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Evidence suggests that type 1 diabetes (T1D) risk and progression are associated with gut
bacterial imbalances. Children with either T1D or islet antibody positivity exhibit gut
dysbiosis (microbial imbalance) characterized by lower gram-positive to gram-negative
gut bacterial ratios compared to healthy individuals, leading to a pro-inflammatory milieu.
In addition, specific gut microbiome changes, including increased virulence factors,
elevated phage, prophage, and motility genes, and higher amplitude stress responses,
have been identified in individuals who have or are progressing towards T1D. Additionally,
gut microbiome differences are associated with and thought to contribute to obesity, a
comorbidity that is increasingly prevalent among persons with T1D. Obesity in T1D is
problematic because individuals with obesity progress faster to T1D, have reduced insulin
sensitivity compared to their lean counterparts, and have higher risk of complications.
Animal and human studies suggest higher relative abundance of bacterial taxa associated
with changes in bile acid and short chain fatty acid biosynthesis in obesity. However, it is
unknown to what extent the gut microbiome plays a role in obesity in T1D and these worse
outcomes. In this review, we aim to evaluate potential gut microbiome changes and
associations in individuals with T1D who are obese, highlighting the specific gut
microbiome changes associated with obesity and with T1D development. We will
identify commonalities and differences in microbiome changes and examine potential
microbiota-host interactions and the metabolic pathways involved. Finally, we will explore
interventions that may be of benefit to this population, in order to modify disease and
improve outcomes.
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INTRODUCTION

Type 1 diabetes is associated with long-term complications including
cardiovascular disease and is the leading cause of kidney failure and
retinopathy (Varma et al., 2016; Centers for Disease Control and
Prevention, 2019). Obesity in type 1 diabetes (T1D) is problematic
because it further increases the risk for complications and mortality
(Conway et al., 2009). There is increasing evidence suggesting that
type 1 diabetes (T1D) risk and progression are associated with gut
microbial imbalance (Brugman et al., 2006; de Kort et al., 2011;
Brown et al., 2011; Giongo et al., 2011; de Goffau et al., 2013; Murri
et al., 2013; de Goffau et al., 2014; Mejıá-León et al., 2014; Kostic
et al., 2015; O'Callaghan and van Sinderen, 2016; Zheng et al., 2018).
Separately, gut bacterial imbalances are associated also with obesity
(Musso et al., 2010). The development of both obesity and T1D are
complex processes that include the interaction between genetic
susceptibility, immune system activation or inflammation, and
environmental factors, all of which are poorly understood. The gut
microbiome is becoming increasingly recognized in each condition
as an important link connecting genes to the environment and
immune system activation.

Obesity is now prevalent (up to 46.1% in some populations)
and increasing among children and adults with T1D (Nathan
et al., 2009; Conway et al., 2010; Liu et al., 2010; Redondo et al.,
2016; Minges et al., 2017; Corbin et al., 2018) (Table 1). This
trend is especially problematic, as obesity is associated with
worse T1D outcomes, including higher risk for short term
complications, such as hypoglycemia and long-term
complications, such as cardiovascular disease (Redondo et al.,
2012; Redondo et al., 2016; Ferrara et al., 2017; Corbin et al.,
2018). However, it is unknown to what extent the gut
microbiome plays a role in obesity in T1D and associated
Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 2
adverse outcomes. Whether and how the gut microbiome
influences obesity trends in T1D similar to what has been
shown in the general population is an important area to
investigate. In this review, we will explore the gut microbial
compositions associated with T1D and obesity and discuss how
the gut microbiome may be contributing to the rising rate of
obesity in T1D by reviewing the current literature. We will then
summarize the literature focused on potential therapeutic effects
of intestinal microbiome manipulation.
THE GUT MICROBIOME AND
METABOLIC DISEASE

Obesity and the Gut Microbiome
The rates of obesity worldwide have tripled since 1975 (WHO,
2018). Over 1.9 billion adults are overweight and at least 650million
of those are obese. Similarly, about 39million children under the age
of 5 years and 340 million children and adolescents between 5-19
years of age globally are either overweight or obese (WHO, 2018).
Gut microbiome differences and dysbioses have been associated
with overweight, obesity and insulin resistance in non-diabetic
children and adults (Cani et al., 2007; Turnbaugh et al., 2009;
Musso et al., 2010; Del Chierico et al., 2018; Peters et al., 2018).

It is possible that obesity induces changes in the gut microbiome
since earlier studies have shown that increased body fat or obesity is
associated with a significantly elevated Firmicutes : Bacteroidetes (F:
B) ratio compared to lean individuals (Dreyer and Liebl, 2018), even
in the presence of similar patterns of food and energy consumption
between the groups (Ley et al., 2005; Chakraborti, 2015; Dreyer and
Liebl, 2018). On the other hand, some studies have shown no
TABLE 1 | Table summarizing data on prevalence of overweight and obesity in T1D over the years.

References Cohort/Study design Key findings

Nathan et
al, 2009
(Nathan
et al., 2009)

Analysis of 1441 of the Diabetes Control and Complications Trial (DCCT)
and its long-term observational follow-up, the Epidemiology of Diabetes
Interventions and Complications (EDIC) study

Intensive therapy showed an association with increasing prevalence of
obesity (body mass index ≥30), from 1% of subjects at the DCCT baseline
(secondary to eligibility criteria) to 31% at EDIC year 12.

Conway et
al, 2010
(Conway
et al., 2010)

Assessed temporal patterns in overweight and obesity and predictors of
weight change in 589 individuals from the Pittsburgh Epidemiology of
Diabetes Complications (EDC) Study, a cohort of childhood onset T1D.

Overall 3.4% of the participants 18 years and older were obese at baseline.
By 2004–2007 this had risen seven-fold to 22.7%. The prevalence of being
overweight, but not obese, rose from 28.6% in 1986– 1988 to 42.0% in
2004–2007, a 47% increase.

Liu et al,
2010 (Liu
et al., 2010)

Participants with diabetes (n=3953) were examined in 2001-2004 for the
SEARCH for Diabetes in Youth study (SEARCH) and nondiabetic
participants (n=7666) were examined during the same years of the
National Health and Nutrition Examination Survey (NHANES), aged 3-19 yr

that 22.1% of youth with T1D were overweight compared with 16.1% of
youth without T1D from the NHANES.

Redondo et
al, 2015
(Redondo
et al., 2016)

Studied 11,348 children 2 to <18 years of age enrolled in T1D Exchange
between September 2010 and August 2012 with type 1 diabetes for ≥1
year and BMI ≥ 5th age-/sex-adjusted percentile.

Of the 11,348 participants, 22% were overweight and 14% obese.

DuBose,
2015
(DuBose
et al., 2015)

Participants (age 2-<18 years and ≥1 year duration of T1D) enrolled in the
T1D Exchange (T1DX, n=11,435) and the Diabetes Prospective Follow-up
(DPV, n=21,501).

