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Enterotype Bacteroides Is Associated with a High Risk in
Patients with Diabetes: A Pilot Study
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Background. More and more studies focus on the relationship between the gastrointestinal microbiome and type 2 diabetes, but few
of them have actually explored the relationship between enterotypes and type 2 diabetes. Materials and Methods. We enrolled 134
patients with type 2 diabetes and 37 nondiabetic controls. The anthropometric and clinical indices of each subject were measured.
Fecal samples of each subject were also collected and were processed for 16S rDNA sequencing. Multiple logistic regression analysis
was used to determine the associations of enterotypes with type 2 diabetes. Multiple linear regression analysis was used to explore
the relationship between lipopolysaccharide levels and insulin sensitivity after adjusting for age, BMI, TG, HDL-C, DAO, and TNF-
a. The correlation analysis between factors and microbiota was identified using Spearman correlation analysis. The correlation
analysis between factors was identified using partial correlation analysis. Results. Gut microbiota in type 2 diabetes group
exhibited lower bacterial diversity compared with nondiabetic controls. The fecal communities from all subjects clustered into
two enterotypes distinguished by the levels of Bacteroides and Prevotella. Logistic regression analysis showed that the Bacteroides
enterotype was an independent risk factor for type 2 diabetes by decreasing insulin sensitivity. The levels of lipopolysaccharide
and tumor necrosis factor-alpha were higher in the Bacteroides enterotype compared to the Prevotella enterotype. Partial
correlation analysis showed that lipopolysaccharide was closely associated with diamine oxidase, tumor necrosis factor-alpha,
and Gutt insulin sensitivity index after adjusting for multiple covariates. Furthermore, the level of lipopolysaccharide was found
to be an independent risk factor for insulin sensitivity. Conclusions. We identified two enterotypes, Bacteroides and Prevotella,
among all subjects. Our results showed that the Bacteroides enterotype was an independent risk factor for type 2 diabetes, which
was due to increased levels of lipopolysaccharide causing decreased insulin sensitivity.

pathogens [2], sulphate-reducing bacteria [6, 7], and the
depletion of some probiotics [8] and some butyrate-

Type 2 diabetes (T2D), which is a complex disorder influ-
enced by both genetic and environmental components, has
become a major public health issue throughout the world.
Nowadays, increasing evidence shows the relationship
between gut microbiota and T2D [1-5]. Many studies
revealed that the microbiome of type 2 diabetic patients is
characterized by an enrichment in several opportunistic

producing bacteria [2, 6, 7]. In addition, both human and
rodent studies have shown that the transfer of the intestinal
microbiota can also result in the transfer of specific metabolic
disease phenotypes [9, 10], involving hyperglycemia. Modifi-
cation of the gut microbiota by diet and prebiotics can
improve glucose tolerance and insulin response [11, 12].
Moreover, the therapeutic effects of some hypoglycemic
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agents such as metformin and a-glucosidase inhibitors may
partially be mediated by the gut microbiota [13, 14]. How-
ever, the outcomes are not always concordant. Larsen et al.
found a lower within-sample diversity in T2D patients [1]
while Qin et al. did not observe a significant difference in this
diversity between T2D patients and the control group [2].
Also, the latter study found an increase in Akkermansia
muciniphila, a mucus-colonizing bacterium that plays a
protective role in the gut barrier function, in T2D patients.
However, Zhang et al. reported the opposite effect, specifi-
cally, a decreased abundance of A. muciniphila, in diabetic
and glucose-intolerant patients [15]. These discrepancies
show that we still have much to know about the relationship
between T2D and gut microbiota.

Enterotype is another means to investigate the gut micro-
biota. Arumugam et al. first introduced this method in 2011
in a study where based on the taxonomic composition, they
clustered human fecal metagenomic samples from three con-
tinents into three enterotypes: the Bacteroides enterotype (ET
B), Prevotella enterotype (ET P), and Ruminococcus entero-
type which are not associated with ethnicity, gender, age, or
body mass index (BMI) [16]. Since then, several studies have
replicated enterotypes in new datasets and to different
extents, both in the numbers of enterotypes and strength of
the statistical support [17-21]. However, few studies have
directly investigated the relationship between enterotypes
and T2D. Hence, here, using taxa and enterotype data, we
aimed to investigate if enterotypes exist within T2D and non-
diabetic controls and if there is an association between enter-
otypes and T2D.

