients with
anorexia nervosa. PLoS ONE 10(12):e0145274. Available at: https://doi.org/10.1371/journal.pone.0145274. [EB]
Mormède P., Andanson S., Aupérin B., Beerda B., Guémené D., Malmkvist J., Manteca X.,
Manteuffel G., Prunet P., van Reenen C. G., Richard S. & Veissier I. (2007)
Exploration of the hypothalamic-pituitary-adrenal function as a tool to evaluate
animal welfare. Physiology & Behavior 92:317–39. Available at: https://doi.org/10.
1016/j.physbeh.2006.12.003. [aKBH]
Neufeld K., Kang N., Bienenstock J. & Foster J. A. (2011a) Effects of intestinal microbiota
on anxiety-like behavior. Communicative & Integrative Biology 4:492–94. Available at:
https://doi.org/10.4161/cib.15702. [aKBH]
Neufeld K., Kang N., Bienenstock J. & Foster J. A. (2011b) Reduced anxiety-like behavior
and central neurochemical change in germ-free mice. Neurogastroenterology and
Motility 23:255–64, e119. Available at: https://doi.org/10.1111/j.1365-2982.2010.
01620.x. [aKBH]
Ng Q. X., Peters C., Ho C. Y. X., Lim D. Y. & Yeo W.-S. (2017) A meta-analysis of the use
of probiotics to alleviate depressive symptoms. Journal of Affective Disorders 228:13–
19. Available at: https://doi.org/10.1016/j.jad.2017.11.063. [aKBH]
Nguyen T. L. A., Vieira-Silva S., Liston A. & Raes J. (2015) How informative is the mouse
for human gut microbiota research? Disease Models & Mechanisms 8:1–16. Available
at: https://doi.org/10.1242/dmm.017400. [arKBH]
Nichols S. (2004) Folk concepts and intuitions: From philosophy to cognitive science.
Trends in Cognitive Sciences 8:514–18. Available at: https://doi.org/10.1016/j.tics.
2004.09.001. [rKBH]
Nichols T. E., Das S., Eickhoff S. B., Evans A. C., Glatard T., Hanke M., Kriegeskorte N.,
Milham M. P., Poldrack R. A., Poline J.-B., Proal E., Thirion B., Van Essen D. C.,
White T. & Yeo B. T. (2017) Best practices in data analysis and sharing in neuroimaging using MRI. Nature Neuroscience 20(3):299–303. Available at: https://doi.org/10.
1038/nn.4500. [EA]
Nishino R., Mikami K., Takahashi H., Tomonaga S., Furuse M., Hiramoto T., Aiba Y.,
Koga Y. & Sudo N. (2013) Commensal microbiota modulate murine behaviors in a
strictly contamination-free environment confirmed by culture-based methods.
Neurogastroenterology and Motility 25:521–e371. Available at: https://doi.org/10.
1111/nmo.12110. [aKBH]
Nolvi S., Uusitupa H. M., Bridgett D. J., Pesonen H., Aatsinki A. K., Kataja E. L.,
Karlsson H. & Karlsson L. (2018) Human milk cortisol concentration predicts experimentally induced infant fear reactivity: Moderation by infant sex. Developmental
Science 21(4):e12625. Available at: https://doi.org/10.1111/desc.12625. [BH]
Norton J. D. (2003) Causation as folk science. Philosophers’ Imprint 3(4):1–22. [rKBH]
Nosek B. A. & Errington T. M. (2017) Reproducibility in cancer biology: Making sense
of replications. Elife 6:e23383. [MA]
Ohland C. L., Kish L., Bell H., Thiesen A., Hotte N., Pankiv E. & Madsen K. L. (2013)
Effects of Lactobacillus helveticus on murine behavior are dependent on diet and genotype and correlate with alterations in the gut microbiome. Psychoneuroendocrinology
38:1738–47. Available at: https://doi.org/10.1016/j.psyneuen.2013.02.008. [aKBH]
Olesen S. W. & Alm E. J. (2016) Dysbiosis is not an answer. Nature Microbiology 1:16228.
Available at: https://doi.org/10.1038/nmicrobiol.2016.228. [arKBH]
Olle B. (2013) Medicines from microbiota. Nature Biotechnology 31:309–15. Available at:
https://doi.org/10.1038/nbt.2548. [aKBH]
O’Mahony S. M., Clarke G., Dinan T. G. & Cryan J. F. (2017) Early-life adversity and
brain development: Is the microbiome a missing piece of the puzzle? Neuroscience
342:37–54. Available at: https://doi.org/10.1016/j.neuroscience.2015.09.068. [aKBH]

References/Hooks et al: Microbiota-gut-brain research: A critical analysis
O’Mahony S. M., Marchesi J. R., Scully P., Codling C., Ceolho A.-M., Quigley E. M. M.,
Cryan J. F. & Dinan T. G. (2009) Early life stress alters behavior, immunity, and
microbiota in rats: Implications for irritable bowel syndrome and psychiatric illnesses.
Biological Psychiatry 65:263–67. Available at: https://doi.org/10.1016/j.biopsych.2008.
06.026. [aKBH]
O’Malley M. A. & Skillings D. J. (2018) Methodological strategies in microbiome research
and their explanatory implications. Perspectives on Science 26:239–65. Available at:
https://doi.org/10.1162/POSC_a_00274. [aKBH]
Osadchiy V., Labus J. S., Gupta A., Jacobs J., Ashe-McNalley C., Hsiao E. Y. & Mayer E.