Participants in both registries (particularly from Germany, Austria, and the
United States) had median BMI values that were greater than international
and their respective national reference values. BMI z-scores were significantly
higher in the T1DX versus the DPV (p<0.001).

Minges et
al, 2017
(Minges
et al., 2017)

Analyzed baseline data obtained from 5529 adolescents with T1D (mean
age=15.4 ± 1.4years, 51.8% male, 77.9% white, mean HbA1c=8.7 ±
1.8%; 72mmol/mol) from the T1D Exchange Clinic Registry.

Overweight (22.9%) and obesity (13.1%) were prevalent in the overall sample
and was highest among girls (40.8%) and adolescents of Hispanic/Latino
race/ethnicity (46.1%). Higher prevalence seen in black/African Americans
descent (17.9%) and Hispanic (15.9%) between 2010 and 2012.
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associations between obesity and the F:B ratio or have shown
associations with other taxa, such as the higher relative
abundance of taxa like Actinobacteria and Bacteroidetes
(Turnbaugh et al., 2008; Murphy et al., 2010; Clarke et al., 2012;
Del Chierico et al., 2018). However, there appears to be an overall
agreed upon increase in Firmicutes (Abdallah Ismail et al., 2011)
and evidence of gut microbial differences (Turnbaugh et al., 2008;
Murphy et al., 2010; Clarke et al., 2012; Del Chierico et al., 2018) in
obese individuals, which could be genetically or environmentally
induced. There is evidence that gut dysbiosis may induce obesity. In
an animal study by Turnbough et al. (Turnbaugh et al., 2006), cecal
microbiota from lean and obese mice were transplanted into the gut
of germ-free mice. After 2 weeks, the mice that had been
transplanted with microbiota from obese mice extracted more
calories from their food and had greater fat deposition compared
to mice receiving transplants from lean mice (Turnbaugh et al.,
2006; Turnbaugh et al., 2008). An earlier study (Shi et al., 2006), also
in animals, showed that lipopolysaccharides (LPS), a component of
gram-negative bacterial cell walls is produced at higher levels in
cases of gut dysbiosis secondary to increased gram-negative bacteria
during dysbiosis since gram negative bacteria can tolerate and
flourish in an inflammatory environment. Both inflammation and
LPS induce a leaky gut which worsens as bacteria translocate across
the gaps between the epithelial cells. Increased LPS has been found
to be associated with obesity and insulin resistance by binding to
CD14 toll-like receptor-4 (TLR-4) and transforming growth factor-
b (TGF-b)-mediated pathways (Abreu, 2010; Manco et al., 2010).
Earlier animal studies shows that infusion of LPS and associated
high levels mimicked the effects of a high fat diet on metabolic and
inflammatory parameters (Cani et al., 2007). This finding was later
verified in work by Cani et al (Cani et al., 2007), and the term
metabolic endotoxemia was coined as the levels of endotoxins
observed during obesity are lower than that seen during septic
shock. While exact mechanisms linking obesity with these patterns
of microbial composition are unknown, the result is increased
systemic inflammation, likely secondary to increased gut leakiness
and a reduction in microbial metabolites such as short chain fatty
acids that have can induce satiety (Utzschneider et al., 2016).

Importantly, studies from humans provide support to the
notion that gut dysbiosis may be a driver of obesity. In a small
study of 12 obese individuals with lower relative proportions of
Bacteroidetes and higher Firmicutes at baseline (as compared to
lean controls), the proportion of Bacteroidetes increased over time,
mirroring reductions in body weight but not dietary interventions
(Ley et al., 2005). Another study, Santacruz et al. (2009) enrolled
36 overweight adolescents in a diet and exercise weight-loss
program and found that greater weight loss in response to the
lifestyle intervention was associated with the baseline gut
microbiome profile prior to the treatment. Specifically, total
bacterial count, B. fragilis , Clostridium leptum , and
Bifidobacterium catenulatum group counts were significantly
higher (P<0.001-0.036) while C. coccoides, Lactobacillus,
Bifidobacterium breve, and Bifidobacterium bifidum counts were
significantly lower (P<0.001-0.008) in the high weight-loss group
(> 4kg weight loss) than in the low weight-loss group (<2 kg
weight loss) both before and after the lifestyle intervention.
Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 3
While a specific microbiome signature associated with obesity
may not be consistent across different studies, likely due to
several factors including dietary habits and environmental
factors, it is the metabolic effect exerted through microbial
metabolites that plays a larger role. The gut microbiota
interacts with the host through several mechanisms including
the production of short chain fatty acids (SCFAs), including
acetate, butyrate and propionate, that are the byproducts of
fermentation of non-digestible starches and fibers in the large
intestine. SCFAs serve as energy substrates (Bergman, 1990;
Brown et al., 2003; Louis et al., 2010; Blaut, 2015) and mediate
crosstalk between bacteria and host metabolism (Manco et al.,
2010). For example, they activate the mucosal G protein-coupled
receptors (GPR) GPR-43 and GPR-41 to regulate secretion of
incretin hormones such as glucagon like peptide-1 (GLP-1)
(Nøhr et al., 2013; Kimura et al., 2014; Le Poul et al., 2003)
and peptide YY (PYY) (Carvalho and Abdalla Saad, 2013), and
adipose tissue-derived leptin. Incretin hormones, including GLP-
1 and PYY are normally released in response to a meal and
augment the secretion of insulin, thus stimulating a decrease in
blood glucose levels. In addition, these hormones can act on the
hypothalamus to promote satiety and reduce food intake
(Carvalho and Abdalla Saad, 2013). SCFAs have also been
shown to have anti-inflammatory actions (Carvalho and
Abdalla Saad, 2013), which could be important, as obesity
which is characterized by chronic low-grade inflammation.

Other metabolic effects of the gut microbiome on obesity have
been described. For example, some studies suggest that a bile acid
(BA)-gut microbiome axis contributes to insulin sensitivity and
obesity (Sun et al., 2018). Consistent with this idea, the gut
microbiome plays a major role in BA metabolism (Hullar et al.,
2014; Ridlon et al., 2014) and evidence suggests that BAs are
involved in the regulation of glucose homeostasis and insulin
sensitivity (Kars et al., 2010; Haeusler et al., 2013; Kuipers et al.,
2014; Wewalka et al., 2014). It is thought that BAs can impact
insulin sensitivity via effects on the nuclear farsenoid X receptor
(FXR) and the membrane-bound G-protein coupled receptor,
TGR5 (Kuipers et al., 2014). Therefore, the gut microbial
composition can alter insulin sensitivity by changing the
amount and type of secondary BAs formed, thereby affecting
FXR and TGR5 signaling. Indeed, one human study showed that
the use of oral vancomycin altered the gut microbiome and
caused a decrease in secondary BAs that were associated with
worsened insulin sensitivity (Vrieze et al., 2014). Another study
showed that oral metformin altered the gut microbiome
composition in obese adults with type 2 diabetes (T2D) which
was associated with secondary BA and FXR changes, resulting in
improved insulin sensitivity (Sun et al., 2018).

