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While traditional vascular risk factors (eg, hypertension, dyslipidemia, tobacco use) account for 20% of the explained variance in
carotid atherosclerosis, they remain a prominent focus for primary and secondary ischemic stroke prevention strategies. Among
other potential contributors to atheroma formation and cerebrovascular disease, the gut microbiome has become increasingly
implicated as a mediator of vascular risk. The foods we eat, coupled with our physiology and exposures (eg, antibiotics, supple-
ments), directly contribute to atherosclerotic disease in complex ways that are mediated by gastrointestinal flora and metabolic
by-products. Proliferation of “pathogenic” gut microbes such as Enterobacteriaceae and Streptococcus spp, decrement of
“commensal” species such as Akkermansia spp and the biodiversity of gut flora are directly related to an individual’s dietary
intake and exposure history. Each of these components of the gut microbiome correlate with the development or progression of
many conditions including atherosclerosis. Moreover, the metabolism of certain substrates found in animal products (notably L-
carnitine and choline) and of refined sugars by these microorganisms leads to buildup of circulating metabolites with known links
to atherogenesis, platelet activation, atrial fibrillation, and other adverse vascular outcomes. Several of these toxic metabolites,
including trimethylamine and trimethylamine N-oxide, have been extensively studied in cardiovascular and cerebrovascular dis-
ease. Trimethylamine and trimethylamine N-oxide represent not only biomarkers of gut dysbiosis and cardiovascular risk, but they
are increasingly recognized as therapeutic targets for novel interventions in atherosclerotic vascular disease. The individualized
targeting of one’s microbiome, and perhaps more generalized targeting of toxic microbial metabolites, has the potential to revo-
lutionize the treatment of vascular disease. In this review, we summarize the latest evidence illustrating the impact of the micro-
biome on cerebrovascular disease and highlight the potential applications of this information on individualized and global scales.
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M ounting evidence implicates the microbiome
as an independent, underappreciated con-
tributor to ischemic stroke risk. According to

ultrasound data from the Northern Manhattan Study,
≈20% of the variability in carotid atherosclerosis (CAS)
can be associated with traditional vascular risk fac-
tors such as diabetes, dyslipidemia, and hypertension,
with age being the most powerful contributor to plaque
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thickness.1 Other nontraditional risk factors, includ-
ing genetics, diet and lifestyle, and sociocultural fac-
tors (eg, race, ethnicity, access to care) likely com-
prise a majority of the variance in atherosclerotic and
ischemic stroke risk (Figure 1).2 Moreover, the impact
of one’s diet on stroke risk extends beyond the sim-
ple relationship between obesity and ischemic stroke,
for which studies have shown an ≈5% increase in
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Figure 1. Chord diagram summarizing prevalence and inter-
play of major atherosclerotic risk factors. In this conceptual
framework illustrated by a chord diagram, each color corresponds
to a major atherosclerosis risk factor group, with all factors totaling
100% of the attributable risk of factors related to carotid plaque vari-
ability. For example, traditional risk factors (shown in dark blue) such
as hypertension and diabetes may account for ≈20% of the vari-
ability in atherosclerotic plaque. However, the risk of developing sev-
eral of these risk factors is impacted by age, diet/lifestyle, and psy-
chosocial/sociocultural factors (eg, social determinants of health). It
is unclear what proportion of atherosclerotic risk is mediated by the
microbiome (dark green). Because of our incomplete understanding
of stroke risk factors, estimates of risk factor prevalence and asso-
ciation between risk factors may not be accurate. Therefore, all ele-
ments are distributed proportionally. The visual should be thought of
as a conceptual framework for risk factors that contribute to carotid
atherosclerosis.

ischemic stroke for every greater unit of body mass
index.3 Heightened awareness of the impact of one’s
diet on atherogenesis may lead to novel pharmaco-
logic and nonpharmacologic strategies aimed at reduc-
ing stroke risk. Further, the assessment of an individual’s
microbiome through the study of unique gastrointesti-
nal floral species and circulating pathogenic metabo-
lites in the serum may facilitate individualized thera-
peutic strategies aimed at promoting healthy, com-
mensal gut flora and reducing inflammatory, athero-
genic metabolic by-products. In this review, we sum-
marize the latest evidence implicating the microbiome
in atherosclerotic stroke risk, emphasizing the appli-
cation of these findings on a global and individualized
scale. A literature search of PubMed, Google Scholar,
and Clinicaltrials.gov was performed by the 2 senior
authors (W.R., J.E.S.) to identify relevant articles (and
their references) until March 2024 using the key terms
“gut microbiome,” “atherosclerosis,” “cerebrovascular

Nonstandard Abbreviations and Acronyms
CAS carotid atherosclerosis
DIRECT-PLUS Dietary Intervention Random-

ized Controlled Trial Polyphe-
nols Unprocessed Study

FMT fecal microbiota transplantation
KD ketogenic diet
MEDIMACS Impact of Mediterranean Diet,

Inflammation, and Microbiome
After an Acute Coronary Syn-
drome

PCSK9 proprotein convertase subtilisin/
kexin 9

T2D type 2 diabetes
PREDIMED Prevención con Dieta Mediter-

ránea
TMAO trimethylamine N-oxide

CLINICAL PERSPECTIVE
What Is New?

• There is growing evidence that commen-
sal and pathologic gut microbiota mediate a
substantial effect of diet on atherosclerotic risk.

What Are the Clinical Implications?

• The gut microbiome represents an underap-
preciated target for nonpharmacologic and
pharmacologic interventions aimed at reduc-
ing atherosclerotic vascular disease.

disease,” “metabolites,” “stroke,” “carotid atherosclero-
sis,” “trimethylamine N-oxide (TMAO),” “inflammation,”
“Mediterranean diet,” “ketogenic diet (KD),” “intermit-
tent fasting,” “probiotics,” and “proprotein convertase
subtilisin/kexin 9 (PCSK9).”

GUT MICROBIOME AND VASCULAR
RISK FACTORS
While many modifiable vascular risk factors (eg, hyper-
tension, diabetes) are a consequence of genetic
predisposition, aging, lifestyle, and social determi-
nants of health, these factors account for a minority
(2%–30%) of the variance of vascular disease.1,4 The
interplay between each of these factors is more com-
plicated than a linear sequence of events (Figure 2).

Stroke Vasc Interv Neurol. 2024;0:e001272. DOI: 10.1161/SVIN.124.001272 2

D
ow

nloaded from
 http://ahajournals.org by on June 20, 2024



Roth et al Atherosclerotic Risk and the Gut

Figure 2. Feedback between the microbiome and systemic effects. Figure generated using biorender.com.

The gut microbiome represents a newly appreciated
contributor to traditional risk factors for atherosclerosis,
and itself is causally related to plaque formation. With
a greater understanding of how the microbiome influ-
ences vascular risk factors, we may more effectively
target the microbiome to treat systemic conditions
using novel interventions.

Long considered an effect of genetics or high salt
intake, there is increasing evidence that the microbiome
contributes to meaningful changes in systemic vascu-
lar resistance. To date, the >900 unique genetic loci
associated with hypertension account for <6% of the
variance in systolic blood pressure.5 Pathologic imbal-
ance of gut microbial flora, or dysbiosis, is increas-
ingly thought to contribute to hypertension indepen-
dent of genetic predisposition and nutritional intake.
An animal model study by Yang et al provided some
of the earliest evidence that gut dysbiosis is associ-
ated with hypertension.6 In their study, the investiga-
tors found that a reduction in the microbial richness
and increase in prevalence of Firmicutes (with decre-
ment in Bacteroidetes), now referred to as the Fir-
micutes/Bacteroidetes ratio, existed in rat models of
hypertension. Additionally, a 2014 meta-analysis con-
ducted by Khalesi and colleagues showed that con-

sumption of probiotics could significantly reduce sys-
tolic and diastolic blood pressure.7 While the effect
was small (average reduction, 3.6 mm Hg), it was
more pronounced with multiple species probiotics as
opposed to single species. Lack of gut biodiversity
has also been strongly tied to incident hypertension
in young adults, according to 1 long-term prospective
multicenter cohort study.8 Moreover, interventions tar-
geting nutritional content provide additional data sup-
porting a causal relationship between gut diversity and
hypertension.

Like hypertension, type 2 diabetes (T2D) has been
historically attributed to dietary changes, obesity, and
a genetic predisposition. The state of insulin resis-
tance, however, may be mediated by other factors than
these well-known contributors, which account for less
than one third of the total variance of insulin resis-
tance in population studies.9 A reduction in gut micro-
bial diversity has correlated with the later development
of T2D,10 while increase in the Firmicutes/Bacteroidetes
ratio has been associated with obesity in animal
studies.11 One investigation of European women val-
idated the inverse association between Bacteroidetes
and T2D, and reported a high prevalence of cer-
tain pathologic Clostridiales species.12 Fecal microbiota
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transplantation (FMT) in human patients with T2D has
also shown early success at improving the metabolic
syndrome.13

As with other vascular risk factors, dyslipidemia may
be driven by a variety of genetic and dietary factors
in addition to gut dysbiosis. In 1 analysis of 893 sub-
jects, Fu and colleagues reported 4% to 6% of the
variance in serum lipid profiles and body mass index
was attributable to the gut microbiome.4 (Impressively,
known genetic factors contributed to a smaller variance
of lipid profiles, ≈2%–4%.) Some, if not most, of the
influence of the microbiota on serum cholesterol levels
appears related to the metabolism of lipids by commen-
sal gut flora, which express unique genes responsible
for converting ingested cholesterol to a poorly absorbed
lipid (sterol coprostol) with resultant reductions in total
host cholesterol absorption.14

Atrial fibrillation (AF) is a major risk factor for
cardioembolic stroke. Alterations in the gut micro-
biome have been identified in patients with AF and
have been proposed to play a role in its patho-
genesis. One systematic review and meta-analysis
on this topic identified 14 clinical studies, each with
unique findings and outcomes.15 Among them, gut
dysbiosis was associated with AF recurrence fol-
lowing successful electrical ablation. Patients with
AF often had higher TMAO production, inflammatory
cytokine production, and reduced short-chain fatty acid
(SCFA) production. These studies reveal similarities in
gut microbiome composition and function between
atherosclerosis and AF, a nonatherosclerotic stroke risk
factor.