A. (2018) Correlation of tryptophan metabolites with connectivity of extended central
reward network in healthy subjects. PLoS ONE 13(8):e0201772. Available at: https://
doi.org/10.1371/journal.pone.0201772. [EA]
Pannaraj P. S., Li F., Cerini C., Bender J. M., Yang S., Rollie A., Adisetivo H., Zabih S.,
Lincez P. J., Bittinger K., Bailey A, Bushman F. D., Sleasman J. W. & Aldrovandi G.
M. (2017) Association between breast milk bacterial communities and establishment
and development of the infant gut microbiome. JAMA Pediatrics 171(7):647–54.
Available at: https://doi.org/10.1001/jamapediatrics.2017.0378. [BH]
Park A. J., Collins J., Blennerhassett P. A., Ghia J. E., Verdu E. F., Bercik P. & Collins S. M.
(2013) Altered colonic function and microbiota profile in a mouse model of
chronic depression. Neurogastroenterology and Motility 25:733–e575. Available at:
https://doi.org/10.1111/nmo.12153. [aKBH]
Perez-Burgos A., Wang B., Mao Y.-K., Mistry B., McVey Neufeld K.-A., Bienenstock J. &
Kunze W. (2013) Psychoactive bacteria Lactobacillus rhamnosus (JB-1) elicits rapid
frequency facilitation in vagal afferents. American Journal of Physiology.
Gastrointestinal and Liver Physiology 304:G211–20. https://doi.org/10.1152/ajpgi.
00128.2012. [aKBH]
Perez-Muñoz M. E., Arrieta M.-C., Ramer-Tait A. E. & Walter J. (2017) A critical assessment of the “sterile womb” and “in utero colonization” hypotheses: Implications for
research on the pioneer infant microbiome. Microbiome 5:48. Available at: https://
doi.org/10.1186/s40168-017-0268-4. [aKBH]
Persky H., Hamburg D. A., Basowitz H., Grinker R. R., Sabshin M., Korchin S. J.,
Herz M., Board F. A. & Heath H. A. (1958) Relation of emotional responses and
changes in plasma hydrocortisone level after stressful interview. AMA Archives of
Neurology and Psychiatry 79:434–47. Available at: http://www.ncbi.nlm.nih.gov/
pubmed/13519947. [aKBH]
Pfeiffer J. K. & Virgin H. W. (2016) Transkingdom control of viral infection and immunity in the mammalian intestine. Science 351(6270):aad5872. Available at: https://doi.
org/10.1126/science.aad5872. [rKBH]
Pinto-Sanchez M. I., Hall G. B., Ghajar K., Nardelli A., Bolino C., Lau J. T., Martin F.-P.,
Cominetti O., Welsh C., Rieder A., Traynor J., Gregory C., De Palma G., Pigrau M.,
Ford A. C., Macri J., Berger B., Bergonzelli G. & Bercik P. (2017) Probiotic
Bifidobacterium longum NCC3001 reduces depression scores and alters brain activity:
A pilot study in patients with irritable bowel syndrome. Gastroenterology 153(2):448–
59.e8. Available at: https://doi.org/10.1053/j.gastro.2017.05.003. [EA]
Planer J. D., Peng Y., Kau A. L., Blanton L. V., Ndao I. M., Tarr P. I., Warner B. B. &
Gordon J. I. (2016) Development of the gut microbiota and mucosal IgA responses
in twins and gnotobiotic mice. Nature 534(7606):263–66. Available at: https://doi.
org/10.1038/nature17940. [BH]
Poldrack R. A., Fletcher P. C., Henson R. N., Worsley K. J., Brett M. & Nichols T. E.
(2008) Guidelines for reporting an fMRI study. Neuroimage 40(2):409–14. [EA]
Popper K.R. (1963) Science as falsification. In: Conjectures and refutations, ed. K.
R. Popper, pp. 33–39. Routledge/Keagan Paul. [BJK, rKBH]
Postler T. S. & Ghosh S. (2017) Understanding the holobiont: How microbial metabolites
affect human health and shape the immune system. Cell Metabolism 26(1):110–30.
Available at: https://doi.org/10.1016/j.cmet.2017.05.008. [EA]
Purves D., Augustine G. J., Fitzpatrick D., Katz L. C., LaMantia A.-S., McNamara J. O. &
Williams S. M., eds. (2001) Neuroscience. Sinauer Associates. [aKBH]
Qin L., Wu X., Block M. L., Liu Y., Breese G. R., Hong J.-S., Knapp D. J. & Crews F. T.
(2007) Systemic LPS causes chronic neuroinflammation and progressive neurodegeneration. GLIA 55(5):453–62. [AA]
Qualliotine D., DeChatelet L. R., McCall C. E. & Cooper M. R. (1972) Effect of catecholamines on the bactericidal activity of polymorphonuclear leukocytes. Infection and
Immunity 6:211–17. Available at: http://www.ncbi.nlm.nih.gov/pubmed/4564885.
[aKBH]
Quigley E. M. M. (2016) Leaky gut – Concept or clinical entity? Current Opinion
in Gastroenterology 32:74–79. Available at: https://doi.org/10.1097/MOG.
0000000000000243. [aKBH]
Quigley E. M. M. (2017) Gut microbiome as a clinical tool in gastrointestinal disease
management: Are we there yet? Nature Reviews Gastroenterology & Hepatology
14:315–20. Available at: https://doi.org/10.1038/nrgastro.2017.29. [aKBH]
Rao M. & Gershon M. D. (2016) The bowel and beyond: The enteric nervous system in
neurological disorders. Nature Reviews Gastroenterology & Hepatology 13:517–28.