2. Materials and Methods

2.1. Participants. Originally, 150 type 2 diabetic patients and
50 nondiabetic controls were included. All 150 T2D patients
were diagnosed using the World Health Organization diag-
nostic criteria for diabetes [22]. The plasma glucose concen-
tration of all 50 nondiabetic controls was evaluated by a
fasting oral glucose tolerance test (OGTT). The exclusion cri-
teria for our study were as follows: (1) history of inflamma-
tory bowel diseases, (2) persistent diarrhea, or (3) use of
antibiotics, or use of probiotic or prebiotic supplements
within three months before the data collection. Among
T2D patients, nine used antibiotics within three months
before fecal collection, one had persistent diarrhea, and six
were using prebiotic supplements. These patients were
excluded and the final T2D patient number was 134 (65
females, 69 males). Among the nondiabetic controls, six
drank yogurt within three days before fecal collection and
seven did not finish OGTT. Thus, the final number in the
control group was 37 (27 females, 10 males). Informed con-
sent was obtained from all of the participants. This study
was approved by the ethical committee of the Qilu Hospital
of Shandong University (IRB no. KYLL-2017-595).

2.2. Diet and Medicine. All T2D patients were investigated
during their hospitalization in the Qilu Hospital of Shandong
University. Nondiabetic controls were people who worked in
the Qilu Hospital of Shandong University. All participants
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answered questionnaires about their diet history. They all
ate Chinese food in their daily life and there was no vegetar-
ian among them.

The hypoglycemic medication usage history of T2D
patients within half a year before the fecal collection was
asked and recorded.

2.3. Anthropometric Measurements. The height, weight, and
blood pressure (BP) of each subject were measured using
standard protocols. Body mass index (BMI) was calculated
as weight (kg) divided by height squared (m?®). BP was
measured three consecutive times using a BP monitor
(OMRON, model HEM-752, Fuzzy, Omron Company,
Dalian, China) on the left arm of the patient after the patient
was sitting for at least five minutes. The average reading was
used for analysis.

2.4. Serum Biochemistry. After at least 10 hours of overnight
fasting, venous blood samples were collected for the mea-
surement of fasting plasma glucose (FPG), high-density lipo-
protein cholesterol (HDL-C), and triglyceride levels (TGs)
using an automatic analyzer (Architect cil6200 Integrated
System, Abbott, USA). Fasting insulin (FINS) and fasting C
peptide (FCP) were measured using immunochemilumino-
metric assays (Centaur, Bayer Germany), while glycated
hemoglobin (HbAlc) was measured by high-performance
liquid chromatography using an HbAlc automatic analyzer
(G7, Tosoh, Japan). A 2-hour postprandial plasma glucose
(2hPG), 2-hour postprandial plasma insulin (2hINS), and
2-hour postprandial C peptide (2hCP) were measured after
subjects completed a 75 g OGTT, using the same method as
fasting. Serum diamine oxidase (DAO), lipopolysaccharide
(LPS), and tumor necrosis factor-alpha (TNF-a) levels were
quantified using ELISA (Cusabio Biotech Company, Wuhan,
Hubei Province, China; catalog no. CSB-E09945h, CSB-
E10137h, and CSB-E04740h, respectively) using blood col-
lected at fasting status. The homeostasis model assessment
of B-cell function (HOMA-f), and insulin resistance
(HOMA-IR) was calculated using FPG and FCP [23].
The Gutt-insulin sensitivity index (Gutt-ISI) was calculated
as follows: Gutt-ISI = [75000 + (GO — GI20) x 18 x 0.19 x
BW]/{120 x Ig[(10 + 1120)/2] x [(GO + G120) x 90] [GO: FPG
(mmol/l), G120: 2hPG (mmol/l), BW: body weight (kg), 10:
FINS (ulU/ml), and 1120: 2hINS (uIU/ml)].