GUT MICROBIOME AND
ATHEROSCLEROSIS
In addition to its influence on atherosclerosis risk fac-
tors, the gut microbiome also promotes atherogenesis
independently (Table ). Among the numerous metabo-
lites from the gut microbial flora, trimethylamine and
its hepatic metabolite TMAO are strongly implicated in
atherogenesis. Multiple studies have linked serum levels
of TMAO with increased cardiovascular risk and sever-
ity, correlating TMAO levels with atherosclerotic plaque
size and cardiovascular events (Figure 3).16,17 Among
its other downstream effects, TMAO amplifies platelet
hyperreactivity, foam cell formation within plaques,
and induces inflammatory proteins like interleukin-6,
cyclooxygenase-2, E-selectin, and intercellular adhe-
sion molecule-1.17,18,19 One case-control study involv-
ing 218 subjects with atherosclerotic cardiovascular
disease (ASCVD) and 187 controls identified height-
ened levels of Enterobacteriaceae and Streptococ-

cus in patients with ASCVD, accompanied by sig-
nificant metabolic shifts, including increased bacte-
rial genes encoding trimethylamine lytic enzymes and
elevated TMAO production compared with healthy
counterparts.20

CAS is 1 manifestation of atherosclerosis and
comprises a major risk factor for ischemic stroke.
Recent research has identified a proximate associa-
tion between the gut microbiota and CAS.21 Detec-
tion of genetic material from various bacteria originat-
ing from both the oral cavity and gut, along with the
presence of live bacteria within the CAS atheroma, sug-
gests a pathogenic microbial mechanism underlying
local inflammation within these plaques.22 One study
involving 31 patients with CAS and 51 healthy con-
trols revealed significantly elevated levels of pathogenic
species Bacteroides eggerthii, Escherichia coli, and
Klebsiella pneumoniae in the CAS group compared
with controls. Control microbiota showed enrichment
of Parabacteroides, Prevotella copri, Bacteroides sp
3_1_19, and Haemophilus parainfluenzae. 21 Addition-
ally, associations between gut microbes and specific
microbial metabolic pathways were identified, reveal-
ing the presence of a cyclic pathway involving TMAO
concentrations in CAS patients compared with healthy
controls.23

In 1 study of Chinese adults, increased consump-
tion of fresh fruits and vegetables correlated with
reduced CAS, as measured by intima media thickness,
peak systolic velocity, and end-diastolic velocity.24

In that study, the gut microbiome mediated 17% of
the effect of lifestyle on CAS. Specifically, abundance
of Faecalicatena was protective against CAS, while
Libanicoccus spp was associated with increased
carotid intima-media thickness. Symptomatic patients
with atherosclerosis have an enriched gastrointesti-
nal abundance of Collinsella compared with healthy
controls.25,26 The genus Collinsella, abundant in the
microbiomes in individuals who consume low-fiber
Western diets, are known to detrimentally affect host
metabolism by decreasing glycogenesis in the liver,
altering cholesterol absorption in the gut, and increas-
ing triglyceride synthesis.27 Collinsella also decreases
the expression of tight junction proteins, leading to
increased gut permeability and activating epithelial
production of proinflammatory interleukins.28 Emoto
et al have also illustrated a significant rise in Firmi-
cutes/Bacteroidetes ratio among patients diagnosed
with coronary artery disease.29 Circulating commensal
bacteria, while uncommonly identified in the peripheral
circulation, may also exacerbate atheroma forma-
tion. Early sequencing studies have even identified
pathogenic bacterial DNA isolated from atheromatous
plaques.30
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Table. Gut Microorganisms Implicated in Atherogenesis

Pathogenic species Notes
Commensal
species Notes

Enterobacteriaceae∗
spp (eg, Escherichia
coli, Klebsiella spp,
and Enterobacter)

Higher abundance of
Enterobacteriaceae have
been observed in patients
with atherosclerotic disease
compared with healthy
controls20

Prevotella copri The association between P copri and atherosclerosis is
complex, with lower abundance of P copri having been
observed in patients with atherosclerotic disease compared
with healthy controls.20 Further, carriers of P copri (often
found in Western populations) may exhibit a limited response
to the Mediterranean diet, whereas noncarriers of P copri
may show a favorable cardiometabolic profile in response to
a Mediterranean diet118

Streptococcus spp Higher abundance of
Streptococcus spp have
been observed in patients
with atherosclerotic disease
compared with healthy
controls20

Bacteroidetes spp Lower abundance of Bacteroidetes have been observed in
subjects with diabetes11 and with atherosclerotic disease
compared with healthy controls,20 with higher levels being
associated with lower insulin resistance.119 Repletion of
Bacteroidetes has been associated with a high-fiber diet120

Lactobacillus salivarius Higher abundance of L
salivarius have been
observed in patients with
atherosclerotic disease
compared with healthy
controls20

Roseburia intestinalis R intestinalis is a butyrate-producing commensal
microorganism found in less abundance in patients with
atherosclerotic disease20

Solobacterium moorei Higher abundance of S
moorei have been
observed in patients with
atherosclerotic disease
compared with healthy
controls20

Faecalibacterium cf
prausnitzii

F cf prausnitzii is another butryate producer found in lower
abundance in patients with atherosclerotic disease20

Ruminococcus gnavus Higher abundance of R
gnavus have been
observed in patients with
atherosclerotic disease
compared with healthy
controls20

Alistipes shahii Lower abundance of A shahii have been observed in patients
with atherosclerotic disease compared with healthy
controls20

Eggerthella lenta Higher abundance of E lenta
has been observed in
patients with
atherosclerotic disease
compared with healthy
controls20

Akkermansia
muciniphila

While Akkermansia spp have been found in greater abundance
in patients with diabetes in 1 study,121 higher levels have
been associated with a reduction in the risk of metabolic
syndrome and inflammatory conditions4,84,122

Table is not comprehensive.

IMMUNE-MEDIATED
ATHEROGENESIS AND THE GUT
MICROBIOME
Inflammation is now well understood to drive
atherosclerosis (Figure 4). In its immunomodulatory
capacity, the gut microbiome can be both harmful and
protective against atherosclerosis. Elements of the
adaptive innate immune cascades, known to be mod-
ulated by gut microbiota and microbial metabolites,
contribute to atheroma propagation and evolution. Gut
microbial metabolites agonize toll-like receptors and
are requisite for their expression in the small intestine.31

Macrophages expressing toll-like receptors 2 and 4 are
activated and promote myeloid differentiation primary
response 88–dependent atherogenic inflammatory
signaling. Several ligands produced by gut bacteria
are known to activate toll-like receptor 2+ and 4+

macrophages isolated from carotid plaque.32 Gut
decontamination with antibiotics in 1 mouse model
ameliorated the development of atherosclerosis in
apolipoprotein E–deficient mice.33 Additionally, col-
onization of germ-free mice with wild-type gut flora
promotes plaque formation.16,34

The adaptive immune response may also exert influ-
ence on atherogenesis.35 Certain adaptive immune
cell subtypes, such as T helper 1 cells, are present
in atheromatous plaque and exacerbate intraplaque
inflammation and growth. Interferon-γ released from T
helper 1 lymphocytes stimulate innate immune cells and
foster atherogenesis. Regulatory T cells produce trans-
forming growth factor-β and interleukin-10 and other T
helper 2 cells that produce interleukin-10 suppress acti-
vation of nearby innate immune cells with subsequent
suppression of atherogenesis.36

Other evidence linking the microbiome to
immunomodulation and subsequent atheroma
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Figure 3. Potential therapeutic targets for stroke involving the microbiome. Text in green corresponds to potential therapeutic inter-
ventions to improve the microbiome whereas text in red corresponds to toxic exposures, bioactive compounds, or pathologic consequences.
Figure generated using biorender.com. TMA indicates trimethylamine; and TMAO, trimethylamine N-oxide.

formation includes cellular and animal data reporting the
role of short-chain fatty acids (including butyrate and
propionate) in the induction of naïve T-cell differentiation
toward the regulatory T-cell phenotype. Tryptophan is
used and metabolized to several bioactive peptides
that influence immune function. Bacteria harboring
tryptophanase convert tryptophan to bioactive indole
derivatives such as indole, indole-3-propionic acid,
which can attenuate activation of macrophages. Other
indoles exert immunosuppressive effects by activating
aryl hydrocarbon receptors on innate immune cells
and promote T-cell differentiation toward regulatory
phenotypes.37 Additionally, microbially modulated bile
acids suppress inflammatory gene expression in mul-
tiple cell types through farsenoid X-receptor agonism
and nucleotide binding and oligomerization domain-
like receptor protein 3 suppression.38 Further work is
needed to fully establish the role of these immunomod-
ulators in the pathogenesis of atherosclerosis.