Available at: https://doi.org/10.1038/nrgastro.2016.107. [aKBH]
Rathbone J., Carter M., Hoffmann T. & Glasziou P. (2016) A comparison of the performance of seven key bibliographic databases in identifying all relevant systematic

51

reviews of interventions for hypertension. Systematic Reviews 5:27. Available at:
https://doi.org/10.1186/s13643-016-0197-5. [EGO]
Ray K. (2015) Gut microbiota: A ‘friendly’ gut virus? Nature Reviews Gastroenterology &
Hepatology 12(1):6. [KBC]
Rees T., Bosch T. & Douglas A. E. (2018) How the microbiome challenges our concept
of self. PLoS Biology 16:e2005358. Available at: https://doi.org/10.1371/journal.pbio.
2005358. [RHB, rKBH]
Regan J., Thompson A. & DeFranco E. (2013) The influence of mode of delivery on
breastfeeding initiation in women with a prior cesarean delivery: A populationbased study. Breastfeeding Medicine 8:181–86. Available at: https://doi.org/10.1089/
bfm.2012.0049. [rKBH]
Reis D. J., Ilardi S. S. & Punt S. E. W. (2018) The anxiolytic effect of probiotics: A systematic review and meta-analysis of the clinical and preclinical literature. PLoS ONE 13(6):
e0199041. Available at: https://doi.org/10.1371/journal.pone.0199041. [EB]
Renaud M. & Miget A. (1930) Rôle favorisant des perturbations locales causées par
l’adrénaline sur le développement des infections microbiennes. Comptes Rendus des
Séances de la Société de Biologie et de ses Filiales 103:1052–54. [aKBH]
Rescigno M. (2017) The microbiota revolution: Excitement and caution. European
Journal of Immunology 47(9):1406–13. [MA]
Robinson C. M. & Pfeiffer J. K. (2014) Viruses and the microbiota. Annual Review of
Virology 1:55–69. [KBC]
Rodriguez J. I. & Kern J. K. (2011) Evidence of microglial activation in autism
and its possible role in brain underconnectivity. Neuron Glia Biology 7(2–4):205–
13. [AA]
Romijn A. R., Rucklidge J. J., Kuijer R. G. & Frampton C. (2017) A double-blind, randomized, placebo-controlled trial of Lactobacillus helveticus and Bifidobacterium longum for the symptoms of depression. Australian and New Zealand Journal of
Psychiatry 51:810–21. Available at: https://doi.org/10.1177/0004867416686694.
[aKBH]
Rose N. & Abi-Rached J. (2013) Neuro: The new brain sciences and the management of the
mind. Princeton University Press. [RHB]
Rosen C. E. & Palm N. W. (2017) Functional classification of the gut microbiota: The key
to cracking the microbiota composition code. BioEssays 39:1700032. Available at:
https://doi.org/10.1002/bies.201700032. [aKBH]
Sampson T. R., Debelius J. W., Thron T., Janssen S., Shastri G. G., Ilhan Z. E., Challis C.,
Schretter C. E., Rocha S., Gradinaru V., Chesselet M.-F., Keshavarzian A., Shannon K.
M., Krajmalnik-Brown R., Wittung-Stafshede P., Knight R. & Mazmanian S. K. (2016)
Gut microbiota regulate motor deficits and neuroinflammation in a model of
Parkinson’s disease. Cell 167:1469–80.e12. Available at: https://doi.org/10.1016/j.cell.
2016.11.018. [aKBH]
Sampson T. R. & Mazmanian S. K. (2015) Control of brain development, function, and
behavior by the microbiome. Cell Host & Microbe 17:565–76. Available at: https://doi.
org/10.1016/j.chom.2015.04.011. [KBC, aKBH]
Sarkar A., Lehto S. M., Harty S., Dinan T. G., Cryan J. F. & Burnet P. W. J. (2016)
Psychobiotics and the manipulation of bacteria-gut-brain signals. Trends in
Neurosciences 39(11):763–81. Available at: https://doi.org/10.1016/j.tins.2016.09.002. [NJ]
Savage D. C. (2001) Microbial biota of the human intestine: A tribute to some
pioneering scientists. Current Issues in Intestinal Microbiology 2:1–15. [aKBH]
Savignac H. M., Corona G., Mills H., Chen L., Spencer J. P., Tzortzis G. & Burnet P. W.
(2013) Prebiotic feeding elevates central brain derived neurotrophic factor, N-methyld-aspartate receptor subunits and d-serine. Neurochemistry International 63(8):756–
64. Available at: https://doi.org/10.1016/j.neuint.2013.10.006. [BD]
Savignac H. M., Couch Y., Stratford M., Bannerman D. M., Tzortzis G., Anthony D. C.
& Burnet P. W. J. (2016) Prebiotic administration normalizes lipopolysaccharide (LPS)-induced anxiety and cortical 5-HT2A receptor and IL1-β levels in
male mice. Brain, Behavior, and Immunity 52:120–31. Available at: https://doi.org/
10.1016/j.bbi.2015.10.007. [BD]
Schloss P. D. (2018) Identifying and overcoming threats to reproducibility, replicability,
robustness, and generalizability in microbiome research. mBio 9:e00525-18.