2.5. Fecal Sample Collection. Fecal and blood samples were
collected on the same morning. After at least 10 hours of
overnight fasting and blood sample collecting, everyone was
given a clean plastic plate and a clean tube in which to put
and collect stool samples using the toilet in the hospital. Fecal
samples were kept at 4°C immediately after defecation and
were transported to the laboratory within 12 hours after def-
ecation and stored at —80°C until analysis.

2.6. DNA Extraction and PCR Amplification. Microbial DNA
was extracted from 171 samples using a QIAamp DNA Stool
Mini Kit (Qiagen, Hilden, Germany). The concentration of
genomic DNA in each fecal sample was quantified using a
NanoDrop 2000 spectrophotometer (Thermo Scientific,
Waltham, MA, USA). The DNA integrity and size were
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assessed by resolving the DNA on a 1% agarose gel via aga-
rose gel electrophoresis.

2.7. 16S rRNA Gene Amplicon and Sequencing. Universal
primers (341F and 806R) linked with indices and sequencing
adaptors were used to amplify the V3-V4 regions of the 16S
rRNA gene. The amplicons were sequenced using an Illu-
mina HiSeq platform to obtain 250-bp pair-end reads.
Tags, trimmed of barcodes and primers, were further
checked on their rest lengths and average base quality, and
16S tags were restricted to 220-500 bp, such that the average
Phred score of the bases was no worse than 20 (Q20).

2.8. Statistical Analysis. The copy number of the tags was
enumerated and the redundancy of repeated tags was
removed. Only the tags with a frequency of more than 1,
which tend to be more reliable, were clustered into opera-
tional taxonomic units (OTUs), each of which had a repre-
sentative tag. OTUs were clustered with 97% similarity
using UPARSE (http://drive5.com/uparse/), and chimeric
sequences were identified and removed using USEARCH
(version 7.0). Each representative tag was assigned to a taxa
by the RDP classifier (http://rdp.cme.msu.edu/) against the
RDP database (http://rdp.cme.msu.edu/) using a confidence
threshold of 0.8. The OTU profiling table and alpha/beta
diversity analyses were obtained using python scripts of
QIIME. The continuous variables with normal distribution
were expressed as the mean + standard deviation (SD), and
the variables with nonnormal distribution were presented
as the median (interquartile range). The categorical variables
were presented as numbers (%). The normal distribution of
the data was tested using the Kolmogorov-Smirnov test.
Differences between groups were detected using Student’s
t test (for normally distributed continuous variables), the
Mann-Whitney U test (for skewed continuous variables),
or the chi-squared test (for categorical variables). Multiple
logistic regression analysis was used to determine the associ-
ations of enterotypes with T2D. Multiple linear regression
analysis was used to explore the relationship between LPS
levels and insulin sensitivity. The correlation analysis
between indices and genera was identified using Spearman
correlation analysis. The correlation analysis between several
indices was identified using partial correlation analysis. Sta-
tistical analyses were performed using the Statistical Package
for the Social Sciences (SPSS), version 17.0, and package R for
enterotype analyses (cluster package). In all statistical tests,
P <0.05 was considered significant.

3. Results

3.1. Clinical Characteristics. The descriptive characteristics of
all participants are shown in Table 1. Compared with the
nondiabetic controls, T2D patients had significantly higher
age, HbAlc, FPG, FINS, 2hPG, 2hINS, and TG. Patients with
T2D also exhibited a significantly lower DBP, 2hCP, HDL-C,
HOMA-f3, and Gutt-ISI relative to the nondiabetic control
group (all P<0.05). However, there was no difference
between the two groups in the HOMA-IR values, which

may have been due to the poor B-cell function in the
T2D group.

3.2. Gut Microbiota Analysis between the Control and
12D Groups

3.2.1. Validity Evaluation of Intestinal Microbiota Data. After
applying quality control and trimming, we obtained
9,459,608 high-quality clean reads from 171 subjects. The
number of clean reads varied between the subjects, from
30,154 to 64,929, with a mean of 55,319.35 (SD 7667.47)
(Table S1). The sequencing depth was sufficient to achieve
our study objectives (Figure S1A). The sequence length of
the trimmed reads was 240-460bp (Table S2), and most
reads ranged from 400 to 440 bp (Figure S1B). The quality
of the reads obtained was reliable.