T1D, Obesity, and the Gut Microbiome
Type 1 Diabetes Exchange clinic registry data between the years
of 2010 and 2012 indicate that the prevalence of obesity (BMI
≥95th percentile for age and sex) was 13.5% overall in
adolescents with established T1D and was higher in black/
African American (17.9%) and Hispanic/Latinx (15.9%)
children (Minges et al., 2017). Epidemiological studies have
July 2022 | Volume 12 | Article 892291
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also shown increased prevalence of obesity among adults with
T1D (Nathan et al., 2009; Conway et al., 2010). Further, some
data show an increasing rate of obesity among people with T1D
compared to general population trends (DuBose et al., 2015).
Obese children progress faster to T1D and display differences in
endogenous insulin secretion compared to their lean
counterparts (Redondo et al., 2012; Ferrara et al., 2017).
Obesity also reduces insulin sensitivity (Redondo et al., 2012;
Ferrara et al., 2017), which is associated with higher exogenous
insulin needs, chronic inflammation, and higher risk for
hypoglycemia, dyslipidemia, and increased risk of long-term
complications (Redondo et al., 2016; Corbin et al., 2018).

The causes for obesity in T1D are likely multifactorial and are
not completely understood. Potential factors can include the fact
that insulin therapy stimulates appetite, genetic predispositions,
dietary composition, the frequent need to treat hypoglycemia
with high caloric drinks, and possible disordered eating in this
population. However, other potentially unknown environmental
factors, including the gut microbiome, should be considered.

Independent of obesity, T1D development is influenced by the
intestinal microbiome (Zheng et al., 2018). Children with T1D and
islet antibody positive relatives who later progress to T1D exhibit
gut dysbiosis and lower gram-positive to gram-negative gut
bacterial ratios compared to healthy children (Brugman et al.,
2006; de Kort et al., 2011; Brown et al., 2011; Giongo et al., 2011; de
Goffau et al., 2013; Murri et al., 2013; de Goffau et al., 2014; Mejıá-
León et al., 2014; Kostic et al., 2015; O'Callaghan and van Sinderen,
2016) (Table 2). These imbalances could create a pro-
inflammatory milieu and gut leakiness, thereby activating the
autoimmune process. Gut microbiome changes including
increased virulence factors, elevated phage, prophage, motility
genes, and higher amplitude stress responses have been also
identified in children who have or are progressing towards T1D
(Brugman et al., 2006; de Kort et al., 2011; Brown et al., 2011;
Giongo et al., 2011; de Goffau et al., 2013; Murri et al., 2013; de
Goffau et al., 2014; Mejıá-León et al., 2014; Kostic et al., 2015;
O'Callaghan and van Sinderen, 2016).

These microbiome changes, however, appear to be distinct
from the changes seen in individuals with obesity. For example,
animal and human studies suggest higher relative abundance of
taxa (such as Actinobacteria and Bacteroidetes) associated with
and linked to changes in BA and steroid acid biosynthesis in
obese adolescents and adults (Del Chierico et al., 2018), while
T1D studies show lower counts of Firmicutes and Bifidobacteria
(O'Callaghan and van Sinderen, 2016; Zheng et al., 2018).

Currently, the pathways through which the microbiome
influences metabolic health in T1D are not fully understood.
Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 4
However, similar to obesity and other diseases, the gut
microbiome may influence T1D, in part, through the
production of specific metabolites. Children with T1D have
lower circulating SCFAs (Zheng et al., 2018), and the gut
microbiome of children with T1D contains fewer bacteria
(fermenters) that produce butyrate. In addition to effects
mentioned earlier, butyrate has anti-inflammatory actions and
has effects that enhance the immune regulatory responses
(Brugman et al., 2006; de Kort et al., 2011; Brown et al., 2011;
Giongo et al., 2011; de Goffau et al., 2013; Murri et al., 2013; de
Goffau et al., 2014; Mejıá-León et al., 2014; O'Callaghan and van
Sinderen, 2016). Together these data suggest that a potentially
common pathway through which the microbiome impacts
metabolic health in persons with T1D, non-diabetic
individuals, and in obese individuals is through modulating
SCFA production.

It appears that gut microbiome changes are associated either
with T1D development (Brugman et al., 2006; de Kort et al.,
2011; Brown et al., 2011; Giongo et al., 2011; de Goffau et al.,
2013; Murri et al., 2013; de Goffau et al., 2014; Mejıá-León et al.,
2014; Kostic et al., 2015; O'Callaghan and van Sinderen, 2016;
Zheng et al., 2018) or with obesity in non-diabetic cohorts (Cani
et al., 2007; Turnbaugh et al., 2009; Musso et al., 2010; Del
Chierico et al., 2018; Peters et al., 2018). However, the gut
microbiomes of lean and obese individuals with T1D have
never been compared. Further, it is not known whether
metabolic differences seen in obese individuals with T1D
compared to lean individuals with T1D are associate with gut
microbiome and metabolite differences. Notably, there is little
information concerning SCFA and BA levels in T1D individuals
who are obese despite the known mechanistic roles of these
molecules in the pathophysiology of other gut microbiome
dysbioses and conditions. A study by our group is currently
underway aiming to address the lack of knowledge concerning
the composition and potential role of the gut microbiome and
microbial metabolites in lean and obese T1D individuals and
potential associations with metabolic health. Data from this
study could yield mechanistic insights that can be translated
into novel therapeutic modalities.

Potential Interventions and Metabolic
Pathways to Consider
Several interventions to modulate the gut microbiome and
disease state have shown promising results in either T1D or
obesity and might be worth considering in an obese T1D
population. Yet questions remain as to whether modulation of
the microbiome could have beneficial effects in a population of
TABLE 2 | Table highlighting some similarities and differences in bacterial species seen in obesity and in type 1 diabetes.

Species Obesity T1D

Firmicutes Increased (elevated Firmicutes : Bacteroidetes) Decreased (reduced Firmicutes : Bacteroidetes)
Bacteroidetes Decreased (elevated Firmicutes : Bacteroidetes) Increased (reduced Firmicutes : Bacteroidetes)
Actinobacteria Increased unknown
Bifidobacterium Decreased Decreased
Clostridium Increased Increased
July 2022 | Volume 12 | Article 892291
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individuals with T1D and obesity. Here, we highlight a few
potential options (Figure 1).