Available at: https://doi.org/10.1128/mBio.00525-18. [aKBH]
Schluter J. & Foster K. R. (2012) The evolution of mutualism in gut microbiota via host
epithelial selection. PLoS Biology 10:e1001424. Available at: https://doi.org/10.1371/
journal.pbio.1001424. [aKBH]
Schmidt K., Cowen P. J., Harmer C. J., Tzortzis G., Errington S. & Burnet P. W. (2015)
Prebiotic intake reduces the waking cortisol response and alters emotional bias in
healthy volunteers. Psychopharmacology 232(10):1793–801. Available at: https://doi.
org/10.1007/s00213-014-3810-0. [BD]
Schwarz E., Maukonen J., Hyytiäinen T., Kieseppä T., Orešič M., Sabunciyan S.,
Mantere O., Saarela M., Yolken R., Suvisaari J. (2018) Analysis of microbiota in
first episode psychosis identifies preliminary associations with symptom severity
and treatment response. Schizophrenia Research 192:398–403. [EB]
Seglen P. O. (1998) Citation rates and journal impact factors are not suitable for evaluation of research. Acta Orthopaedica Scandinavica 69(3):224–29. Available at: https://
doi.org/10.3109/17453679809000920. [EGO]
Sellars W. (1963) Science, perception, and reality. Humanities Press. [NG]

52

References/Hooks et al: Microbiota-gut-brain research: A critical analysis

Severance E. G., Yolken R. H. & Eaton W. W. (2016) Autoimmune diseases, gastrointestinal disorders and the microbiome in schizophrenia: More than a gut feeling.
Schizophrenia Research 176:23–35. Available at: https://doi.org/10.1016/j.schres.2014.
06.027. [aKBH]
Shade A. (2017) Diversity is the question, not the answer. ISME Journal 11:1–6. Available
at: https://doi.org/10.1038/ismej.2016.118. [arKBH]
Shanahan F. & Quigley E. M. M. (2014) Manipulation of the microbiota for treatment of
IBS and IBD – Challenges and controversies. Gastroenterology 146:1554–63. Available
at: https://doi.org/10.1053/j.gastro.2014.01.050. [aKBH]
Shen Y., Xu J., Li Z., Huang Y., Yuan Y., Wang J., Zhang M., Hu S., Liang Y. (2018) Analysis
of gut microbiota diversity and auxiliary diagnosis as a biomarker in patients with schizophrenia: A cross-sectional study. Schizophrenia Research 197:470–77. [EB]
Sherwin E., Dinan T. G. & Cryan J. F. (2018) Recent developments in understanding the
role of the gut microbiota in brain health and disease. Annals of the New York
Academy of Sciences 1420:5–25. Available at: https://doi.org/10.1111/nyas.13416.
[aKBH]
Sinha R., Abu-Ali G., Vogtmann E., Fodor A. A., Ren B., Amir A., Schwager E.,
Crabtree J., Ma S., Abnet C. C., Knight R., White O. & Huttenhower C. (2017)
Assessment of variation in microbial community amplicon sequencing by the
Microbiome Quality Control (MBQC) project consortium. Nature Biotechnology 35
(11):1077–86. Available at: https://doi.org/10.1038/nbt.3981. [MV-C]
Slashinski M. J., McCurdy S. A., Achenbaum L. S., Whitney S. N. & McGuire A. L. (2012)
“Snake-oil,” “quack medicine,” and “industrially cultured organisms”: Biovalue and
the commercialization of human microbiome research. BMC Medical Ethics 13:28.
Available at: https://doi.org/10.1186/1472-6939-13-28. [aKBH]
Slykerman R. F., Hood F., Wickens K., Thompson J. M. D., Barthow C., Murphy R.,
Kang J., Rowden J., Stone P., Crane J., Stanley T., Abels P., Purdie G., Maude R.,
Mitchell E. A. & Probiotic in Pregnancy Study Group. (2017) Effect of Lactobacillus
rhamnosus HN001 in pregnancy on postpartum symptoms of depression and anxiety:
A randomised double-blind placebo-controlled trial. EBioMedicine 24:159–65.
Available at: https://doi.org/10.1016/j.ebiom.2017.09.013. [aKBH]
Smith P. A. (2015) Can the bacteria in your gut explain your mood? New York Times,
June 23. Available at: https://www.nytimes.com/2015/06/28/magazine/can-the-bacteria-in-your-gut-explain-your-mood.html. [aKBH]
So D., Whelan K., Rossi M., Morrison M., Holtmann G., Kelly J. T.,
Shanahan E. R., Staudacher H. M. & Campbell K. L. (2018) Dietary fiber intervention
on gut microbiota composition in healthy adults: A systematic review and meta-analysis. American Journal of Clinical Nutrition 107(6):965–83. Available at: https://doi.
org/10.1093/ajcn/nqy041. [BD]
Song S. J., Lauber C., Costello E. K., Lozupone C. A., Humphrey G., Berg-Lyons D.,
Caporaso J. G., Knights D., Clemente J. C., Nakielny S., Gordon J. I., Fierer N. &
Knight R. (2013) Cohabiting family members share microbiota with one another
and with their dogs. eLife 2:e00458. Available at: https://doi.org/10.7554/eLife.
00458. [JAB-R]
Sorge R. E., Martin L. J., Isbester K. A., Sotocinal S. G., Rosen S., Tuttle A. H., Wieskopf J.