3.2.2. OTU Analysis. The total number of OTUs obtained
from 171 subjects was 1141 (Table S3). Since the number of
reads among the subjects had a wide range, we equalized
the dataset to avoid deviation, and then the equalized
parameter was determined by the sequencing depth. We
then randomly extracted 26,437 reads from every sample.
The final number of OTUs analyzed was 1129, which
accounted for 98.95% of the total OTUs (Table S4). From
this final number of OTUs, 697 were common to both the
control and T2D groups, 406 were specific to only the T2D
group, and 26 were specific to only the control group
(Figure S1C).

The RDP classifier was able to assign all of the OTUs at
the kingdom level, and 1085 (96.10%) were assigned at the
phylum level (Table S5). OTUs were distributed among 16
bacterial phyla. The four dominant phyla were Firmicutes
(46.87%), Bacteroidetes (35.05%), Proteobacteria (11.05%),
and Actinobacteria (4.54%) (Table S6). Furthermore, 1036,
1018, 904, and 612 of the OTUs were further assigned at
the class, order, family, and genus level, respectively
(Table S5).

3.2.3. Alpha and Beta Diversity Analysis. Alpha («) diversity
was used to evaluate species variety in the samples. Analysis
of the a-diversity, based on the Shannon index and observed
species index, revealed that there was a lower bacterial diver-
sity in the fecal samples from T2D patients compared with
the nondiabetic control group (Figures 1(a) and 1(b),
Table S7). The beta (f) diversity—the composition of the
microbiota—between the control and T2D groups was
analyzed using principal coordinates analysis (PCoA), and
the results showed a significant difference between the
control and T2D groups (Figure 1(c)).

3.2.4. Differential Analysis. We examined the structure of the
gut microbiome in two groups. At the phylum level, we found
that the T2D group had lower numbers of Bacteroidetes and
a higher F/B ratio than the control group. In addition, the
T2D group was enriched for Proteobacteria and Actinobac-
teria (Figures 2(a) and 2(b)). At the genus level, there were
23 genera significantly different between the two groups
(Table S8). Among them, there were 9 genera for which the
abundance was within the top 20 (Figure 2(c)).
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TaBLE 1: Characteristics of T2D and control groups.
Parameters Control group T2D group P value
Age (year)* 50.00 (45.00, 57.50) 59.50 (50.27, 66.64) <0.001
BMI (kg/m?) 25.84 (23.10, 27.17) 25.39 (23.49, 27.51) 0.896
SBP (mmHg) 133 (120, 147) 131.25 (123.00, 145.50) 0.912
DBP (mmHg)* 81.80£11.31 75.85+10.52 0.004
HbAlc (%)* 5.10 (4.90, 5.40) 8.40 (7.30, 9.70) <0.001
FPG (mmol/L)* 5.30 (5.20, 5.50) 7.57 (6.31, 8.95) <0.001
FINS (ulU/ml)* 6.85 (4.29, 8.99) 10.72 (5.97, 19.77) <0.001
FCP (ng/ml) 1.19 (0.96, 1.58) 1.21 (0.86, 2.01) 0.535
2hPG (mmol/L)* 5.60 (5.23, 7.45) 16.96 (14.60, 18.41) <0.001
2hINS (uIU/ml)* 20.81 (15.53, 35.11) 38.40 (22.63, 54.57) <0.001
2hCP (ng/ml)* 4.62 (4.08, 8.00) 3.87 (2.56, 5.39) 0.001
HDL-C (mmol/L)* 1.55(1.38, 1.85) 1.20 (1.02, 1.41) <0.001
TG (mmol/L)* 1.04 (0.77, 1.38) 1.38 (1.00, 1.92) 0.001
Gutt-ISI* 0.54 (0.42, 0.65) 0.20 (0.17, 0.25) <0.001
HOMA-B (CP)* 77.00 (61.70, 90.50) 41.45 (26.60, 63.75) <0.001
HOMA-IR (CP) 0.89 (0.74, 1.19) 1.05 (0.70, 1.68) 0.100