DIET AND GUT
MICROBIOME–ASSOCIATED RISK OF
ATHEROSCLEROSIS
The nutritional components of one’s diet fundamentally
shapes the gut microbial community and its metabolic
by-products. Diet provides nutrients that nourish the
growth and metabolism of gut-resident organisms in
addition to the human body. An analysis of twins found
that heritability accounted for between 5% and 9%
of microbiome taxa variability,39 while another study
reported that diet, environment, and anthropometric
measurements accounted for 20% of microbiome vari-
ability between individuals (Figure 1).40 It is unsurprising
that diet and other exposures exert a greater influence
on the microbiome than one’s genetics, particularly
given that the human body (including gastrointestinal
tract) is sterile at birth.
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Figure 4. Diagram of gut microbial metabolites on immune–mediated atherogenesis. Influence of dysbiotic (red) and eubiotic (green)
gut microbial effector metabolites on immune and molecular contributions to atherogenesis. ∗Circulating lipids and cholesterol bioavailability
is influenced by luminal gut microbe consumption of these metabolites and by bile acids modulated by gut microbes (not depicted). Figure
generated using biorender.com. AhR indicates aryl hydrocarbon receptor, ICAM-1, intercellular adhesion molecule-1; IL6, interleukin-6; IL10,
interleukin-10; INFγ , interferon-gamma; LPS, lipopolysaccharide; oxLDL-C, oxidized low-density lipoprotein C; TG, triglyceride; Th2, type 2
helper T cell; TLR4, toll-like receptor 4; TMA, trimethylamine; TMAO, trimethylamine N-oxide; and Treg, regulatory T cell.

The Western diet (characterized by monosaccha-
ride additives, ultraprocessed food, red meats, and
products with high animal fat content) is highly asso-
ciated with many atherosclerosis risk factors including
hypertension, obesity, T2D, and dyslipidemia.41 Migra-
tion from a non-Western country to the United States
has been associated with loss of both α and β diver-
sity in the gut microbiome. Across 3 human studies and
11 animal studies, high-fat diets have been associated
with decreased SCFA production, increased bile acid
production, and increased inflammatory markers.42 A
proposed mechanism for decreased SCFA production
is through increased relative abundance of Alistipes
and Bacteroides, concurrent with decreased Faecal-
ibacterium, a fiber-degrading butyrate producer.43 One
systematic review of 6 interventional trials and 9 cross-
sectional cohort studies reported that a diet rich in satu-
rated or monounsaturated fat can decrease the total gut
bacterial number and increase the relative amount of
pathogenic species such as Enterobacteriaceae, Turi-
cibacter, and Prevotella, which are associated with
increased risk of cardiovascular disease.44

Although dietary recommendations are far from spe-
cific, they are frequently prescribed as interventions
to reduce ASCVD risk. The most commonly recom-
mended diets include plant-based and Mediterranean
diets, with potentially intermittent fasting.45,46 Vegetar-
ian and vegan diets are associated with improved gen-
eral health, and while there are microbiome differences
between individuals adherent to a largely plant-based

diet as compared with omnivores,47,48 there is not a
clear microbiome profile unique to each particular diet.
The Mediterranean diet is looked to as a model of
healthy eating and is recommended to people with high
ASCVD risk following the seminal PREDIMED (Preven-
ción con Dieta Mediterránea) study.49 Hallmarks of the
Mediterranean diet include high intake of vegetables,
fruits, whole grains, legumes, nuts, olive oil, and moder-
ate intake of fish and poultry. A randomized clinical trial
testing the Mediterranean diet as a dietary intervention
found that after 4 weeks individuals with strict adher-
ence to the diet showed an increase in the gut microbial
diversity, upregulation of microbial genes responsible for
glucose metabolism, and increase in prevalence of Fae-
calibacterium species (a previously described commen-
sal gut microbe with anti-inflammatory activity).50 With-
out altering energy intake or physical activity, those who
adhered to the Mediterranean diet also had reductions
in plasma cholesterol and urine acylcarnitines, which
have been associated with ASCVD.50

The KD is another well-described diet with
pleiotropic effects, including anti-inflammatory mech-
anisms. This high-fat, low-carbohydrate diet has
been used in the successful treatment of refrac-
tory epilepsy.51 The neuroprotective nature of a KD
is attributed to enhanced ketone production and
modulation of γ -aminobutyric acid, though exact
mechanisms are unclear. Animal studies have found
that a KD drives increases in Akkermansia muciniphila,
Parabacteroides spp, Bacillota, and decreases in
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Bacteriodetes and α diversity, which have been associ-
ated with seizure protection.52–54 β-Hydroxybutyrate, 1
of the major ketones produced through a KD, can sup-
press nucleotide binding and oligomerization domain-,
and pyrin domain-containing protein 3, which may
reduce systemic inflammation.55 However, the KD is
extremely restrictive to maintain the ketosis state. For
a daily caloric intake of 2000 calories, carbohydrate
intake cannot exceed 50 g. As a result, compliance
with the KD is low. The recommendation to engage in
a high-fat diet may also contribute to dyslipidemia, but
the evidence supporting this claim is controversial.56

There is also ample evidence of the adverse inflamma-
tory effects of high-fat diets on the body, which may
outweigh the protective effects of ketones.52

In addition to modulating fat intake, alteration of
the type of carbohydrates consumed in one’s diet may
significantly influence the microbiome. In 1 random-
ized crossover trial, a diet rich in polysaccharides (eg,
a whole-grain diet) as opposed to refined grains (eg,
monosaccharide-heavy diet) was shown to significantly
reduce body weight and biomarkers of systemic inflam-
mation, without significantly altering the composition of
fecal flora.57 In a separate randomized trial, exposure
to wheat bran extract, rich in arabinoxylan oligosac-
charides, was associated with significant changes in
gut flora, specifically an increase in the abundance of
Bifidobacterium spp and reduction in Bacteroides spp,
with an associated mild (nonsignificant) reduction in
blood pressure among participants.58

The frequency of eating has also received con-
siderable attention in primary ASCVD prevention.
Intermittent fasting is used to describe fasting pat-
terns that exceed typical overnight fasting. A literature
review of 4 clinical and 18 preclinical studies con-
cluded that intermittent fasting has been associated
with increased α and β diversity.59 A study of adults
who fasted 17 hours for Ramadan found increased
relative abundance in commensal gut microbial species
Akkermansia muciniphila and Bacteroides fragilis when
compared with baseline.60 Both Akkermansia spp and
Bacteroides spp are thought to be favorable bacterial
species associated with reducing systemic inflamma-
tion and improving obesity, T2D, and hepatic steatosis
in mice.61,62

The intricate relationship between the gut micro-
biome, ASCVD risk factors, and diet underscores the
profound impact of nutritional choices on health and
well-being. In addition to dietary patterns affecting
microbiome-related risk factors for ASCVD, micro-
biome composition can also modulate anthropometric
outcomes of dietary interventions. Over the course of
a 24-week high-fiber dietary intervention with daily 500
kcal deficit, individuals with high Prevotella to Bac-
teroides ratio prior intervention lost, on average, 8.3 kg

more body weight than individuals with low Prevotella
to Bacteroides ratio.63 This research can help provide
insight into understanding the varying and seemingly
inconsistent results of dietary interventions. The com-
plex interplay between these factors emphasize the
need for personalized dietary recommendations that
consider individual microbiome profiles to optimize
health outcomes and mitigate disease risks.

CURRENT AND FUTURE
THERAPEUTIC TARGETS
Several methods to alter the gut microbiome have been
tested in both preclinical and clinical settings includ-
ing gut decontamination with antibiotics, prebiotics
(metabolic substrates for eubionts), probiotics (live cul-
tures of eubionts), synbiotics (mixtures of pre- and pro-
biotics), and varieties of transplantation of fecal micro-
biota (FMT). To date, there have been no successful
human trials of FMT for the treatment of ASCVD. How-
ever, the preclinical data are promising. Several murine
models have shown safety and efficacy of FMT for the
treatment of systemic atherosclerosis.16,64 In humans,
1 double-blind randomized controlled pilot study of
a single vegan donor FMT in 20 male patients with
metabolic syndrome, investigators found no significant
improvement in circulating TMAO levels, cytokine pro-
duction, or change in uptake of 18F-fluorodeoxyglucose
in the aorta (which would correlate with morpho-
logic plaque changes).65 While there were significant
changes in intestinal microbiota composition after 2
weeks of follow-up, this did not translate to meaning-
ful improvements in biomarkers of systemic inflamma-
tion or atherogenesis. It is possible the lack of ben-
efit with FMT in this trial was related to the inclusion
of a highly specific demographic (western European
White men), short duration of follow-up (2 weeks) or
that the participants continued to engage in omnivorous
diets (which may reconstitute trimethylamine-producing
pathobionts).

Numerous preclinical trials of gut microbe-
targeted therapeutic interventions in rodent models
of atherosclerosis have been performed. In 1 sys-
tematic review and meta-analysis of these studies,
9 studies of probiotics in apolipoprotein E knockout
mice showed, in toto, reduction in atherosclerotic
plaque size, most significantly in those treated with
Pedicoccus acidilactici, VSL#3, and male mice treated
with Lactobacillus mucosae.66 Many studies point
to the prevalence of SCFA-producing bacteria as a
key mechanism by which probiotic strains amelio-
rate atherosclerotic plaque. However, Akkermansia
muciniphila (among the most extensively studied
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probiotic strains) may also reduce circulating levels of
TMAO in addition to its association with increased SCFA
production. It is likely that probiotics may exert benefi-
cial effects indirectly, through modulation of gut micro-
bial network metabolism and fostering of beneficial
consortia. More work is needed to validate these find-
ings in patient cohorts and identify causal mechanisms
from mechanism-oriented studies in preclinical models.