S., Acland E. L., Dokova A., Kadoura B., Leger P., Mapplebeck J. C. S., McPhail M.,
Delaney A., Wigerblad G., Schumann A. P., Quinn T., Frasnelli J., Svensson C. I.,
Sternberg W. F. & Mogil J. S. (2014) Olfactory exposure to males, including men,
causes stress and related analgesia in rodents. Nature Methods 11(6):629–32.
Available at: https://doi.org/10.1038/nmeth.2935. [RHB]
Steenbergen L., Sellaro R., van Hemert S., Bosch J. A. & Colzato L. S. (2015) A randomized controlled trial to test the effect of multispecies probiotics on cognitive reactivity
to sad mood. Brain, Behavior, and Immunity 48:258–64. Available at: https://doi.org/
10.1016/j.bbi.2015.04.003. [aKBH]
Stephenson M. & Rowatt E. (1947) The production of acetylcholine by a strain of
Lactobacillus plantarum. Journal of General Microbiology 1:279–98. Available at:
https://doi.org/10.1099/00221287-1-3-279. [aKBH]
Stewart C. J., Ajami N. J., O’Brien J. L., Hutchinson D. S., Smith D. P., Wong M. C.,
Ross M. C., Lloyd R. E., Doddapaneni H. V., Metcalf G. A., Muzny D., Gibbs R. A.,
Vatanen T., Huttenhower C., Xavier R. J., Rewers M., Hagopian W., Toppari J.,
Ziegler A.-G., She J.-X., Akolkar B., Lernmark A., Hyoty H., Vehik K., Krischer J.
P. & Petrosino J. F. (2018) Temporal development of the gut microbiome in early
childhood from the TEDDY study. Nature 562(7728):583–88. Available at: https://
doi.org/10.1038/s41586-018-0617-x. [JAB-R]
Stilling R. M., Bordenstein S. R., Dinan T. G. & Cryan J. F. (2014) Friends with social
benefits: Host-microbe interactions as a driver of brain evolution and development?
Frontiers in Cellular and Infection Microbiology 4:147. Available at: https://doi.org/
10.3389/fcimb.2014.00147. [aKBH]
Stilling R. M., Dinan T. G. & Cryan J. F. (2016) The brain’s Geppetto – microbes as puppeteers of neural function and behaviour? Journal of Neurovirology 22:14–21.
Available at: https://doi.org/10.1007/s13365-015-0355-x. [KBC, aKBH]
Sudo N., Chida Y., Aiba Y., Sonoda J., Oyama N., Yu X.-N., Kubo C. & Koga Y. (2004)
Postnatal microbial colonization programs the hypothalamic-pituitary-adrenal system
for stress response in mice. Journal of Physiology 558(1):263–75. Available at: https://
doi.org/10.1113/jphysiol.2004.063388. [RHB, JAB-R, aKBH, CMK]

Suez J., Zmora N., Zilberman-Schapira G., Mor U., Dori-Bachash M., Bashiardes S.,
Zur M., Regev-Lehavi D., Ben-Zeev Brik R., Federici S., Horn M., Cohen Y.,
Moor A. E., Zeevi D., Korem T., Kotler E., Harmelin A., Itzkovitz S.,
Maharshak N., Shibolet O., Pevsner-Fischer M., Shapiro H., Sharon I., Halpern Z.,
Segal E. & Elinav E. (2018) Post-antibiotic gut mucosal microbiome reconstitution is
impaired by probiotics and improved by autologous FMT. Cell 174(6):1406–23. [BJK]
Surana N. K. & Kasper D. L. (2017) Moving beyond microbiome-wide associations to
causal microbe identification. Nature 552:244–47. https://doi.org/10.1038/
nature25019. [aKBH]
Swiergiel A. H. & Dunn A. J. (2007) Effects of interleukin-1β and lipopolysaccharide on
behavior of mice in the elevated plus-maze and open field tests. Pharmacology,
Biochemistry, and Behavior 86:651–59. Available at: https://doi.org/10.1016/j.pbb.
2007.02.010. [aKBH]
Sze M. A. & Schloss P. D. (2016) Looking for a signal in the noise: Revisiting obesity and
the microbiome. mBio 7:e01018-16. Available at: https://doi.org/10.1128/mBio.0101816. [JAB-R, arKBH]
Tajika A., Ogawa Y., Takeshima N., Hayasaka Y. & Furukawa T. A. (2015) Replication and
contradiction of highly cited research papers in psychiatry: 10-Year follow-up. British
Journal of Psychiatry 207:357–62. Available at: https://doi.org/10.1192/bjp.bp.113.
143701. [EGO]
Takagi K., Legrand R., Asakawa A., Amitani H., François M., Tennoune N., Coëffier M.,
Claeyssens S., do Rego J.-C., Déchelotte P., Inui A. & Fetissov S. O. (2013) Anti-ghrelin
immunoglobulins modulate ghrelin stability and its orexigenic effect in obese mice
and humans. Nature Communications 4:2685. [SOF]
Takano T. (2015) Role of microglia in autism: Recent advances. Developmental
Neuroscience 37(3):195–202. [AA]
Tan J., McKenzie C., Potamitis M., Thorburn A. N., Mackay C. R. & Macia L. (2014) The
role of short-chain fatty acids in health and disease. Advances in Immunology 121:91–
119. Available at: https://doi.org/10.1016/b978-0-12-800100-4.00003-9. [BD]
Tang F., Reddy B. L. & Saier Jr M. H.. (2014) Psychobiotics and their involvement in
mental health. Journal of Molecular Microbiology and Biotechnology 24(4):211–14.