Lifestyle Interventions
First, one must consider lifestyle interventions as an easy and safe
intervention. Nutrition and exercise are important therapeutic
approaches to improve glycemic control and manage body
weight. There are consensus guidelines on the management of
obesity and T2D (American Diabetes Association, 2020) but
these guidelines are lacking when addressing obesity in a T1D
population. Restoration of the gut microbiome balance has been
shown to be influenced by or associated with a healthy BMI and
increased physical activity levels in a population of adults with
T1D (Stewart et al., 2017). Therefore, increased physical activity
levels and a healthy diet along with the associated improvements
in body composition and glycemic control could be an easy
target to restore the dysbiosis that is likely present in T1D
individuals with obesity. However, as the response to these
interventions can vary from one individual to another (Zeevi
et al., 2015), an important first step would be to understand the
role of the gut microbiome in driving host energy metabolism
and macronutrient balance (the balance between dietary energy
harvest and expenditure) in this population in order to provide a
more personalized lifestyle approach. It is postulated that there is
a microbe-mediated increase in energy uptake that has been
estimated to account for 10% of the energy intake among those
consuming a western diet (McNeil, 1984).

Probiotics
Probiotics are viable microorganisms that have health promoting
effects on the host when administered in adequate amounts as
Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 5
food ingredients (Rastall et al., 2005; Shen et al., 2013; Davis,
2016). Studies have shown an effect for probiotics containing
Lactobacillus, Bifidobacterium, or Saccharomyces on weight loss
and/or fat deposition in overweight adults (Rastall et al., 2005;
Crovesy et al., 2017). In addition, multi-species probiotics restore
gut microbiota profiles and promote epithelial tight junction
integrity and reduce inflammation (Carvalho and Abdalla Saad,
2013; Chibbar et al., 2017), thereby preventing fat accumulation
and weight gain (Everard et al., 2013; Davis, 2016). Multi-strain
probiotics are available as a commercial probiotic mixture of
lactobacilli (L. casei, L. plantarum, L. acidophilus, and L.
delbrueckii subsp. bulgaricus); bifidobacteria (B. longum, B.
breve, and B. infantis); and Streptococcus (S. salivarius subsp.
thermophilus) (Shen et al., 2013; Chibbar et al., 2017). Multi-
strain probiotics have been also studied in T1D. An Italian study
showed that supplementation with Lactobacillaceae-enriched
multi-strain probiotics, given alone or along with retinoic acid,
decreased the risk of developing diabetes in non-obese diabetic
(NOD) mice (Dolpady et al., 2016). In humans, multi-strain
probiotics have also been studied in the modulation of the
immune system in 25 unaffected siblings of T1D patients who
are considered at risk for T1D development. Results show that
the probiotic was safe and well tolerated and that systemic
inflammation was modestly reduced in response to the
probiotic intake (Cabrera et al., 2022). In this study, markers
of inflammation were significantly reduced after 6-weeks of
probiotic supplementation (p = 0.017). For example, probiotic-
associated decrease in the ratio of memory: naïve CD4+ cells
were demonstrated, consistent with lowering of systemic
inflammation. They also noted a post-supplement enrichment
of the family Lachnospiraceae, producers of the anti-
FIGURE 1 | Figure summarizing the effect of various interventions on the gut microbiome, microbial metabolites and pathways leading to increased insulin sensitivity
and secretion.
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inflammatory butyrate. Therefore, this multi-strain probiotic
‘mixture’ of lactobacilli might also have potential use in an
obese T1D population.

Prebiotics
Prebiotics are non-digestible food ingredients capable of
selectively stimulating growth and/or activity of fermenters and
high SCFA producers, thereby providing health-promoting
effects on host energy balance (Lim et al., 2005; Roberfroid
et al., 2010). Prebiotics can, therefore, modify the gut
microbiota to mitigate the risk of dysbiosis and associated gut
and systemic pathologies.

One such prebiotic that could be promising in an obese T1D
population is high amylose maize starch (HAMS), which has
been shown to be effective in T1D as well as in overweight and
obese adults, making it attractive in an obese T1D population
(Maki et al., 2012; Dainty et al., 2016; Mariño et al., 2017; Stewart
and Zimmer, 2018). HAMS is a versatile and well-tolerated
source of indigestible dietary fiber with selective fermentation
properties that shift the gut microbiome profile towards
fermenters and SCFA production. In non-diabetic adults,
HAMS consumption showed lower post-prandial glucose
levels, along with improved insulin sensitivity and secretion. In
a human study assessing the effects of 2 levels of intake of HAMS
[15 or 30 g/d (double-blind)], as compared to control starch
intake (0 HAMS) for 4-wk periods separated by 3-wk washouts,
consumption of 15–30 g/d of HAMS improved insulin sensitivity
significantly in men (Maki et al., 2012). Another human
randomized, double-blind, controlled study (Stewart and
Zimmer, 2018) in 28 non-diabetic healthy adults who
consumed either a high fiber scone containing a novel
chemically modified high amylose maize starch or a low fiber
control scone without the maize starch, the consumption of the
high fiber scone significantly reduced postprandial glucose and
insulin incremental areas under the curves (43–45% reduction,
35–40% reduction, respectively), postprandial glucose, and
insulin maximum concentrations (8–10% and 22% reduction,
respectively), suggesting a beneficial glycemic effect along with
improved insulin sensitivity. Lastly, in a study of 24 men and
women at risk for T2D, consumption of HAMS resulted in a
significantly lower fasting, 2-h, and 3-h insulin incremental areas
under the curve during an oral glucose tolerance test, while
fasting insulin resistance measures using the homeostasis model
assessment of insulin resistance were significantly lower (Dainty
et al., 2016). However, gut microbiome changes were not
assessed in any of the above studies.

Marino et al. (Mariño et al., 2017) found that after feeding
non-obese diabetic mice (mouse models of T1D) diets rich in
high-amylose maize starch designed to release large amounts of
the SCFAs acetate and butyrate after colonic bacterial
fermentation, key features of T1D (such as disease progression,
markers of inflammation and islet autoimmunity) were lower
and were associated with a shift in the gut microbiome profile
towards fermenters with higher blood and fecal concentrations
of the microbial metabolites acetate and butyrate. The mice were
also highly protected from diabetes, even when the fiber was
administered following the development of islet-specific immune
Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 6
autoreactivity. The non-obese diabetic mouse (NOD) disease
process, although similar in some aspects to human T1D, it is
somewhat different in that the incidence for females is much
higher than for males and the appearance of insulitis in mice and
some patients is also different (Chen et al., 2018). Given this, the
same group later showed that 6 weeks of the prebiotic
supplementation in adults with longstanding T1D was
associated with increased SCFAs in stools and plasma, and that
subjects with the highest SCFA concentrations exhibited the best
glycemic control. They also showed that circulating B and T cells
developed a more regulatory phenotype following the
supplementation (Bell et al., 2022).