Other targets of the microbiome include agents that
inhibit microbial production of trimethylamine such as
resveratrol. In mice, administration of resveratrol has
been shown to reduce trimethylamine and increase
proliferation of commensal genera Bifidobacterium and
Lactobacillus.67 FMT from donor mice treated with
resveratrol has also been shown to be effective at
improving insulin resistance68 and reducing blood
pressure.69 In human trials, oral resveratrol has been
associated with improved insulin resistance among
people with diabetes70 and may have beneficial effects
on endothelial function.71 Many of these relationships
have not been corroborated in other trials,72 which may
be related to nonstandardized doses of resveratrol or
combination of resveratrol with other anti-inflammatory
or bioactive compounds.73 The effect of higher doses
of resveratrol (eg, >150 mg/day) on insulin resistance
is promising; however, the other cardiovascular effects
are poorly substantiated at this time.

A related prebiotic compound, berberine, has
received recent attention as a bioactive compound that
can reduce plaque formation. Long used to treat bac-
terial causes of diarrhea in China,74 with known efficacy
in clinical trials,75 berberine is a naturally occurring alka-
loid found in several plant species (particularly Coptis
chinensis) with a wide variety of pharmacologic proper-
ties, for which it has been used in traditional medicine
for millennia. Its pleiotropic mechanisms as an anti-
inflammatory agent, glucose-lowering therapy,76 and
antibiotic agent stem from its multiple interactions
with various enzymes and macromolecules including
telomerase, nuclear factor κ-light-chain-enhancer of
activated B cells, and matrix metalloproteinases. It
has also been shown in cellular studies to reduce the
transcription of PCSK9 mRNA,77 which can reduce
atheroma formation. Furthermore, it has been shown to
reduce the risk of AF in human trials,78,79 which would
expectedly lower cerebral embolic risk independently of
its effect on the vascular endothelium. As it relates to the
microbiome, berberine has been shown to significantly
reduce gut microbial production of trimethylamine.80

In animal studies, berberine attenuates trimethylamine
production in the presence of a high-choline diet,81

with multiple downstream effects including lowering
body mass index, reducing P-selectin expression in
the vascular endothelium (reducing platelet activa-
tion), and reducing thrombus formation. Moreover, it

accomplishes this without showing evidence of major
bleeding risk.82 Berberine has also been shown in mice
to reduce total cholesterol, low-density lipoprotein,
and very-low-density lipoprotein levels, and to alter the
composition of the gut microbial flora (increasing the
amount of commensal microorganisms) in the setting
of a high-fat diet.83,84 Perhaps most impressively, in
1 human trial, berberine was shown to induce carotid
plaque regression over time,80 an effect that has
not been seen with other diet/lifestyle modifications or
high-intensity statin therapy. Other than its mild adverse
effect of lowering serum glucose levels,85 which could
be beneficial in patients with diabetes, berberine
has enormous potential to reduce the risk of vascu-
lar disease in patients with prior stroke (Figure 5).86

Other methods of suppressing trimethylamine/TMAO
production from choline have been proposed,87

including CutC/D lyase inhibition and inhibition of
flavin-containing monoxygenase-3, but have yet to be
systematically studied in atherosclerosis models.

While “diet and lifestyle modifications” remain a
mainstay of secondary prevention strategies in patients
with cerebrovascular and cardiovascular disease,
emphasis has been placed on the use of lipid-lowering
pharmacologic agents in at-risk patients.88 The mech-
anisms by which cholesterol-lowering pharmacologics
improve vascular outcomes are thought to be related
to inhibition of cholesterol synthesis, endothelial sta-
bilization, and prevention of inflammation, however
some of these agents may also mediate their effects by
modulating the microbiome. For example, the variability
in response to statin therapy (that is not fully accounted
for by diet, lifestyle, or genetic predisposition89) may
be explained in part by the microbiome.90 In their
analysis of >2000 patients, Wilmanski et al reported
a higher prevalence of Bacteriodetes species and less
biodiversity in the gut microbiome of patients with a
greater statin response. How the diversity of the gut
microbiome modulates the lipid-lowering effects of
statins remains poorly elucidated but may be related
to the way statins alter the composition of the gut
flora and reduce dysbiosis.91 The effects of the micro-
biome on responses to other lipid-lowering therapies
(eg, ezetimibe, PCSK9 inhibitors) are less clear.92,93

Caparros-Martin and colleagues recently characterized
changes in the gut microbiota and metabolome fol-
lowing initiation of the PCSK9 inhibitor alirocumab and
revealed a significant correlation between low-density
lipoprotein cholesterol reduction and fecal secondary
bile acid concentration and substantial elevation in
circulating propionate.93 Identification of the relevant
changes in the microbiome that mediate the protec-
tive effects of statins (eg, NCT04215237) or other
lipid-lowering therapies may improve our understand-
ing of how nonpharmacologic interventions such as
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Figure 5. Berberine as a potential therapeutic agent in the treatment of vascular disease. Figure generated using biorender.com.
LDL indicates low-density lipoprotein; mRNA, messenger ribonucleic acid; PCSK9, proprotein convertase subtilisin-kexin type 9; TMA,
trimethylamine; and vLDL, very-low-density lipoprotein.

diet or probiotic treatments can produce similar
health-enhancing effects.

In addition to the previously mentioned PREDIMED
trial, other targeted interventions aimed at the micro-
biome have shown some success in the treatment of
ASCVD. In one 3-armed trial evaluating a more plant-
based Mediterranean diet versus other Mediterranean
diet variations, the DIRECT-PLUS (Dietary Interven-
tion Randomized Controlled Trial Polyphenols Unpro-
cessed Study) investigators reported that restriction of
meat intake coupled with daily green tea and a plant-
based shake was associated with greater improve-
ment in baseline lipid profiles, glycemic indices, blood
pressure reduction, and greater reduction in waist
circumference.94 Further, the investigators observed
proportional increases in commensal gut microorgan-
isms such as Prevotella spp, and reductions in Bifi-
dobacterium, which mediated the effect on improved
patient cardiometabolic profiles.95 The ongoing MED-
IMACS (Impact of Mediterranean Diet, Inflammation,
and Microbiome After an Acute Coronary Syndrome;
NCT03842319) trial is currently randomizing patients
with a recent acute coronary syndrome to a moni-
tored, intensive Mediterranean diet versus standard of
care.96 These and other ongoing trials (NCT06220994,
NCT04792320) will explore the impact of altering the
microbiome in ASCVD.

Antibiotic therapy for the treatment of systemic
infections is also known to alter the gut flora.97 In
addition to gut dysbiosis, there are other untoward

effects of systemic antibiotic use including antimicro-
bial resistance, antimicrobial toxicity, and other emerg-
ing consequences such as inflammatory bowel dis-
ease and graft-versus-host disease (Figure 2).98 With
a growing awareness of commensal microbiota, there
is an increasing emphasis on stewardship with tar-
geted antibiotics to avoid detrimental effects related to
losses of beneficial microorganisms.99,100 Commensal
gastrointestinal species not only aid in digestion, but
they also impair the proliferation of pathologic species,
a phenomenon known as “colonization resistance.”101

In supporting this complex and beneficial ecosystem,
not only is it important to consider duration of antibi-
otic treatment but, when possible, selection of tar-
geted antibiotics (eg, nitrofurantoin102 or trimethoprim-
sulfamethoxazole,103 which have a limited influence on
commensal gut anaerobes) ought to be considered.

APPLICATION AND SCALABILITY
As we continue to explore novel antithrombotic agents
targeting known hemostatic pathways, we are find-
ing marginal (if any) benefits with respect to secondary
stroke prevention in atheroembolic stroke.104,105 More-
over, the benefits of antithrombotic treatment appear
time-dependent and decay rapidly after acute cerebral
infarction.106,107 More aggressive lipid-lowering thera-
peutics targeting PCSK9 have been associated with
more significant, continuous relative risk reduction.108
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Compared with these targeted strategies for reducing
stroke risk, there may be greater untapped potential
in leveraging the microbiome to modulate atheroscle-
rosis, with other downstream advantages in promoting
metabolic health, reducing systemic inflammation, and
improving survival.109

Efforts to translate microbiome-based diagnostics
into clinical practice have been challenging in part
due to confounders of interpatient and interpopulation
microbiome variability.110 Commonly used 16S rDNA
technology, which sequences a single bacterial gene
and assigns taxonomy on the basis of nucleotide vari-
ants, captures only microbiomemembership and abun-
dance. Given the uniqueness of strains between indi-
viduals, 16S lacks the resolution to resolve many dif-
ferences. While population variability remains high in
terms of microbiota composition, function is conserved
likely due to the universal processes each microbiome
must provide (eg, digestion of complex carbohydrates
and conversion of bile acids).111 Genomic technologies
that measure function include shotgun metagenomics
and metatranscriptomics, wherein all bacterial genes or
transcripts are sequenced. However, these technolo-
gies are time consuming to analyze, expensive, and, in
the case of bacterial mRNA, highly labile. These limita-
tions have prompted the microbiome field to increas-
ingly adopt metabolomics to evaluate the status of the
microbiome as it directly measures the functional output
and thus the closest representation of phenotype.112

Use of technologies such as 16S rRNA sequencing of
fecal material and serum testing for known microbial
metabolites are growing in the research setting. How-
ever, they have yet to significantly translate into clinical
practice.

The application of these diagnostic tools and inter-
ventional strategies may be endless, particularly given
the pleiotropic benefits of modulating the microbiome.
There is also a growing precedent to personalizing
health care at the individual level. Historically, we have
tailored lipid-lowering therapies to individual low-density
lipoprotein and triglyceride targets.113 More recently,
stroke physicians have tailored antithrombotic ther-
apies on the basis of the metabolism/activation of
P2Y12 inhibitors,114 with evidence supporting person-
alized selection of ticagrelor over clopidogrel for certain
individuals.115 In fact, gut microbial sampling may help
determine efficacy of antiplatelet regimens, as these
have been shown to alter gut microbial composition
in studies unrelated to atherosclerotic disease.116 Out-
side of cerebrovascular disease, there is growing use of
high-throughput genomic analyses for central nervous
system infections,117 leading to more accurate identifi-
cation of pathogens and targeted antibiotic treatment.
Such approaches could be easily applied to analyses
of the intestinal microbiome. Only time will tell if and

when our preclinical knowledge regarding the micro-
biome will translate into meaningful clinical applications
for the next generation of health care.