Available at: https://doi.org/10.1159/000366281. [NJ]
Tatsioni A., Bonitsis N. G. & Ioannidis J. P. A. (2007) Persistence of contradicted claims
in the literature. JAMA 298(21):2517–26. Available at: https://doi.org/10.1001/jama.
298.21.2517. [EGO]
Tennoune N., Chan P., Breton J., Legrand R., Chabane Y. N., Akkermann K., Jarv A.,
Ouelaa W., Takagi K., Ghouzali I., François M., Lucas N., Bole-Feysot C., PestelCaron M., do Rego J.C., Vaudry D., Harro J., Dé E., Déchelotte P. & Fetissov S. O.
(2014) Bacterial ClpB heat-shock protein, an antigen-mimetic of the anorexigenic
peptide [alpha]-MSH, at the origin of eating disorders. Translational Psychiatry 4:
e458. Available at: https://doi.org/10.1038/tp.2014.98. [SOF]
Tetreault N. A., Hakeem A. Y., Jiang S., Williams B. A., Allman E., Wold B. J. & Allman J.
M. (2012) Microglia in the cerebral cortex in autism. Journal of Autism and
Developmental Disorders 42(12):2569–84. [AA]
Thompson A. (2017) Is gut bacteria linked to autism? Pathogens in the stomach alter the
brain’s development and may increase the risk of condition. Daily Mail, August 25.
Available at: http://www.dailymail.co.uk/health/article-4819730/Does-gut-bacteriacause-autism-Pathogens-alter-brain.html. [aKBH]
Thompson R. S., Roller R., Mika A., Greenwood B. N., Knight R., Chichlowski M., Berg B.
M. & Fleshner M. (2016) Dietary prebiotics and bioactive milk fractions improve
NREM sleep, enhance REM sleep rebound and attenuate the stress-induced decrease
in diurnal temperature and gut microbial alpha diversity. Frontiers in Behavioral
Neuroscience 10:240. Available at: https://doi.org/10.3389/fnbeh.2016.00240. [BD]
Thornton S. (2018) Karl Popper. In: The Stanford encyclopedia of philosophy (Fall 2018),
ed. E. N. Zalta. Metaphysics Research Lab, Stanford University. [rKBH]
Tillisch K., Labus J., Kilpatrick L., Jiang Z., Stains J., Ebrat B., Guyonnet D., LegrainRaspaud S., Trotin B., Naliboff B. & Mayer E.A. (2013) Consumption of fermented
milk product with probiotic modulates brain activity. Gastroenterology 144(7):1394–
401. [EB, aKBH, EA]
Tillisch K., Mayer E. A., Gupta A., Gill Z., Brazeilles R., Le Nevé B., van Hylckama
Vlieg J. E. T., Guyonnet D., Derrien M. & Labus J. S. (2017) Brain structure and
response to emotional stimuli as related to gut microbial profiles in healthy women.
Psychosomatic Medicine 79(8):905–13. Available at: https://doi.org/10.1097/PSY.
0000000000000493. [EA]
Timmerman H. M., Koning C. J., Mulder L., Rombouts F. M. & Beynen A. C. (2004)
Monostrain, multistrain and multispecies probiotics: A comparison of functionality
and efficacy. International Journal of Food Microbiology 96(3):219–33. [BJK]
Timmermans S. & Epstein S. (2010) A world of standards but not a standard world:
Toward a sociology of standards and standardization. Annual Review of Sociology
36:69–89. [MA]
Toda M., Morimoto K., Nagasawa S. & Kitamura K. (2004) Effect of snack eating on sensitive salivary stress markers cortisol and chromogranin a. Environmental Health and
Preventive Medicine 9:27. Available at: https://doi.org/10.1265/ehpm.9.27. [aKBH]
Torrente F., Ashwood P., Day R., Machado N., Furlano R. I., Anthony A., Davies S. E.,
Wakefield A. J., Thomson M. A., Walker-Smith J. A. & Murch S. H. (2002) Small

References/Hooks et al: Microbiota-gut-brain research: A critical analysis
intestinal enteropathy with epithelial IgG and complement deposition in children with
regressive autism. Molecular Psychiatry 7:375–82. [AA]
Tsavkelova E. A., Botvinko I. V, Kudrin V. S. & Oleskin A. V. (2000) Detection of neurotransmitter amines in microorganisms with the use of high-performance
liquid chromatography. Doklady Biochemistry: Proceedings of the Academy of
Sciences of the USSR, Biochemistry Section 372:115–17. Available at: http://www.
ncbi.nlm.nih.gov/pubmed/10935181. [aKBH]
Tsilingiri K. & Rescigno M. (2012) Postbiotics: What else? Beneficial Microbes 4(1):101–
107. [MA]
Turnbaugh P. J., Bäckhed F., Fulton L. & Gordon J. I. (2008) Diet-induced obesity is linked
to marked but reversible alterations in the mouse distal gut microbiome. Cell Host &
Microbe 3:213–23. Available at: https://doi.org/10.1016/j.chom.2008.02.015. [aKBH]
Turnbaugh P. J., Ley R. E., Mahowald M. A., Magrini V., Mardis E. R. & Gordon J. I.