Another prebiotic of interest is inulin. Inulin is a prebiotic
that has been studied in both T1D and obesity separately and
that targets gut microbiota and thereby influences microbial
composition and activity. In a double-blind, randomized,
placebo-controlled crossover study of 14 healthy, overweight to
obese men, inulin promoted SCFA production with significantly
higher plasma acetate after ingestion compared to placebo (van
der Beek et al., 2018). A randomized, placebo-controlled trial in
38 children aged 8 to 17 years old with T1D using either placebo
or a prebiotic oligofructose-enriched inulin for 12 weeks showed
that C-peptide was significantly higher (P=0.029) in the prebiotic
group, along with a modest improvement in intestinal
permeability (P=0.076) (Ho et al., 2019). Although the authors
did not look at microbial metabolites and metabolic pathways,
they reported a significant increase in the relative abundance of
Bifidobacterium (a known bacterial fermenter) in the
prebiotic group.

Pharmacological Interventions
The effect of metformin on the microbiome has also been
studied. Metformin is a first-line drug used to treat T2D,
as it improves insulin sensitivity and inhibits hepatic
gluconeogenesis. In adolescents with T1D, metformin use, in
addition to insulin therapy, reduced total daily insulin doses
(Libman et al., 2015). In another study, metformin improved
whole-body and peripheral insulin sensitivity in T1D adolescents
who were overweight and obese (Cree-Green et al., 2019). Results
of preclinical animal studies suggest that metformin changes gut
microbiome composition (Lee and Ko, 2014; Zhang et al., 2015).
More recently, it has been shown that the therapeutic benefit of
metformin may be due, in part, to alterations in the gut
microbiome that modulate host energy metabolism (Ridlon
et al., 2014; Wu et al., 2017; Lee et al., 2021). Several studies of
different ethnic populations with T2D and healthy individuals
have demonstrated that metformin alters gut microbiome
composition and is associated with changes in SCFA, BA, and
C-peptide levels (Lee et al., 2021). A study in humans by Sun
et al. (Ridlon et al., 2014) showed that exposure to metformin for
3 days in adults with newly diagnosed T2D (who were treatment
naïve) markedly reduced Baceteroides abundance in fecal
samples, with the most striking decrease seen in Bacteroides
(B.) fragilis. Metformin treatment also increased levels of the
secondary BA glycoursodeoxycholic acid (GUDCA) in the gut
through decreasing the abundance of B. fragilis and its bile salt
hydrolase (BSH) activity in the intestines (Ridlon et al., 2014). In
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turn, GUDCA functioned as an FXR antagonist in the gut to
improve insulin sensitivity and glycemic control (Ridlon et al.,
2014). Elevated tauroursodeoxycholic acid (TUDCA) levels were
also observed. These findings suggest a key role for microbiota-
derived changes in GUDCA and the FXR axis as a mediator of
metformin’s actions.

Work from other groups (Lee et al., 2021) support key
findings from the study by Sun et al. For example, in one
double-blind study (Wu et al., 2017), individuals with
treatment naive T2D were randomized to placebo or
metformin for 4 months, and then their gut microbiomes were
analyzed. The relative abundance of more than 80 bacterial
strains showed alterations in the metformin arm after 2 and 4
months compared to a change in only one strain in the placebo
arm. These results were further verified in a subset of the placebo
group that switched to metformin 6 months after the trial
started. Lastly, the authors transferred fecal samples obtained
before and 4 months after treatment from metformin-treated
donors to germ-free mice. This transfer resulted in improved
glucose tolerance in the mice that received the metformin-
altered microbiota.

Metformin also promotes colonization by SCFA-producing
bacteria such as Akkermansia (Utzschneider et al., 2016; de la
Cuesta-Zuluaga et al., 2017). SCFAs in turn can regulate the
secretion of GLP-1, which has been shown to enhance the
metabolic effects of BAs that signal through another receptor
(the Takeda G-protein coupled receptor 5, or TGR5) (Thomas
et al., 2009), indicating synergy between metformin’s effects on
SCFAs and its effects on BAs. These therapeutically relevant
insights into the emerging field of altered gut microbiota-
mediated BA and SCFA signaling and T2D pathophysiology
provide the rationale for considering metformin use to modify
the gut microbiome in T1D individuals with obesity.
Fecal Microbiome Transplantation
Fecal microbial transplantation (FMT) is a procedure in which
fecal matter is collected from a healthy donor and placed into the
gastrointestinal tract of a patient. Recent studies have explored
the use of FMT in T1D as well as in obesity. For example, in a
double-blind randomized placebo control pilot study (Allegretti
et al., 2021) using FMT in 22 obese adults, significant
improvements were seen in glucose area under the curve
(AUC) at 12 weeks compared to baseline, and in the insulin
AUC at 6 weeks compared to baseline in the FMT group
compared to placebo. These findings suggest that FMTs may
have a potential role in preventing the development of metabolic
syndrome in patients with obesity. However, the same group
(Allegretti et al., 2020) had shown earlier that although FMTs
were safe and tolerable in this group of participants, it did not
reduce BMI. They did show, however, that FMTs led to sustained
changes in the intestinal microbiome and BA profiles that were
similar to those of the lean donor.

A recent study (de Groot et al., 2021) of 20 new onset T1D
patients ages 18-30 years and within 6 weeks of diagnosis,
showed that stimulated C-peptide levels (as measured by
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mixed meal tolerance testing) were significantly preserved in
the autologous FMT group compared with the healthy donor
FMT group at 12 months. These authors also found that
several microbial metabolites and bacterial strains were linked
to this preserved residual b-cell function. Specifically, they found
that the change in the relative abundance of Desulfovibrio piger
correlated positively with change in fasting C peptide (p=0.009)
and the plasma metabolite1-myristoyl-2-arachidonoyl-GPC
correlated significantly with changes in fasting C peptide
(p=0.012). It is rather interesting that the autologous FMT
group had a higher preserved stimulated C-peptide, though the
authors explain this is not surprising given that FMTs can affect
homeostasis by introducing fecal microecology into the much
less densely populated small intestine since FMTs in this study
were introduced via a nasoduodenal tube. It is, in the opinion of
the authors of this review, that autologous FMTs were likely
associated with better recipient engraftment.

However, the FDA recently issued a warning against FMTs (US
Food and Drug Administration, 2022), commonly used to treat
chronic Clostridium Difficile infections, given that two
immunocompromised individuals developed severe life-
threatening infections from an antibiotic resistant strain of E. coli
present in the donor stool, resulting in one of the two dying. FMT
donors are screened for chronic and serious transmissible infections,
such as HIV and hepatitis, but their samples are not tested for drug
resistant strains. Yet, with more awareness and understanding of
this procedure and its safety, FMTs may hold some promise in
treatment of obese T1D individuals due to a potentially longer
sustained effect on recipient colonic colonization (or decolonization
of pathogenic strains) compared to the use of probiotics, for
example, that tend to produce a more short-term change in the
gut microbiome composition.
CONCLUSIONS