ARTICLE INFORMATION
Received March 3, 2024; Accepted May 6, 2024

Affiliations
Department of Neurology, University of Chicago, Chicago, IL (W.R., E.L.,
S.S., F.F., J.R.B., T.K.-H., S.P., J.E.S.); Department of Medicine, University
of Chicago, Chicago, IL (O.D.L.); Department of Neurosurgery, University of
Chicago, Chicago, IL (S.P.)

Acknowledgments
None.

Disclosures
Dr Brorson reports research support from the National Institutes of Health
(R61NS135583). Dr Prabhakaran reports grants fromNational Institutes of Neu-
rologic Diseases and Agency for Healthcare Research and Quality, and royalties
from UpToDate. Dr Siegler reports research support from the National Insti-
tutes of Health (R61NS135583), Viz.ai, Medtronic, and Philips, unrelated to the
present work.

Sources of Funding
None.

Data Availability Statement
N/A

REFERENCES

1. Kuo F, Gardener H, Dong C, Cabral D, Della-Morte D, Blanton SH, Elkind
MSV, Sacco RL, Rundek T. Traditional cardiovascular risk factors explain
the minority of the variability in carotid plaque. Stroke. 2012;43:1755-
1760.

2. Bang OY, Ovbiagele B, Kim JS. Nontraditional risk factors for ischemic
stroke: an update. Stroke. 2015;46:3571-3578.

3. Kurth T, Gaziano JM, Berger K, Kase CS, Rexrode KM, Cook NR, Buring
JE, Manson JE. Body mass index and the risk of stroke in men. Arch
Intern Med. 2002;162:2557-2562.

4. Fu J, Bonder MJ, Cenit MC, Tigchelaar EF, Maatman A, Dekens JAM,
Brandsma E, Marczynska J, Imhann F, Weersma RK, et al. The gut
microbiome contributes to a substantial proportion of the variation in
blood lipids. Circ Res. 2015;117:817-824.

5. Evangelou E, Warren HR, Mosen-Ansorena D, Mifsud B, Pazoki R, Gao
H, Ntritsos G, Dimou N, Cabrera CP, Karaman I, et al. Genetic analysis
of over 1 million people identifies 535 new loci associated with blood
pressure traits. Nat Genet. 2018;50:1412-1425.

6. Yang T, Santisteban MM, Rodriguez V, Li E, Ahmari N, Carvajal JM,
Zadeh M, Gong M, Qi Y, Zubcevic J, et al. Gut dysbiosis is linked to
hypertension. Hypertension. 2015;65:1331-1340.

7. Khalesi S, Sun J, Buys N, Jayasinghe R. Effect of probiotics on
blood pressure: a systematic review and meta-analysis of randomized,
controlled trials. Hypertension. 2014;64:897-903.

8. Sun S, Lulla A, Sioda M, Winglee K, Wu MC, Jacobs DR Jr, Shikany JM,
Lloyd-Jones DM, Launer LJ, Fodor AA, et al. Gut microbiota composition
and blood pressure. Hypertension. 2019;73:998-1006.

9. Zheng J-S, Arnett DK, Lee Y-C, Shen J, Parnell LD, Smith CE,
Richardson K, Li D, Borecki IB, Ordovás JM, et al. Genome-wide
contribution of genotype by environment interaction to variation of
diabetes-related traits. PLoS One. 2013;8:e77442.

10. Larsen N, Vogensen FK, van den Berg FWJ, Nielsen DS, Andreasen AS,
Pedersen BK, Al-Soud WA, Sørensen SJ, Hansen LH, Jakobsen M. Gut
microbiota in human adults with type 2 diabetes differs from non-diabetic
adults. PLoS One. 2010;5:e9085.

Stroke Vasc Interv Neurol. 2024;0:e001272. DOI: 10.1161/SVIN.124.001272 11

D
ow

nloaded from
 http://ahajournals.org by on June 20, 2024



Roth et al Atherosclerotic Risk and the Gut

11. Ley RE, Bäckhed F, Turnbaugh P, Lozupone CA, Knight RD, Gordon
JI. Obesity alters gut microbial ecology. Proc Natl Acad Sci U S A.
2005;102:11070-11075.

12. Karlsson FH, Tremaroli V, Nookaew I, BergströmG, Behre CJ, Fagerberg
B, Nielsen J, Bäckhed F. Gut metagenome in European women with
normal, impaired and diabetic glucose control. Nature. 2013;498:99-
103.

13. Ng SC, Xu Z, Mak JWY, Yang K, Liu Q, Zuo T, Tang W, Lau L, Lui
RN, Wong SH, et al. Microbiota engraftment after faecal microbiota
transplantation in obese subjects with type 2 diabetes: a 24-week,
double-blind, randomised controlled trial. Gut. 2022;71:716-723.

14. Kenny DJ, Plichta DR, Shungin D, Koppel N, Hall AB, Fu B, Vasan RS,
Shaw SY, Vlamakis H, Balskus EP, et al. Cholesterol Metabolism by
Uncultured Human Gut Bacteria Influences Host Cholesterol Level. Cell
Host Microbe. 2020;28:245-257.e6.

15. Rashid S, Noor TA, Saeed H, Ali AS, Meheshwari G, Mehmood A, Fatima
L, Zaidi SMJ, Malik J, Mehmoodi A, et al. Association of gut microbiome
dysbiosis with the progression of atrial fibrillation: a systematic review.
Ann Noninvasive Electrocardiol. 2023;28:e13059.

16. Gregory JC, Buffa JA, Org E, Wang Z, Levison BS, Zhu W, Wagner
MA, Bennett BJ, Li L, DiDonato JA, et al. Transmission of atheroscle-
rosis susceptibility with gut microbial transplantation. J Biol Chem.
2015;290:5647-5660.

17. Zhu Y, Li Q, Jiang H. Gut microbiota in atherosclerosis: focus on
trimethylamine N-oxide. APMIS. 2020;128:353-366.

18. Fennema D, Phillips IR, Shephard EA. Trimethylamine and trimethy-
lamine N-oxide, a flavin-containing monooxygenase 3 (FMO3)-mediated
host-microbiome metabolic axis implicated in health and disease. Drug
Metab Dispos. 2016;44:1839-1850.

19. Zhu W, Gregory JC, Org E, Buffa JA, Gupta N, Wang Z, Li L, Fu X, Wu
Y, Mehrabian M, et al. Gut microbial metabolite TMAO enhances platelet
hyperreactivity and thrombosis risk. Cell. 2016;165:111-124.

20. Jie Z, Xia H, Zhong S-L, Feng Q, Li S, Liang S, Zhong H, Liu Z, Gao
Y, Zhao H, et al. The gut microbiome in atherosclerotic cardiovascular
disease. Nat Commun. 2017;8:1-12.

21. Chen J, Qin Q, Yan S, Yang Y, Yan H, Li T, Wang L, Gao X, Li A, Ding
S. Gut microbiome alterations in patients with carotid atherosclerosis.
Front Cardiovasc Med. 2021;8:739093.

22. Komaroff AL. The microbiome and risk for atherosclerosis. JAMA.
2018;319:2381-2382.

23. Lv H, Zhang Z, Fu B, Li Z, Yin T, Liu C, Xu B, Wang D, Li B, Hao J,
et al. Characteristics of the gut microbiota of patients with symptomatic
carotid atherosclerotic plaques positive for bacterial genetic material.
Front Cell Infect Microbiol. 2023;13:1296554.

24. Zhu S, Xu K, Jiang Y, Zhu C, Suo C, Cui M,Wang Y, Yuan Z, Xue J, Wang
J, et al. The gut microbiome in subclinical atherosclerosis: a population-
based multiphenotype analysis. Rheumatology. 2021;61:258-269.

25. Ahmad AF, Dwivedi G, O’Gara F, Caparros-Martin J, Ward NC. The gut
microbiome and cardiovascular disease: current knowledge and clinical
potential. Am J Physiol Heart Circ Physiol. 2019;317:H923-H938.

26. Karlsson FH, Fåk F, Nookaew I, Tremaroli V, Fagerberg B, Petranovic D,
Bäckhed F, Nielsen J. Symptomatic atherosclerosis is associated with
an altered gut metagenome. Nat Commun. 2012;3:1245.

27. Gomez-Arango LF, Barrett HL, Wilkinson SA, Callaway LK, McIntyre
HD, Morrison M, Dekker Nitert M. Low dietary fiber intake increases
Collinsella abundance in the gut microbiota of overweight and obese
pregnant women. Gut Microbes. 2018;9:189-201.

28. Chen J, Wright K, Davis JM, Jeraldo P, Marietta EV, Murray J, Nelson H,
Matteson EL, Taneja V. An expansion of rare lineage intestinal microbes
characterizes rheumatoid arthritis. Genome Med. 2016;8:43.

29. Emoto T, Yamashita T, Sasaki N, Hirota Y, Hayashi T, So A, Kasahara K,
Yodoi K, Matsumoto T, Mizoguchi T, et al. Analysis of gut microbiota in
coronary artery disease patients: a possible link between gut microbiota
and coronary artery disease. J Atheroscler Thromb. 2016;23:908-921.