(2006) An obesity-associated gut microbiome with increased capacity for
energy harvest. Nature 444:1027–31. Available at: https://doi.org/10.1038/
nature05414. [aKBH]
Værøy H., Adori C., Legrand R., Lucas N., Breton J., Cottard C., do Rego J.-C., Duparc C.,
Louiset E., Lefebvre H., Déchelotte P., Western E., Andersson S., Hökfelt T. &
Fetissov S. O. (2018) Autoantibodies reactive to adrenocorticotropic hormone can
alter cortisol secretion in both aggressive and nonaggressive humans. Proceedings of
the National Academy of Sciences USA 115(28):E6576–84. Available at: https://doi.
org/10.1073/pnas.1720008115. [SOF]
Valles-Colomer M., Darzi Y., Vieira-Silva S., Falony G., Raes J. & Joossens M. (2016)
Meta-omics in inflammatory bowel disease research: Applications, challenges,
and guidelines. Journal of Crohn’s and Colitis 10(6):735–46. Available at: https://doi.
org/10.1093/ecco-jcc/jjw024. [MV-C]
Valles-Colomer M., Falony G., Darzi Y., Tigchelaar E. F., Wang J., Tito R. Y., Schiweck C.,
Kurilshikov A., Joossens M., Wijmenga C., Claes S., Van Oudenhove L.,
Zhernakova A., Vieira-Silva S. & Raes J. (2019) The neuroactive potential of
the human gut microbiota in quality of life and depression. Nature Microbiology
4:623–32. Available at: https://doi.org/10.1038/s41564-018-0337-x. [MV-C]
Vandeputte D., Falony G., Vieira-Silva S., Tito R. Y., Joossens M. & Raes J. (2015) Stool
consistency is strongly associated with gut microbiota richness and composition,
enterotypes and bacterial growth rates. Gut 65:57–62. Available at: https://doi.org/
10.1136/gutjnl-2015-309618. [MV-C]
Vandeputte D., Falony G., Vieira-Silva S., Wang J., Sailer M., Theis S., Verbeke K. &
Raes J. (2017a) Prebiotic inulin-type fructans induce specific changes in the human
gut microbiota. Gut 66(11):1968–74. Available at: https://doi.org/10.1136/gutjnl2016-313271. [BD]
Vandeputte D., Kathagen G., D’Hoe K., Vieira-Silva S., Valles-Colomer M., Sabino J.,
Wang J., Tito R. Y., De Commer L., Darzi Y., Vermeire S., Falony G. & Raes J.
(2017b) Quantitative microbiome profiling links gut community variation to
microbial load. Nature 551(7681):507–11. Available at: https://doi.org/10.1038/
nature24460. [MV-C]
Vandeputte D., Tito R. Y., Vanleeuwen R., Falony G. & Raes J. (2017c) Practical considerations for large-scale gut microbiome studies. FEMS Microbiology Reviews 41(1):
S154–67. Available at: https://doi.org/10.1093/femsre/fux027. [MV-C]
van Heesch F., Prins J., Konsman J. P., Westphal K. G., Olivier B., Kraneveld A. D. &
Korte S. M. (2013) Lipopolysaccharide-induced anhedonia is abolished in male serotonin transporter knockout rats: An intracranial self-stimulation study. Brain,
Behavior, and Immunity 29:98–103. [BJK]
Vargas D. L., Nascimbene C., Krishnan C., Zimmerman A. W. & Pardo C. A. (2004)
Neuroglial activation and neuroinflammation in the brain of patients with autism.
Annals of Neurology 57(1):67–81. [AA]
Vidgen B. & Yasseri T. (2016) P-values: Misunderstood and misused. Frontiers in Physics
4:6. Available at: https://doi.org/10.3389/fphy.2016.00006. [aKBH]
Waclawikova B. & El Aidy S. (2018) Role of microbiota and tryptophan metabolites in the
remote effect of intestinal inflammation on brain and depression. Pharmaceuticals
(Basel) 11(3):63. Available at: https://doi.org/10.3390/ph11030063. [EA]
Walker A. W., Ince J., Duncan S. H., Webster L. M., Holtrop G., Ze X., Brown D.,
Stares M. D., Scott P., Bergerat A., Louis P., McIntosh F., Johnstone A. M.,
Lobley G. E., Parkhill J. & Flint H. J. (2011) Dominant and diet-responsive groups
of bacteria within the human colonic microbiota. ISME Journal 5:220–30. Available
at: https://doi.org/10.1038/ismej.2010.118. [BD]
Walker W. A. (2013) Initial intestinal colonization in the human infant and
immune homeostasis. Annals of Nutrition and Metabolism 63(S2):8–15. Available
at: https://doi.org/10.1159/000354907. [CMK]
Walsh N. C., Kenney L. L., Jangalwe S., Aryee K. E., Greiner D. L., Brehm M. A. &
Shultz L. D. (2017) Humanized mouse models of clinical disease. Annual Review of

53

Pathology 12:187–215. Available at: https://doi.org/10.1146/annurev-pathol-052016100332. [CMK]
Wang H., Lee I.-S., Braun C. & Enck P. (2016) Effect of probiotics on central nervous
system functions in animals and humans: A systematic review. Journal of
Neurogastroenterology and Motility 22:589–605. Available at: https://doi.org/10.5056/
jnm16018. [aKBH]
Wang J., Dourmashkin J. T., Yun R. & Leibowitz S. F. (1999) Rapid changes in hypothalamic neuropeptide y produced by carbohydrate-rich meals that enhance corticosterone and glucose levels. Brain Research 848:124–36. Available at: http://www.ncbi.
nlm.nih.gov/pubmed/10612704. [aKBH]
Wang Y. & Kasper L. H. (2014) The role of microbiome in central nervous
system disorders. Brain, Behavior, and Immunity 38:1–12. Available at: https://doi.
org/10.1016/j.bbi.2013.12.015. [aKBH]
Weiss S., Van Treuren W., Lozupone C., Faust K., Friedman J., Deng Y., Xia L. C., Xu Z.