Obesity is a concerning and increasing health problem among
individuals with T1D, and it is important to consider the
potential role of the gut microbiome in obesity in these
individuals (Musso et al., 2010). As the obesity epidemic can
be viewed as an extension of the hygiene hypothesis, which
stipulates that improved sanitation, widespread antibiotic use,
and dietary habits in developed countries may predispose to
metabolic diseases, the deviant gut microbiota may mediate these
associations. In this case, this population of individuals with T1D
and obesity should be viewed as facing a ‘double whammy’ given
the hygiene hypothesis has been speculated to contribute to
autoimmune disease development, hence targeting the gut
microbiome is even more compelling. Several questions remain
unanswered. Does the gut microbiome of obese individuals with
T1D mimic that of obese non-diabetic individuals or that of T1D
individuals or a combination of both? Are the microbiome-
metabolite-metabolic pathways similarly involved in obese T1D
individuals? Can we ascertain causality between the gut
microbiome and obesity in T1D? And finally, do lifestyle
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changes, certain supplements and medications, or FMTs produce
similar effects in this population and who would be a good
candidate for each intervention?
FUTURE DIRECTIONS

Importantly, future studies should examine the gut microbiome
of individuals with T1D and obesity and ascertain the nature of
the relationship, focusing on the gut microbial functional
capacity in this population to better understand the hormonal,
immunomodulatory, and metabolic mechanisms underlying the
microbiome-host interactions. This would allow for a more
targeted intervention aimed at deficient metabolic pathways
and restoration of the functional capacity of the disrupted
microbiome. It will be essential to design future clinical trials
to assess the health benefits derived from microbiome
modulating interventions on the treatment of obesity in
individuals with T1D and assess the long-term safety of gut
microbiota manipulation.
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Barca, A. M. (2014). Fecal Microbiota Imbalance in Mexican Children With
Type 1 Diabetes. Sci. Rep. 4, 3814. doi: 10.1038/srep03814

Minges, K. E., Whittemore, R., Weinzimer, S. A., Irwin, M. L., Redeker, N. S., and
Grey, M. (2017). Correlates of Overweight and Obesity in 5529 Adolescents
With Type 1 Diabetes: The T1D Exchange Clinic Registry. Diabetes Res. Clin.
Pract. 126, 68–78. doi: 10.1016/j.diabres.2017.01.012

Murphy, E. F., Cotter, P. D., Healy, S., Marques, T. M., O'Sullivan, O., Fouhy, F.,
et al. (2010). Composition and Energy Harvesting Capacity of the Gut
Microbiota: Relationship to Diet, Obesity and Time in Mouse Models. Gut
59, 1635–1642. doi: 10.1136/gut.2010.215665

Murri, M., Leiva, I., Gomez-Zumaquero, J. M., Tinahones, F. J., Cardona, F.,
Soriguer, F., et al. (2013). Gut Microbiota in Children With Type 1 Diabetes
July 2022 | Volume 12 | Article 892291

https://doi.org/10.1210/jc.2019-00129
https://doi.org/10.1210/jc.2019-00129
https://doi.org/10.1038/ijo.2017.161
https://doi.org/10.3945/jn.116.239418
https://doi.org/10.3945/jn.116.239418
https://doi.org/10.1097/NT.0000000000000167
https://doi.org/10.1007/s00125-014-3274-0
https://doi.org/10.2337/db12-0526
https://doi.org/10.1136/gutjnl-2020-322630
https://doi.org/10.1111/j.1467-789X.2010.00845.x.
https://doi.org/10.1111/j.1467-789X.2010.00845.x.
https://doi.org/10.2337/dc16-1324
https://doi.org/10.3389/fmicb.2018.01210
https://doi.org/10.3389/fmicb.2018.01210
https://doi.org/10.1155/2016/7569431
https://doi.org/10.1016/j.humic.2018.08.002
https://doi.org/10.1016/j.humic.2018.08.002
https://doi.org/10.1016/j.jpeds.2015.05.046
https://doi.org/10.1073/pnas.1219451110
https://doi.org/10.2337/dc16-2331
https://doi.org/10.1038/ismej.2010.92
https://doi.org/10.2337/db13-0639
https://doi.org/10.1210/jc.2019-00481
https://doi.org/10.1007/978-3-642-38007-5_22
https://doi.org/10.2337/db10-0308
https://doi.org/10.3389/fendo.2014.00085
https://doi.org/10.1016/j.chom.2015.01.001
https://doi.org/10.1038/nrendo.2014.60
https://doi.org/10.3390/ijms22073566
https://doi.org/10.1128/AEM.01357-14
https://doi.org/10.1128/AEM.01357-14
https://doi.org/10.1074/jbc.M301403200
https://doi.org/10.1073/pnas.0504978102
https://doi.org/10.1001/jama.2015.16174
https://doi.org/10.1002/mnfr.200500015
https://doi.org/10.1111/j.1399-5448.2009.00519.x
https://doi.org/10.1111/j.1462-2920.2009.02066.x
https://doi.org/10.1111/j.1462-2920.2009.02066.x
https://doi.org/10.3945/jn.111.152975
https://doi.org/10.1210/er.2009-0030
https://doi.org/10.1038/ni.3713
https://doi.org/10.1093/ajcn/39.2.338
https://doi.org/10.1038/srep03814
https://doi.org/10.1016/j.diabres.2017.01.012
https://doi.org/10.1136/gut.2010.215665
https://www.frontiersin.org/journals/cellular-and-infection-microbiology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/cellular-and-infection-microbiology#articles


Ismail and Evans-Molina Obesity and the Microbiome in Type 1 Diabetes
Differs From That in Healthy Children: A Case-Control Study. BMC Med. 11,
46. doi: 10.1186/1741-7015-11-46

Musso, G., Gambino, R., and Cassader, M. (2010). Obesity, Diabetes, and Gut
Microbiota: The Hygiene Hypothesis Expanded? Diabetes Care 33 (10), 2277–
2284. doi: 10.2337/dc10-0556

Nøhr, M. K., Pedersen, M. H., Gille, A., Egerod, K. L., Engelstoft, M. S., Husted, A.
S., et al. (2013). GPR41/FFAR3 and GPR43/FFAR2 as Cosensors for Short-
Chain Fatty Acids in Enteroendocrine Cells vs FFAR3 in Enteric Neurons and
FFAR2 in Enteric Leukocytes. Endocrinology. 154 (10), 3552–3564. doi:
10.1210/en.2013-1142

Nathan, D. M., Zinman, B., Cleary, P. A., Backlund, J. Y., Genuth, S., Miller, R.,
et al. (2009). Diabetes Control and Complications Trial/Epidemiology of
Diabetes Interventions and Complications (DCCT/EDIC) Research Group.
Modern-Day Clinical Course of Type 1 Diabetes Mellitus After 30 Years’
Duration: The Diabetes Control and Complications Trial/Epidemiology of
Diabetes Interventions and Complications and Pittsburgh Epidemiology of
Diabetes Complications Experience (1983–2005). Arch. Intern. Med. 169 (14),
1307–1316. doi: 10.1001/archinternmed.2009.193

O'Callaghan, A., and van Sinderen, D. (2016). Bifidobacteria and Their Role as
Members of the Human Gut Microbiota. Front. Microbiol. 7. doi: 10.3389/
fmicb.2016.00925