30. Koren O, Spor A, Felin J, Fåk F, Stombaugh J, Tremaroli V, Behre CJ,
Knight R, Fagerberg B, Ley RE, et al. Human oral, gut, and plaque
microbiota in patients with atherosclerosis. Proc Natl Acad Sci U S A.
2011;108:4592-4598.

31. Hörmann N, Brandão I, Jäckel S, Ens N, Lillich M, Walter U, Reinhardt
C. Gut microbial colonization orchestrates TLR2 expression, signaling
and epithelial proliferation in the small intestinal mucosa. PLoS One.
2014;9:e113080.

32. van Dekker WK, Cheng C, Pasterkamp G, Duckers HJ. Toll like recep-
tor 4 in atherosclerosis and plaque destabilization. Atherosclerosis.
2010;209:314-320.

33. Rune I, Rolin B, Larsen C, Nielsen DS, Kanter JE, Bornfeldt KE,
Lykkesfeldt J, Buschard K, Kirk RK, Christoffersen B, et al. Modulating
the gut microbiota improves glucose tolerance, lipoprotein profile and
atherosclerotic plaque development in ApoE-deficient mice. PLoS One.
2016;11:e0146439.

34. Yiu JHC, Dorweiler B, Woo CW. Interaction between gut microbiota and
toll-like receptor: from immunity to metabolism. J Mol Med. 2017;95:13-
20.

35. Libby P, Lichtman AH, Hansson GK. Immune effector mecha-
nisms implicated in atherosclerosis: from mice to humans. Immunity.
2013;38:1092-1104.

36. Gisterå A, Hansson GK. The immunology of atherosclerosis. Nat Rev
Nephrol. 2017;13:368-380.

37. Roth W, Zadeh K, Vekariya R, Ge Y, Mohamadzadeh M. Trypto-
phan metabolism and gut-brain homeostasis. Int J Mol Sci [Internet].
2021;22:2973. https://doi.org/10.3390/ijms22062973

38. Yeh C-F, Chen Y-H, Liu S-F, Kao H-L, Wu M-S, Yang K-C, Wu
W-K. Mutual interplay of host immune system and gut microbiota
in the immunopathology of atherosclerosis. Int J Mol Sci [Internet].
2020;21:8729. https://doi.org/10.3390/ijms21228729

39. Goodrich JK, Davenport ER, Beaumont M, Jackson MA, Knight R, Ober
C, Spector TD, Bell JT, Clark AG, Ley RE. Genetic determinants of the
gut microbiome in UK twins. Cell Host Microbe. 2016;19:731-743.

40. Rothschild D, Weissbrod O, Barkan E, Kurilshikov A, Korem T, Zeevi
D, Costea PI, Godneva A, Kalka IN, Bar N, et al. Environment dom-
inates over host genetics in shaping human gut microbiota. Nature.
2018;555:210-215.

41. Kopp W. How western diet and lifestyle drive the pandemic of obesity
and civilization diseases. Diabetes Metab Syndr Obes. 2019;12:2221-
2236.

42. Newsome R, Yang Y, Jobin C. Western diet influences on microbiome
and carcinogenesis. Semin Immunol. 2023;67:101756.

43. Wan Y, Wang F, Yuan J, Li J, Jiang D, Zhang J, Li H, Wang R, Tang
J, Huang T, et al. Effects of dietary fat on gut microbiota and faecal
metabolites, and their relationship with cardiometabolic risk factors: a
6-month randomised controlled-feeding trial. Gut. 2019;68:1417-1429.

44. Wolters M, Ahrens J, Romaní-Pérez M, Watkins C, Sanz Y, Benítez-Páez
A, Stanton C, Günther K. Dietary fat, the gut microbiota, and metabolic
health - A systematic review conducted within the MyNewGut project.
Clin Nutr. 2019;38:2504-2520.

45. Eckel RH, Jakicic JM, Ard JD, de Jesus JM, Miller NH, Hubbard VS,
Lee I-M, Lichtenstein AH, Loria CM, Millen BE, et al. 2013 AHA/ACC
Guideline on Lifestyle Management to Reduce Cardiovascular Risk.
Circulation. 2014;129:S76-S99.

46. St-Onge M-P, Ard J, Baskin ML, Chiuve SE, Johnson HM, Kris-Etherton
P, Varady K; American Heart Association Obesity Committee of the
Council on Lifestyle and Cardiometabolic Health; Council on Cardio-
vascular Disease in the Young; Council on Clinical Cardiology; and
Stroke Council. Meal timing and frequency: implications for cardiovas-
cular disease prevention: a scientific statement from the American Heart
Association. Circulation. 2017;135:e96-e121.

47. Sun C, Li A, Xu C, Ma J, Wang H, Jiang Z, Hou J. Comparative analysis
of fecal microbiota in vegetarians and omnivores. Nutrients [Internet].
2023;15:2358. https://doi.org/10.3390/nu15102358

48. Trefflich I, Jabakhanji A, Menzel J, Blaut M, Michalsen A, Lampen A,
Abraham K, Weikert C. Is a vegan or a vegetarian diet associated with
the microbiota composition in the gut? Results of a new cross-sectional
study and systematic review. Crit Rev Food Sci Nutr. 2020;60:2990-
3004.

49. Estruch R, Ros E, Salas-Salvadó J, Covas M-I, Corella D, Arós
F, Gómez-Gracia E, Ruiz-Gutiérrez V, Fiol M, Lapetra J, et al. Pri-
mary prevention of cardiovascular disease with a Mediterranean diet
supplemented with extra-virgin olive oil or nuts. N Engl J Med.
2018;378:e34.

50. Meslier V, Laiola M, Roager HM, De Filippis F, Roume H, Quinquis B,
Giacco R, Mennella I, Ferracane R, Pons N, et al. Mediterranean diet
intervention in overweight and obese subjects lowers plasma choles-
terol and causes changes in the gut microbiome and metabolome
independently of energy intake. Gut. 2020;69:1258-1268.

Stroke Vasc Interv Neurol. 2024;0:e001272. DOI: 10.1161/SVIN.124.001272 12

D
ow

nloaded from
 http://ahajournals.org by on June 20, 2024

https://doi.org/10.3390/ijms22062973
https://doi.org/10.3390/ijms21228729
https://doi.org/10.3390/nu15102358


Roth et al Atherosclerotic Risk and the Gut

51. Stafstrom CE, Rho JM. The ketogenic diet as a treatment paradigm for
diverse neurological disorders. Front Pharmacol. 2012;3:59.

52. Özcan E, Lum GR, Hsiao EY. Chapter Eight - Interactions between the
gut microbiome and ketogenic diet in refractory epilepsy. In: Samp-
son TR, ed. International Review of Neurobiology. Academic Press;
2022:217-249.

53. Olson CA, Vuong HE, Yano JM, Liang QY, Nusbaum DJ, Hsiao EY. The
gut microbiota mediates the anti-seizure effects of the ketogenic diet.
Cell. 2018;173:1728-1741.e13.

54. Miljanovic N, Potschka H. The impact of Scn1a deficiency and ketogenic
diet on the intestinal microbiome: a study in a genetic Dravet mouse
model. Epilepsy Res. 2021;178:106826.

55. Golonka RM, Xiao X, Abokor AA, Joe B, Vijay-Kumar M. Altered nutri-
ent status reprograms host inflammation and metabolic health via gut
microbiota. J Nutr Biochem. 2020;80:108360.

56. Kosinski C, Jornayvaz FR. Effects of ketogenic diets on cardiovascu-
lar risk factors: evidence from animal and human studies. Nutrients
[Internet]. 2017;9:517. https://doi.org/10.3390/nu9050517

57. Roager HM, Vogt JK, Kristensen M, Hansen LBS, Ibrügger S,
Mærkedahl RB, Bahl MI, Lind MV, Nielsen RL, Frøkiær H, et al. Whole
grain-rich diet reduces body weight and systemic low-grade inflam-
mation without inducing major changes of the gut microbiome: a
randomised cross-over trial. Gut. 2019;68:83-93.

58. Kjølbæk L, Benítez-Páez A, Gómez Del Pulgar EM, Brahe LK, Liebisch
G, Matysik S, Rampelli S, Vermeiren J, Brigidi P, Larsen LH, et al. Ara-
binoxylan oligosaccharides and polyunsaturated fatty acid effects on
gut microbiota and metabolic markers in overweight individuals with
signs of metabolic syndrome: a randomized cross-over trial. Clin Nutr.
2020;39:67-79.

59. Daas MC, de Roos NM. Intermittent fasting contributes to aligned cir-
cadian rhythms through interactions with the gut microbiome. Benef
Microbes. 2021;12:147-161.

60. Özkul C, Yalınay M, Karakan T. Islamic fasting leads to an increased
abundance of Akkermansia muciniphila and Bacteroides fragilis group:
A preliminary study on intermittent fasting. Turk J Gastroenterol.
2019;30:1030-1035.

61. Cani PD, Depommier C, Derrien M, Everard A, de Vos WM. Akkerman-
sia muciniphila: paradigm for next-generation beneficial microorganisms.
Nat Rev Gastroenterol Hepatol. 2022;19:625-637.

62. Elsaghir H, Reddivari AKR. Bacteroides Fragilis. In: StatPearls. Stat-
Pearls Publishing; 2023.

63. Hjorth MF, Blædel T, Bendtsen LQ, Lorenzen JK, Holm JB, Kiilerich
P, Roager HM, Kristiansen K, Larsen LH, Astrup A. Prevotella-to-
Bacteroides ratio predicts body weight and fat loss success on 24-week
diets varying in macronutrient composition and dietary fiber: results from
a post-hoc analysis. Int J Obes. 2019;43:149-157.