The normal distribution of the data was tested using the Kolmogorov-Smirnov test. Values are expressed as median (interquartile range; abnormal distribution)
and mean + SD (normal distribution). Differences between groups were detected using a Student’s ¢ test (normal distribution) or Mann-Whitney U test
(abnormal distribution). T2D: type 2 diabetes; BMI: body mass index; SBP: systolic blood pressure; DBP: diastolic blood pressure; HbAlc: glycated
hemoglobin; FPG: fasting plasma glucose; FINS: fasting insulin; FCP: fasting C peptide; 2hPG: 2-hour postprandial plasma glucose; 2hINS: 2-hour
postprandial plasma insulin; 2hCP: 2-hour postprandial C peptide; HDL-C: high-density lipoprotein cholesterol; TG: triglyceride levels; Gutt-ISI:
Gutt-insulin sensitivity index; HOMA-f: homeostasis model assessment of -cell function; HOMA-IR: homeostasis model assessment of insulin resistance.

*P <0.05.

3.2.5. Factor Analysis. The levels of DAO, LPS, and TNF-«
were compared between the T2D and control group.
Excluding all hemolytic samples, a total of 144 samples were
analyzed (108 T2D and 36 nondiabetic). After analysis, we
found that the T2D group had significantly higher levels
of DAO, LPS, and TNF-« than the control group (Table S9).

3.3. Enterotype Analysis of All 171 Subjects

3.3.1. Cluster Numbers and Characteristics of Enterotypes. All
171 subjects were divided into two clusters with the stron-
gest support (Figure 3(a)). One cluster was the Bacteroides
enterotype (ET B), which included 134 subjects (21 controls,
113 T2Ds), and another was the Prevotella enterotype (ET
P), which included 37 subjects (16 controls, 21 T2Ds)
(Figure 3(b), Table S10). ET B was enriched with 16
genera, including Bacteroides, Bifidobacterium, Clostridium
XIVa, Parabacteroides, Staphylococcus, Granulicatella,
Porphyromonas, Clostridium XI, Blautia, Anaerostipes,
Clostridium XVIII, Fusicatenibacter, Enterococcus, Clostridium
IV, Eggerthella, and Flavonifractor. In turn, ET P was
enriched with three genera, including Prevotella, Dialister,
and Sutterella (Figure 3(c)). For ET B, the relative abundances
of the genera Eggerthella, Enterocuccus, Granulicatella, and
Bifidobacterium were significantly different between the
T2D and control groups and all of them were higher in the
T2D group. For ET P, the relative abundance of the genera
Prevotella was significantly different between the two
groups, and it was higher in the control group (Table S8).

Antidiabetic drugs taken by T2D patients were compared
between the two enterotypes. We found that there was no sig-
nificant difference from drug usage in the two enterotypes
(Table S11).

3.3.2. Correlation Analysis of Differential Genus and Glucose
Metabolic Indices. Among the genera abundant in the two
enterotypes, some were associated with glucose metabolic
indices. For ET P, Prevotella had a negative correlation with
HbAlc, FPG, 2hPG, HOMAZ2-IR, and a positive correlation
with Gutt-ISI (r, = —0.187, r, = —0.284, r, = —0.252, r,=—
0.289, r; =0.296, all P <0.05). For ET B, Enterococcus and
Granulicatella had a positive correlation with HbAlc
(r, =0.237,1,=0.254, P < 0.05). Eggerthella had a positive
correlation with FPG (r=0.189, P =0.034). Eggerthella,
Enterococcus, and Bifidobacterium had a positive correlation
with 2hPG (r=0.291,r, =0.236,r, =0.242, all P <0.05).
Eggerthella had a negative correlation with HOMA2-f
(r=-0.209, P =0.019) while Clostridium XVIII had a pos-
itive correlation with HOMA2-S (r=0.202, P =0.024).
Bacteroides, Bifidobacterium, and Fusicatenibacter had a
positive correlation with HOMA2-IR (r; =0.178,1, =
0.207,7;=0.215, all P<0.05). Eggerthella, Enterococcus,
Granulicatella, and Bifidobacterium had a negative correla-
tion with Gutt-ISI (r; =-0.363,r, =-0.231,r, =—0.218,
r,=-0.299, all P <0.05) (Table S12).