Peters, B. A., Shapiro, J. A., Church, T. R., Miller, G., Trinh-Shevrin, C., Yuen, E.,
et al. (2018). A Taxonomic Signature of Obesity in a Large Study of American
Adults. Sci. Rep. 8 (1), 9749. doi: 10.1038/s41598-018-28126-1

Rastall, R. A., Gibson, G. R., Gill, H. S., Guarner, F., Klaenhammer, T. R., Pot, B.,
et al. (2005). Modulation of the Microbial Ecology of the Human Colon by
Probiotics, Prebiotics and Synbiotics to Enhance Human Health: An Overview
of Enabling Science and Potential Applications. FEMSMicrobiol. Ecol. 52, 145–
152. doi: 10.1016/j.femsec.2005.01.003

Redondo, M. J., Foster, N. C., Libman, I. M., Mehta, S. N., Hathway, J. M., Bethin,
K. E., et al. (2016). Prevalence of Cardiovascular Risk Factors in Youth With
Type 1 Diabetes and Elevated BodyMass Index. Acta Diabetol. 53 (2), 271–277.
doi: 10.1007/s00592-015-0785-1

Redondo, M. J., Rodriguez, L. M., Escalante, M., O'Brian Smith, E.,
Balasubramanyam, A., and Haymond, M. W. (2012). Beta Cell Function and
BMI in Ethnically Diverse Children With Newly Diagnosed Autoimmune
Type 1 Diabetes. Pediatr. Diabetes. 13 (7), 564–571. doi: 10.1111/j.1399-
5448.2012.00875.x

Ridlon, J. M., Kang, D. J., Hylemon, P. B., and Bajaj, J. S. (2014). Bile Acids and the
Gut Microbiome. Curr. Opin. Gastroenterol. 30, 332–338. doi: 10.1097/
MOG.0000000000000057

Roberfroid, M., Gibson, G. R., Hoyles, L., McCartney, A. L., Rastall, R., Rowland,
I., et al. (2010). Prebiotic Effects: Metabolic and Health Benefits. Br. J. Nutr.
104, S1–S63. doi: 10.1017/S0007114510003363

Santacruz, A., Marcos, A., Wa¨rnberg, J., Martı,́ A., Martin-Matillas, M., Campoy,
C., et al. (2009). Interplay Between Weight Loss and Gut Microbiota
Composition in Overweight Adolescents. Obes. (Silver Spring) 17, 1906–
1915. doi: 10.1038/oby.2009.112

Shen, J., Obin, M. S., and Zhao, L. (2013). The Gut Microbiota, Obesity and Insulin
Resistance. Mol. Aspects Med. 34, 39–58. doi: 10.1016/j.mam.2012.11.001

Shi, H., Kokoeva, M. V., Inouye, K., Tzameli, I., Yin, H., and Flier, J. S. (2006).
TLR4 Links Innate Immunity and Fatty Acid–Induced Insulin Resistance. J.
Clin. Invest. 116, 3015–3025. doi: 10.1172/JCI28898

Stewart, C. J., Nelson, A., Campbell, M. D., Walker, M., Stevenson, E. J., Shaw, J.
A., et al. (2017). Gut Microbiota of Type 1 Diabetes Patients With Good
Glycaemic Control and High Physical Fitness is Similar to People Without
Diabetes: An Observational Study. Diabetic Med. 34 (1), ISSN 0742–3071. doi:
10.1111/dme.13140

Stewart, M. L., and Zimmer, J. P. (2018). Postprandial Glucose and Insulin
Response to a High-Fiber Muffin Top Containing Resistant Starch Type 4 in
Healthy Adults: A Double-Blind, Randomized, Controlled Trial. Nutrition. 53,
59–63. doi: 10.1016/j.nut.2018.01.002

Sun, L., Xie, C., Wang, G., Wu, Y., Wu, Q., Wang, X., et al.(2018) Gut Microbiota
and Intestinal FXR Mediate the Clinical Benefits of Metformin. Nat. Med 24,
1919–29. doi: 10.1038/s41591-018-0222-4

Thomas, C., Gioiello, A., Noriega, L., Strehle, A., Oury, J., Rizzo, G., et al. (2009).
TGR5-Mediated BA Sensing Controls Glucose Homeostasis. Cell Metab. 10
(3), 167–177. doi: 10.1016/j.cmet.2009.08.001
Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 10
Turnbaugh, P. J., Backhed, F., Fulton, L., and Gordon, J. I. (2008). Diet-Induced
Obesity is Linked to Marked But Reversible Alterations in the Mouse Distal
Gut Microbiome. Cell Host Microbe 3, 213–222. doi: 10.1016/
j.chom.2008.02.015

Turnbaugh, P. J., Hamady, M., Yatsunenko, T., Cantarel, B. L., Duncan, A., Ley, R.
E., et al. (2009). A Core Gut Microbiome in Obese and Lean Twins. Nature. 457
(7228), 480–484. doi: 10.1038/nature07540

Turnbaugh, P. J., Hamady, M., Yatsunenko, T., Cantarel, B. L., Duncan, A., Ley, R.
E., et al. (2008). A Core Gut Microbiome in Obese and Lean Twins.Nature 457,
480. doi: 10.1038/nature07540

Turnbaugh, P. J., Ley, R. E., Mahowald, M. A., Magrini, V., Mardis, E. R., and
Gordon, J. I. (2006). An Obesity- Associated Gut Microbiome With Increased
Capacity for Energy Harvest. Nature 444, 1027–1031. doi: 10.1038/
nature05414

US Food and Drug Administration. (2022) Important Safety Alert Regarding Use of
Fecal Microbiota for Transplantation and Risk of Serious Adverse Reactions Due
to Transmission of Multi-Drug Resistant Organisms. Available at: https://www.
fda.gov/vaccines-blood-biologics/safety-availability-biologics/important-
safety-alert-regarding-use-fecal-microbiota-transplantation-and-risk-serious-
adverse (Accessed 02/20/2022).