64. Kim ES, Yoon BH, Lee SM, Choi M, Kim EH, Lee B-W, Kim S-Y, Pack
C-G, Sung YH, Baek I-J, et al. Fecal microbiota transplantation ame-
liorates atherosclerosis in mice with C1q/TNF-related protein 9 genetic
deficiency. Exp Mol Med. 2022;54:103-114.

65. Smits LP, Kootte RS, Levin E, Prodan A, Fuentes S, Zoetendal EG,
Wang Z, Levison BS, Cleophas MCP, Kemper EM, et al. Effect of
vegan fecal microbiota transplantation on carnitine- and choline-derived
trimethylamine-n-oxide production and vascular inflammation in patients
with metabolic syndrome. J AmHeart Assoc [Internet]. 2018;7:e008342.
https://doi.org/10.1161/JAHA.117.008342

66. Khalili L, Centner AM, Salazar G. Effects of berries, phytochemicals,
and probiotics on atherosclerosis through gut microbiota modification: a
meta-analysis of animal studies. Int J Mol Sci. 2023;24:3084.

67. Chen M-L, Yi L, Zhang Y, Zhou X, Ran L, Yang J, Zhu J-D, Zhang
Q-Y, Mi M-T. Resveratrol attenuates Trimethylamine-N-Oxide (TMAO)-
induced atherosclerosis by regulating TMAO synthesis and bile acid
metabolism via remodeling of the gut microbiota. MBio. 2016;7:
e02210-e02215.

68. Sung MM, Kim TT, Denou E, Soltys C-LM, Hamza SM, Byrne NJ,
Masson G, Park H, Wishart DS, Madsen KL, et al. Improved glucose
homeostasis in obese mice treated with resveratrol is associated with
alterations in the gut microbiome. Diabetes. 2017;66:418-425.

69. Kim TT, Parajuli N, Sung MM, Bairwa SC, Levasseur J, Soltys C-LM,
Wishart DS, Madsen K, Schertzer JD, Dyck JRB. Fecal transplant from
resveratrol-fed donors improves glycaemia and cardiovascular features
of the metabolic syndrome in mice. Am J Physiol Endocrinol Metab.
2018;315:E511-E519.

70. Brasnyó P, Molnár GA, Mohás M, Markó L, Laczy B, Cseh J, Mikolás E,
Szijártó IA, Mérei A, Halmai R, et al. Resveratrol improves insulin sensi-
tivity, reduces oxidative stress and activates the Akt pathway in type 2
diabetic patients. Br J Nutr. 2011;106:383-389.

71. Bakker GC, van Erk MJ, Pellis L, Wopereis S, Rubingh CM, Cnubben
NH, Kooistra T, van Ommen B, Hendriks HF. An antiinflamma-
tory dietary mix modulates inflammation and oxidative and metabolic
stress in overweight men: a nutrigenomics approach. Am J Clin Nutr.
2010;91:1044-1059.

72. van der Made SM, Plat J, Mensink RP. Resveratrol does not influence
metabolic risk markers related to cardiovascular health in overweight
and slightly obese subjects: a randomized, placebo-controlled crossover
trial. PLoS One. 2015;10:e0118393.

73. Ramírez-Garza SL, Laveriano-Santos EP, Marhuenda-Muñoz M,
Storniolo CE, Tresserra-Rimbau A, Vallverdú-Queralt A, Lamuela-
Raventós RM. Health effects of resveratrol: results from human interven-
tion trials. Nutrients [Internet]. 2018;10:1892. https://doi.org/10.3390/
nu10121892

74. Tillhon M, Guamán Ortiz LM, Lombardi P, Scovassi AI. Berberine: new
perspectives for old remedies. Biochem Pharmacol. 2012;84:1260-
1267.

75. Rabbani GH, Butler T, Knight J, Sanyal SC, Alam K. Random-
ized controlled trial of berberine sulfate therapy for diarrhea due to
enterotoxigenic Escherichia coli and Vibrio cholerae. J Infect Dis.
1987;155:979-984.

76. Lee YS, Kim WS, Kim KH, Yoon MJ, Cho HJ, Shen Y, Ye J-M, Lee CH,
OhWK, Kim CT, et al. Berberine, a natural plant product, activates AMP-
activated protein kinase with beneficial metabolic effects in diabetic and
insulin-resistant states. Diabetes. 2006;55:2256-2264.

77. Cameron J, Ranheim T, Kulseth MA, Leren TP, Berge KE. Berber-
ine decreases PCSK9 expression in HepG2 cells. Atherosclerosis.
2008;201:266-273.

78. Zhang J, Wang Y, Jiang H, Tao D, Zhao K, Yin Z, Han J, Xin F, Jin Y,
Wang H. Preventive effect of berberine on postoperative atrial fibrillation.
Circ Arrhythm Electrophysiol. 2022;15:e011160.

79. Zheng H, Zhu F, Miao P, Mao Z, Redfearn DP, Cao RY. Antimicrobial nat-
ural product berberine is efficacious for the treatment of atrial fibrillation.
Biomed Res Int. 2017;2017:3146791.

80. Ma S-R, Tong Q, Lin Y, Pan L-B, Fu J, Peng R, Zhang X-F, Zhao Z-X,
Li Y, Yu J-B, et al. Berberine treats atherosclerosis via a vitamine-like
effect down-regulating Choline-TMA-TMAO production pathway in gut
microbiota. Signal Transduct Target Ther. 2022;7:207.

81. Xie Z, Liu X, Huang X, Liu Q, Yang M, Huang D, Zhao P, Tian J, Wang X,
Hou J. Remodelling of gut microbiota by Berberine attenuates trimethy-
lamine N-oxide-induced platelet hyperreaction and thrombus formation.
Eur J Pharmacol. 2021;911:174526.

82. Wang C, Cheng Y, Zhang Y, Jin H, Zuo Z, Wang A, Huang J, Jiang J,
Kong W. Berberine and its main metabolite berberrubine inhibit platelet
activation through suppressing the class I PI3Kβ/Rasa3/Rap1 pathway.
Front Pharmacol. 2021;12:734603.

83. Wu M, Yang S, Wang S, Cao Y, Zhao R, Li X, Xing Y, Liu L. Effect
of berberine on atherosclerosis and gut microbiota modulation and
their correlation in high-fat diet-fed ApoE-/- mice. Front Pharmacol.
2020;11:223.

84. Zhu L, Zhang D, Zhu H, Zhu J, Weng S, Dong L, Liu T, Hu Y, Shen
X. Berberine treatment increases Akkermansia in the gut and improves
high-fat diet-induced atherosclerosis in Apoe-/- mice. Atherosclerosis.
2018;268:117-126.

85. Ni YX. Therapeutic effect of berberine on 60 patients with type II dia-
betes mellitus and experimental research. Zhong Xi Yi Jie He Za Zhi.
1988;8:711-713, 707.

86. Luo D, Yu B, Sun S, Chen B, Harkare HV, Wang L, Pan J, Huang B, Song
Y, Ma T, et al. Effects of adjuvant berberine therapy on acute ischemic
stroke: A meta-analysis. Phytother Res. 2023;37:3820-3838.

87. Steinke I, Ghanei N, Govindarajulu M, Yoo S, Zhong J, Amin RH. Drug
discovery and development of novel therapeutics for inhibiting TMAO in
models of atherosclerosis and diabetes. Front Physiol. 2020;11:567899.

88. Dawson LP, Lum M, Nerleker N, Nicholls SJ, Layland J. Coronary
atherosclerotic plaque regression: JACC state-of-the-art review. J Am
Coll Cardiol. 2022;79:66-82.

89. Kajinami K, Akao H, Polisecki E, Schaefer EJ. Pharmacogenomics
of statin responsiveness. Am J Cardiol. 2005;96:65K-70K; discussion
34K–35K.

Stroke Vasc Interv Neurol. 2024;0:e001272. DOI: 10.1161/SVIN.124.001272 13

D
ow

nloaded from
 http://ahajournals.org by on June 20, 2024

https://doi.org/10.3390/nu9050517
https://doi.org/10.1161/JAHA.117.008342
https://doi.org/10.3390/nu10121892
https://doi.org/10.3390/nu10121892


Roth et al Atherosclerotic Risk and the Gut

90. Wilmanski T, Kornilov SA, Diener C, Conomos MP, Lovejoy JC,
Sebastiani P, Orwoll ES, Hood L, Price ND, Rappaport N, et al. Het-
erogeneity in statin responses explained by variation in the human gut
microbiome. Med. 2022;3:388-405.e6.

91. Vieira-Silva S, Falony G, Belda E, Nielsen T, Aron-Wisnewsky J,
Chakaroun R, Forslund SK, Assmann K, Valles-Colomer M, Nguyen
TTD, et al. Statin therapy is associated with lower prevalence of gut
microbiota dysbiosis. Nature. 2020;581:310-315.

92. Jin J, Cheng R, Ren Y, Shen X, Wang J, Xue Y, Zhang H, Jia X, Li T, He
F, et al. Distinctive gut microbiota in patients with overweight and obesity
with dyslipidemia and its responses to long-term orlistat and ezetimibe
intervention: a randomized controlled open-label trial. Front Pharmacol.
2021;12:732541.

93. Caparrós-Martín JA, Maher P, Ward NC, Saladié M, Agudelo-Romero P,
Stick SM, Chan DC, Watts GF, O’Gara F. An analysis of the gut micro-
biota and related metabolites following PCSK9 inhibition in statin-treated
patients with elevated levels of lipoprotein(a). Microorganisms [Internet].
2024;12:170. https://doi.org/10.3390/microorganisms12010170

94. Tsaban G, Yaskolka Meir A, Rinott E, Zelicha H, Kaplan A, Shalev A,
Katz A, Rudich A, Tirosh A, Shelef I, et al. The effect of green Mediter-
ranean diet on cardiometabolic risk; a randomised controlled trial. Heart.
2021;107:1054-1061.