3.3.3. Logistic Regression Analysis of the Association of
Enterotypes with T2D. We established three different models
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to observe the associations of enterotypes with T2D
(Table 2). In model 1, we first simply addressed the role of
enterotypes in T2D and found that ET B presented a signifi-
cantly increased odds ratio (OR) for T2D (OR =4.100, P =
0.001). Then, we adjusted model 1 for gender, age, and
BMI to produce model 2 and observed that ET B had the
same effect on T2D (OR=4.362, P=0.001). Additionally,
both age and male gender were risk factors for T2D; however,
BMI had no relationship with T2D. To exclude the effects of
other factors on the results, we further adjusted model 2 for
TG and HDL-C (model 3). Interestingly, ET B and age still
significantly increased the risk for T2D (OR, =3.124, P, =
0.029; OR, =1.066, P, = 0.003), while gender and BMI had
no effect. Furthermore, TG was also a risk factor for T2D,
while HDL-C was a protective factor. To further explore
the role of enterotypes in T2D, we added HOMA-p,
HOMA-IR, and Gutt-ISI in the logistic regression to

model 3, thus establishing models 4, 5, and 6, respectively
(Table 2). Surprisingly, when HOMA- and HOMA-IR
were added to the analysis, the ET B still had a significant
effect on T2D; however, when Gutt-ISI was added, the
ET B no longer exhibited a significant influence on T2D
(P=0.059).

3.3.4. Comparison of HOMA-B, HOMA-IR, and Gutt-ISI
between the Two Enterotypes. Based on the different results
regarding the relationship between ET B and T2D in
models 3 and 6 (Table 2), we reasoned that ET B might
increase the risk of developing T2D by decreasing insulin
sensitivity. To further verify this assumption, we compared
the HOMA-, HOMA-IR, and Gutt-ISI values between
the two enterotypes (Table S13), which suggested that
there was a difference in insulin sensitivity, but not in -
cell function.
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3.3.5. Comparison of DAO, LPS, TNF-a, and Age between
Two Enterotypes. Previous studies have found that the gut
microbiota could decrease insulin sensitivity by endotoxemia
and low-grade inflammation [24, 25]. Therefore, we com-
pared the levels of DAO, LPS, and TNF-a between ET B
and ET P and found that the levels of LPS and TNF-« were
higher in ET B, while there was no significant difference in
DAO level and age (Table 3).

3.3.6. Correlation Analysis of DAO, LPS, TNF-a, Age, and
Fecal Microbiome. Spearman correlation analysis was used
to explore further the relationship between DAO, LPS,
TNF-a, age, and genus enriched in ET B and ET P. For ET
P, Sutterella had a negative correlation with age
(r=-0.234, P =0.009). Prevotella had a negative correlation
with LPS and TNF-« (r, =-0.24,r, =—0.319, all P <0.05).
For ET B, Bifidobacterium and Eggerthella had a positive
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enterotype 1 (Bacteroides), and the green color represents enterotype 2 (Prevotella). (b) Abundance index of Bacteroides and Prevotella in
each enterotype. Boxes represent the interquartile range (IQR), and the line inside represents the median. PCoA: principal coordinates
analysis. (c) LDA EffectSize analysis of two enterotypes. The x-axis shows the LDA score (log 10) after analysis and the y-axis shows the
significantly differential genus between two enterotypes. The LDA threshold value is 2.

correlation with age (r; =0.392,r, =0.256, both P <0.05).
Blautia, Eggerthella, and Flavonifractor had a positive
correlation with DAO (r; =0.222,r, =0.309, r; = 0.241, all
P <0.05). Bifidobacterium, Granulicatella, and Eggerthella
had a positive correlation with LPS (r, =0.246,r, =0.187,
r,=0.223, all P < 0.05). Flavonifractor had a positive correla-
tion with TNF-« (r =0.214, P = 0.024) (Table S14).