Utzschneider, K. M., Kratz, M., Damman, C. J., and Hullar, M. (2016).
Mechanisms Linking the Gut Microbiome and Glucose Metabolism. J. Clin.
Endocrinol. Metab. 101 (4), 1445–1454. doi: 10.1210/jc.2015-4251

van der Beek, C. M., Canfora, E. E., Kip, A. M., Gorissen, S. H. M., Olde Damink, S.
W. M., van Eijk, H. M., et al. (2018). The Prebiotic Inulin Improves Substrate
Metabolism and Promotes Short-Chain Fatty Acid Production in Overweight
to Obese Men. Metabolism. 87, 25–35. doi: 10.1016/j.metabol.2018.06.009

Varma, R., Vajaranant, T. S., Burkemper, B., Wu, S., Torres, M., Hsu, C., et al.
(2016). Visual Impairment and Blindness in Adults in the United States:
Demographic and Geographic Variations From 2015 to 2050. JAMA
Ophthalmol 134 (7), 802–809. doi: 10.1001/jamaophthalmol.2016.1284

Vrieze, A., Out, C., Fuentes, S., Jonker, L., Reuling, I., Kootte, R. S., et al. (2014).
Impact of Oral Vancomycin on Gut Microbiota, Bile Acid Metabolism, and
Insulin Sensitivity. J. Hepatol. 60, 824–831. doi: 10.1016/j.jhep.2013.11.034

Wewalka, M., Patti, M. E., Barbato, C., Houten, S. M., and Goldfine, A. B. (2014).
Fast- Ing Serum Taurine-Conjugated Bile Acids are Elevated in Type 2 Di-
Abetes and do Not Change With Intensification of Insulin. J. Clin. Endocrinol.
Metab. 99, 1442–1451. doi: 10.1210/jc.2013-3367

WHO (2018) Obesity and Overweight. Fact Sheet 311. Available at: https://
wwwwhoint/news-room/factsheets/detail/obesity-and-overweight (Accessed
02/22/2022).

Wu, H., Esteve, E., Tremaroli, V., Khan, M. T., Caesar, R., Mannerås-Holm, L.,
et al. (2017). Metformin Alters the Gut Microbiome of Individuals With
Treatment-Naive Type 2 Diabetes, Contributing to the Therapeutic Effects of
the Drug. Nat. Med. 23 (7), 850–858. doi: 10.1038/nm.4345

Zeevi, D., Korem, T., Zmora, N., Israeli, D., Rothschild, D., Weinberger, A., et al.
(2015). Personalized Nutrition by Prediction of Glycemic Responses. Cell. 163
(5), 1079–1094. doi: 10.1016/j.cell.2015.11.001

Zhang, X., Zhao, Y., Xu, J., Xue, Z., Zhang, M., Pang, X., et al. (2015). Modulation
of Gut Microbiota by Berberine andMetformin During the Treatment of High-
Fat Diet-Induced Obesity in Rats. Sci. Rep. 5, 14405. doi: 10.1038/srep14405

Zheng, P., Li, Z., and Zhou, Z. (2018). Gut Microbiome in Type 1 Diabetes: A
Comprehensive Review. Diabetes Metab. Res. Rev. 34 (7), e3043. doi: 10.1002/
dmrr.3043

Author Disclaimer: The opinions expressed in this publication are those of the
author(s) and do not necessarily reflect the view of the John Templeton
Foundation.

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

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.
July 2022 | Volume 12 | Article 892291

https://doi.org/10.1186/1741-7015-11-46
https://doi.org/10.2337/dc10-0556
https://doi.org/10.1210/en.2013-1142
https://doi.org/10.1001/archinternmed.2009.193
https://doi.org/10.3389/fmicb.2016.00925
https://doi.org/10.3389/fmicb.2016.00925
https://doi.org/10.1038/s41598-018-28126-1
https://doi.org/10.1016/j.femsec.2005.01.003
https://doi.org/10.1007/s00592-015-0785-1
https://doi.org/10.1111/j.1399-5448.2012.00875.x
https://doi.org/10.1111/j.1399-5448.2012.00875.x
https://doi.org/10.1097/MOG.0000000000000057
https://doi.org/10.1097/MOG.0000000000000057
https://doi.org/10.1017/S0007114510003363
https://doi.org/10.1038/oby.2009.112
https://doi.org/10.1016/j.mam.2012.11.001
https://doi.org/10.1172/JCI28898
https://doi.org/10.1111/dme.13140
https://doi.org/10.1016/j.nut.2018.01.002
https://doi.org/10.1038/s41591-018-0222-4
https://doi.org/10.1016/j.cmet.2009.08.001
https://doi.org/10.1016/j.chom.2008.02.015
https://doi.org/10.1016/j.chom.2008.02.015
https://doi.org/10.1038/nature07540
https://doi.org/10.1038/nature07540
https://doi.org/10.1038/nature05414
https://doi.org/10.1038/nature05414
https://www.fda.gov/vaccines-blood-biologics/safety-availability-biologics/important-safety-alert-regarding-use-fecal-microbiota-transplantation-and-risk-serious-adverse
https://www.fda.gov/vaccines-blood-biologics/safety-availability-biologics/important-safety-alert-regarding-use-fecal-microbiota-transplantation-and-risk-serious-adverse
https://www.fda.gov/vaccines-blood-biologics/safety-availability-biologics/important-safety-alert-regarding-use-fecal-microbiota-transplantation-and-risk-serious-adverse
https://www.fda.gov/vaccines-blood-biologics/safety-availability-biologics/important-safety-alert-regarding-use-fecal-microbiota-transplantation-and-risk-serious-adverse
https://doi.org/10.1210/jc.2015-4251
https://doi.org/10.1016/j.metabol.2018.06.009
https://doi.org/10.1001/jamaophthalmol.2016.1284
https://doi.org/10.1016/j.jhep.2013.11.034
https://doi.org/10.1210/jc.2013-3367
https://wwwwhoint/news-room/factsheets/detail/obesity-and-overweight
https://wwwwhoint/news-room/factsheets/detail/obesity-and-overweight
https://doi.org/10.1038/nm.4345
https://doi.org/10.1016/j.cell.2015.11.001
https://doi.org/10.1038/srep14405
https://doi.org/10.1002/dmrr.3043
https://doi.org/10.1002/dmrr.3043
https://www.frontiersin.org/journals/cellular-and-infection-microbiology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/cellular-and-infection-microbiology#articles


Ismail and Evans-Molina Obesity and the Microbiome in Type 1 Diabetes
Copyright © 2022 Ismail and Evans-Molina. This is an open-access article distributed
under the terms of the Creative Commons Attribution License (CC BY). The use,
distribution or reproduction in other forums is permitted, provided the original author(s)
Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 11
and the copyright owner(s) are credited and that the original publication in this journal is
cited, in accordance with accepted academic practice. No use, distribution or
reproduction is permitted which does not comply with these terms.
July 2022 | Volume 12 | Article 892291

http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/cellular-and-infection-microbiology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/cellular-and-infection-microbiology#articles

	Does the Gut Microbiome Play a Role in Obesity in Type 1 Diabetes? Unanswered Questions and Review of the Literature
	Introduction
	The Gut Microbiome and Metabolic Disease
	Obesity and the Gut Microbiome
	T1D, Obesity, and the Gut Microbiome
	Potential Interventions and Metabolic Pathways to Consider
	Lifestyle Interventions
	Probiotics
	Prebiotics
	Pharmacological Interventions
	Fecal Microbiome Transplantation


	Conclusions
	Future Directions
	Author Contributions
	Funding
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages false
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 1
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU (T&F settings for black and white printer PDFs 20081208)
  >>
  /ExportLayers /ExportVisibleLayers
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks true
      /IncludeHyperlinks true
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 6
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