Z., Ursell L., Alm E. J., Birmingham A., Cram J. A., Fuhrman J. A., Raes J., Sun F.,
Zhou J. & Knight R. (2016) Correlation detection strategies in microbial data sets
vary widely in sensitivity and precision. ISME Journal 10:1669–81. Available at:
https://doi.org/10.1038/ismej.2015.235. [aKBH]
Wieland S. & Dickersin K. (2005) Selective exposure reporting and Medline indexing limited the search sensitivity for observational studies of the adverse effects of
oral contraceptives. Journal of Clinical Epidemiology 58(6):560–67. Available at:
https://doi.org/10.1016/j.jclinepi.2004.11.018. [EGO]
Wilks J. & Golovkina T. (2012) Influence of microbiota on viral infections. PLoS
Pathogens 8(5):e1002681. [KBC]
Williams S., Chen L., Savignac H. M., Tzortzis G., Anthony D. C. & Burnet P. W. (2016)
Neonatal prebiotic (BGOS) supplementation increases the levels of synaptophysin,
GluN2A-subunits and BDNF proteins in the adult rat hippocampus. Synapse 70
(3):121–24. Available at: https://doi.org/10.1002/syn.21880. [BD]
Wissel E. F. & Smith L. K. (2019) Microbes and the mind: How bacteria shape affect, neurological processes, cognition, social relationships, development, and pathology.
Perspectives on Psychological Science. Available at: https://doi.org/10.1177/
1745691618809379. [EFW]
Woodward J. (2010) Causation in biology: stability, specificity, and the choice of levels
of explanation. Biology & Philosophy 25(3):287–318. [KEL]
Worth A. R., Lymbery A. J. & Thompson R. C. A. (2013) Adaptive host manipulation by
Toxoplasma gondii: Fact or fiction? Trends in Parasitology 29:150–55. Available at:
https://doi.org/10.1016/j.pt.2013.01.004. [aKBH]
Xia Y. & Sun J. (2017) Hypothesis testing and statistical analysis of microbiome. Genes and
Diseases 4(3):138–48. Available at: https://doi.org/10.1016/j.gendis.2017.06.001. [BH]
Xiong W., Brown C. T., Morowitz M. J., Banfield J. F. & Hettich R. L. (2017) Genomeresolved metaproteomic characterization of preterm infant gut microbiota development reveals species-specific metabolic shifts and variabilities during early life.
Microbiome 5:72. Available at: https://doi.org/10.1186/s40168-017-0290-6. [JAB-R]
Yablo S. (1992) Mental causation. Philosophical Review 101(2):245–80. [KEL]
Yatsunenko T., Rey F. E., Manary M. J., Trehan I., Dominguez-Bello M. G.,
Contreras M., Magris M., Hidalgo G., Baldassano R. N., Anokhin A. P., Heath A.
C., Warner B., Reeder J., Kuczynski J., Caporaso J. G., Lozupone C. A., Lauber C.,
Clemente J. C., Knights D., Knight R. & Gordon J. I. (2012) Human gut microbiome
viewed across age and geography. Nature 486(7402):222–27. Available at: https://doi.
org/10.1038/nature11053. [JAB-R]
Zaneveld J. R., McMinds R. & Vega Thurber R. (2017) Stress and stability: Applying the
Anna Karenina principle to animal microbiomes. Nature Microbiology 2:17121.
Available at: https://doi.org/10.1038/nmicrobiol.2017.121. [aKBH]
Ze X., Le Mougen F., Duncan S. H., Louis P. & Flint H. J. (2013) Some are more equal
than others: The role of “keystone” species in the degradation of recalcitrant substrates.
Gut Microbes 4(3):236–40. Available at: https://doi.org/10.4161/gmic.23998. [BD]
Zeiss C. J. & Johnson L. K. (2017) Bridging the gap between reproducibility and translation: Data resources and approaches. ILAR Journal 58:1–3. Available at: https://doi.
org/10.1093/ilar/ilx017. [aKBH]
Zimmer C. (2014) Our microbiome may be looking out for itself. New York Times,
August 14. Available at: https://www.nytimes.com/2014/08/14/science/our-microbiome-may-be-looking-out-for-itself.html. [aKBH]
Zmora N., Zilberman-Schapira G., Suez J., Mor U., Dori-Bachash M., Bashiardes S.,
Kotler E., Zur M., Regev-Lehavi D., Brik R. B., Federici S., Cohen Y., Linevsky R.,
Rothschild D., Moor A. E., Ben-Moshe S., Harmelin A., Itzkovitz S., Maharshak N.,
Shibolet O., Shapiro H., Pevsner-Fischer M., Sharon I., Halpern Z., Segal E. &
Elinav E. (2018) Personalized gut mucosal colonization resistance to empiric probiotics is associated with unique host and microbiome features. Cell 174(6):1388–405.
Available at: https://doi.org/10.1016/j.cell.2018.08.041. [arKBH, BJK]

Copyright © Cambridge University Press 2019