3.3.7. Partial Correlation Analysis of DAO, LPS, TNF-«, and
Gutt-ISI. To further explore the association between the
DAO, LPS, TNF-« levels, and insulin sensitivity, we ana-
lyzed the correlation of Gutt-ISI with DAO, LPS, and
TNF-a using partial correlation analysis by adjusting for
age, BMI, TG, and HDL-C (Table 4). Interestingly, LPS
was closely associated with DAO, TNF-a, and Gutt-ISI.
Moreover, TNF-a trended toward a negative correlation
with Gutt-ISI (P value = 0.059).

3.3.8. Multiple Linear Regression Analysis. We also per-
formed multiple linear regression analysis in order to deter-
mine if LPS or DAO levels were independent risk factors for
insulin sensitivity (Table 5). We concluded from the results
that LPS was an independent risk factor for insulin sensitiv-

ity after adjusting for age, BMI, TG, HDL-C, DAO, and
TNF-« levels. When it comes to DAO, after adjusting for

age, it was no longer a risk factor for insulin sensitivity
(Table S15).

4. Discussion

In our study, we first compared the differences in the gut
microbiome between T2D and control group. Diversity
analysis showed that the composition of the microbiota was
different between the control and T2D group, and the T2D
group had lower bacterial diversity than the control group,
findings that are consistent with former studies [1, 2]. The
differential analysis showed that the numbers of candidate
taxa associated with the gut microbial dysbiosis in the
T2D group were 3 at the phylum level and 23 at the genera
level. At the phylum level, some studies detected a higher
quantity of Bacteroidetes in T2D patients, which seemed
inconsistent with our result [1, 8]. Studies showed that the
lower prevalence of phylum Bacteroidetes and increased
Firmicutes/Bacteroidetes ratio was related to obesity and
dyslipidemia [26, 27]. In our study, patients in T2D group
had higher TG level than the control group, which might
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TaBLE 2: Logistic regression analysis of the association of enterotypes with T2D risk.
(a)
. Model 1 Model 2 Model 3
Characteristics OR (95% CI) P value OR (95% CI) P value OR (95% CI) P value
ET B 4.100 (1.842-9.124) 0.001* 4.362 (1.820-10.454) 0.001* 3.124 (1.121-8.705) 0.029*
Male — — 3.002 (1.268-7.109) 0.012* 1.218 (0.435-3.408) 0.708
Age (years) — — 1.057 (1.022-1.093) 0.001* 1.066 (1.023-1.111) 0.003*
BMI (kg/m?) — — 1.006 (0.909-1.113) 0911 0.928 (0.830-1.037) 0.188
TG (mmol/l) — - 1.604 (1.030-2.497) 0.037*
HDL-C (mmol/l) — — 0.038 (0.008-0.184) <0.001*
(b)
. Model 4 Model 5 Model 6

Characteristics OR (95% CI) P value OR (95% CI) P value OR (95% CI) P value
ETB 4.668 (1.298-16.786) 0.018* 3.096 (1.096-8.742) 0.033* 5.786 (0.935-35.801) 0.059
Male 1.871 (0.560-6.254) 0.309 1.218 (0.434-3.416) 0.708 2.141 (0.371-12.347) 0.394
Age (years) 1.059 (1.006-1.114) 0.029* 1.065 (1.021-1.110) 0.003* 1.070 (1.001-1.144) 0.047*
BMI (kg/mz) 0.918 (0.810-1.041) 0.183 0.929 (0.828-1.043) 0.047* — —
TG (mmol/l) 1.760 (1.030-3.006) 0.038* 1.612 (1.032-2.518) 0.036* 0.915 (0.658-1.273) 0.915
HDL-C (mmol/l) 0.014 (0.002-0.107) <0.001* 0.037 (0.007-0.191) <0.001* 0.170 (0.016-1.808) 0.170
HOMA-f 0.956 (0.938-0.974) <0.001* — — — —
HOMA-IR — — 0.903 (0.386-2.112) 0.814 — —
Gutt-ISI — — — — 0.000 (0.000-0.000) <0.001*

Model 1 had no adjusted variable. Model 2 is adjusted for age, gender, and BMI. Model 3 is adjusted for model 2 plus TG and HDL-C. Model 4 is adjusted for
model 3 plus HOMA- 8. Model 5 is adjusted for model 3 plus HOMA-IR. Model 6 is adjusted for model 3 plus Gutt-ISI, since body weight was used to calculate
Gutt-ISI, BMI was removed in Model 6. *P < 0.05. ET B: enterotype Bacteroides; BMI: body mass index; TGs: triglyceride levels; HDL-C: high-density
lipoprotein cholesterol; HOMA-f: homeostasis model assessment of S-cell function; HOMA-IR: homeostasis model assessment of insulin resistance;

Gutt-ISI: Gutt-insulin sensitivity index.