95. Rinott E, Meir AY, Tsaban G, Zelicha H, Kaplan A, Knights D, Tuohy
K, Scholz MU, Koren O, Stampfer MJ, et al. The effects of the
Green-Mediterranean diet on cardiometabolic health are linked to gut
microbiome modifications: a randomized controlled trial. Genome Med.
2022;14:29.

96. Fernández AI, Bermejo J, Yotti R, Martínez-Gonzalez MÁ, Mira A,
Gophna U, Karlsson R, Al-Daccak R, Martín-Demiguel I, Gutiérrez-
Ibanes E, et al. The impact of Mediterranean diet on coronary plaque
vulnerability, microvascular function, inflammation and microbiome after
an acute coronary syndrome: study protocol for the MEDIMACS
randomized, controlled, mechanistic clinical trial. Trials. 2021;22:795.

97. Keusch GT, Present DH. Summary of a workshop on clindamycin colitis.
J Infect Dis. 1976;133:578-587.

98. Fishbein SRS, Mahmud B, Dantas G. Antibiotic perturbations to the gut
microbiome. Nat Rev Microbiol. 2023;21:772-788.

99. Huttner B, Cappello B, Cooke G, Gandra S, Harbarth S, Imi M,
Loeb M, Mendelson M, Moja L, Pulcini C, et al. 2019 community-
acquired pneumonia treatment guidelines: there is a need for a change
toward more parsimonious antibiotic use. Am J Respir Crit Care Med.
2020;201:1315-1316.

100. Papanicolas LE, Warner M, Wesselingh SL, Rogers GB. Protect com-
mensal gut bacteria to improve antimicrobial stewardship. Clin Microbiol
Infect. 2020;26:814-815.

101. Kim S, Covington A, Pamer EG. The intestinal microbiota: antibi-
otics, colonization resistance, and enteric pathogens. Immunol Rev.
2017;279:90-105.

102. Stewardson AJ, Gaïa N, François P, Malhotra-Kumar S, Delémont C,
Martinez de Tejada B, Schrenzel J, Harbarth S, Lazarevic V; SATURN
WP1 and WP3 Study Groups. Collateral damage from oral ciprofloxacin
versus nitrofurantoin in outpatients with urinary tract infections: a culture-
free analysis of gut microbiota. Clin Microbiol Infect. 2015;21:344.e1-11.

103. Brook I, Wexler HM, Goldstein EJC. Antianaerobic antimicrobials: spec-
trum and susceptibility testing. Clin Microbiol Rev. 2013;26:526-546.

104. Smith EE, Shoamanesh A, Xu L, Heenan L, Saad F, Colorado P, Chen
C-H, Lemmens R, De Marchis GM, Caso V, et al. Effect of the Factor XIa
Inhibitor Asundexian According to Baseline Infarct Pattern and on MRI
Covert Infarct Outcomes. Stroke. 2024;55:392-402.

105. Sharma M, Molina CA, Toyoda K, Bereczki D, Bangdiwala SI, Kasner
SE, Lutsep HL, Tsivgoulis G, Ntaios G, Czlonkowska A, et al. Safety
and efficacy of factor XIa inhibition with milvexian for secondary
stroke prevention (AXIOMATIC-SSP): a phase 2, international, ran-
domised, double-blind, placebo-controlled, dose-finding trial. Lancet
Neurol. 2024;23:46-59.

106. Bulwa ZB, Mendelson SJ, Brorson JR. Acute Secondary prevention of
ischemic stroke: overlooked no longer. Front Neurol. 2021;12:701168.

107. Brorson JR, Giurcanu M, Prabhakaran S, Johnston SC. Vulnera-
ble and stabilized states after cerebral ischemic events: implica-
tions of kinetic modeling in the SOCRATES, POINT, and THALES tri-
als. Neurology. 2023;101:e2205-e2214. https://doi.org/10.1212/WNL.
0000000000207904

108. Novel lipid-lowering agents and stroke prevention: new tools,
new targets. Pract Neurol. 2023; December [Cited 2024 Feb 25].
https://practicalneurology.com/articles/2023-dec/novel-lipid-lowering-
agents-and-stroke-preventionbrnew-tools-new-targets

109. Wilmanski T, Diener C, Rappaport N, Patwardhan S,Wiedrick J, Lapidus
J, Earls JC, Zimmer A, Glusman G, Robinson M, et al. Gut microbiome
pattern reflects healthy ageing and predicts survival in humans. Nat
Metab. 2021;3:274-286.

110. Shanahan F, Ghosh TS, O’Toole PW. The Healthy Microbiome-What
Is the Definition of a Healthy Gut Microbiome? Gastroenterology.
2021;160:483-494.

111. Qin J, Li R, Raes J, Arumugam M, Burgdorf KS, Manichanh C,
Nielsen T, Pons N, Levenez F, Yamada T, et al. A human gut micro-
bial gene catalogue established by metagenomic sequencing. Nature.
2010;464:59-65.

112. Bauermeister A, Mannochio-Russo H, Costa-Lotufo LV, Jarmusch AK,
Dorrestein PC. Mass spectrometry-based metabolomics in microbiome
investigations. Nat Rev Microbiol. 2022;20:143-160.

113. Kleindorfer DO, Towfighi A, Chaturvedi S, Cockroft KM, Gutierrez J,
Lombardi-Hill D, Kamel H, Kernan WN, Kittner SJ, Leira EC, et al.
2021 guideline for the prevention of stroke in patients with stroke
and transient ischemic attack: a guideline from the American Heart
Association/American Stroke Association. Stroke. 2021;52:e364-e467.

114. Wang Y, Meng X, Wang A, Xie X, Pan Y, Johnston SC, Li H, Bath
PM, Dong Q, Xu A, et al. Ticagrelor versus clopidogrel in CYP2C19
loss-of-function carriers with stroke or TIA. N Engl J Med. 2021;385:
2520-2530.

115. Pan Y, Meng X, Jin A, Johnston SC, Li H, Bath PM, Xie X, Jing J, Lin
J, Wang Y, et al. Time course for benefit and risk with ticagrelor and
aspirin in individuals with acute ischemic stroke or transient ischemic
attack who carry CYP2C19 loss-of-function alleles: a secondary analysis
of the CHANCE-2 randomized clinical trial. JAMA Neurol. 2022;79:739-
745.

116. Zhao R, Coker OO, Wu J, Zhou Y, Zhao L, Nakatsu G, Bian X,
Wei H, Chan AWH, Sung JJY, et al. Aspirin reduces colorectal tumor
development in mice and gut microbes reduce its bioavailability and
chemopreventive effects. Gastroenterology. 2020;159:969-983.e4.

117. Barlow B, Ponnaluri S, Barlow A, Roth W. Targeting the gut microbiome
in the management of sepsis-associated encephalopathy. Front Neurol.
2022;13:999035.

118. Wang DD, Nguyen LH, Li Y, Yan Y, Ma W, Rinott E, Ivey KL, Shai I,
Willett WC, Hu FB, et al. The gut microbiome modulates the protective
association between a Mediterranean diet and cardiometabolic disease
risk. Nat Med. 2021;27:333-343.

119. Brahe LK, Le Chatelier E, Prifti E, Pons N, Kennedy S, Hansen T,
Pedersen O, Astrup A, Ehrlich SD, Larsen LH. Specific gut microbiota
features and metabolic markers in postmenopausal women with obesity.
Nutr Diabetes. 2015;5:e159.

120. Tanes C, Bittinger K, Gao Y, Friedman ES, Nessel L, Paladhi UR, Chau
L, Panfen E, Fischbach MA, Braun J, et al. Role of dietary fiber in the
recovery of the human gut microbiome and its metabolome. Cell Host
Microbe. 2021;29:394-407.e5.

121. Qin J, Li Y, Cai Z, Li S, Zhu J, Zhang F, Liang S, Zhang W, Guan Y, Shen
D, et al. A metagenome-wide association study of gut microbiota in type
2 diabetes. Nature. 2012;490:55-60.

122. Zhai Q, Feng S, Arjan N, Chen W. A next generation probi-
otic, Akkermansia muciniphila. Crit Rev Food Sci Nutr. 2019;59:
3227-3236.

Stroke Vasc Interv Neurol. 2024;0:e001272. DOI: 10.1161/SVIN.124.001272 14

D
ow

nloaded from
 http://ahajournals.org by on June 20, 2024

https://doi.org/10.3390/microorganisms12010170
https://doi.org/10.1212/WNL.0000000000207904
https://doi.org/10.1212/WNL.0000000000207904
https://practicalneurology.com/articles/2023-dec/novel-lipid-lowering-agents-and-stroke-preventionbrnew-tools-new-targets
https://practicalneurology.com/articles/2023-dec/novel-lipid-lowering-agents-and-stroke-preventionbrnew-tools-new-targets

	Understanding the Relationship Between Cerebrovascular Disease and the Gut Microbiome
	GUT MICROBIOME AND VASCULAR RISK FACTORS
	GUT MICROBIOME AND ATHEROSCLEROSIS
	IMMUNE-MEDIATED ATHEROGENESIS AND THE GUT MICROBIOME
	DIET AND GUT MICROBIOME-ASSOCIATED RISK OF ATHEROSCLEROSIS
	CURRENT AND FUTURE THERAPEUTIC TARGETS
	APPLICATION AND SCALABILITY
	ARTICLE INFORMATION
	Acknowledgments
	Disclosures
	Sources of Funding
	Data Availability Statement

	REFERENCES