TaBLE 3: Comparison of the four factors in the ET B and ET P.

Factor ETB ETP Pvalue
DAO (mIU/ml) 367.75 (223.31, 547.55) 258.50 (167.01, 404.86) 0.081
LPS (pg/ml) 128.88 (89.04, 184.00) 88.73 (64.81, 128.83) 0.007*
TNF-a (pg/ml) 58.28 (35.81, 93.76) 36.75 (22.01, 87.43) 0.047*
Age (years) 58.61 (49.60, 65.24) 52.44 (47.00, 63.82) 0.188

*P < 0.05. ET B: enterotype Bacteroides; ET P: enterotype Prevotella; DAO: diamine oxidase; LPS: lipopolysaccharide; TNF-a: tumor necrosis factor-alpha.

influence the result. At the genus level, most differential
genera were consistent with other studies, such as the Prevo-
tella enrichment in the control group [8], or Escherichial-
Shigella, Lactobacillus enrichment in the T2D group [28].
However, Bifidobacterium was enriched in the T2D group,
which might be due to AGI usage [14]. Consistent with
one of the mechanisms regarding to the gut microbiome
and T2D, we found increased DAO, LPS, and TNF-« levels
in the T2D group, which showed impaired intestinal perme-
ability, metabolic endotoxemia, and low-grade inflamma-
tion in the T2D group.

Enterotype analysis has been proposed as a useful
method to understand human microbial communities,
including Bacteroides, Ruminococcus, and Prevotella entero-

types, irrespective of ethnicity, gender, age, or BMI [16]. In
2011, Wu et al. clustered human fecal communities into
two enterotypes distinguished primarily by the levels of Bac-
teroides and Prevotella. Then, they found that these two
enterotypes were strongly associated with long-term diet,
particularly protein and animal fat (Bacteroides) versus car-
bohydrates (Prevotella). In our study, all fecal samples were
divided into the same two enterotypes, although there was
no dietary difference among individuals. A differential analy-
sis between two enterotypes and a correlation analysis of dif-
ferential genus and glucose metabolic indexes showed that
there was a relationship between the enterotype and T2D.
Further logistic regression analysis revealed that ET B was
an independent risk factor for T2D, which may be mediated
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TABLE 4: Partial correlation analysis of Gutt-ISI with DAO, LPS, and TNF-a.

Characteristic DAO P LPS P TNF-a P Gutt-ISI P

r r r r
DAO 0.237 0.006* 0.094 0.279 -0.032 0.717
LPS 0.237 0.006* 0.242 0.005* -0.223 0.010*
TNF-a 0.094 0.279 0.242 0.005* -0.164 0.059
Gutt-ISI -0.032 0.717 -0.223 0.010* -0.164 0.059

Partial correlation analysis was adjusted for age, BMI, TG, and HDL-C. r: correlation coefficient; P: P value *P < 0.05; DAO: diamine oxidase; LPS:

lipopolysaccharide; TNF-a: tumor necrosis factor-alpha; Gutt-ISI: Gutt-insulin sensitivity index.

TaBLE 5: Multiple linear regression analysis of the association of Gutt-ISI with LPS.

Characteristics Mogel 1 P value Mogel 2 P value Mogel 3 P value
LPS (pg/ml) 0.000 (-0.001-0.000) <0.001* 0.000 (-0.001-0.000) 0.010* 0.000 (-0.001-0.000) 0.027*
Age (years) — — -0.005 (-0.007-0.002) 0.001* -0.005 (-0.008-0.002) 0.001*
BMI (kg/mz) — — -0.001 (-0.009-0.007) 0.787 -0.002 (-0.010-0.007) 0.702
TG (mmol/l) — — -0.020 (-0.033-0.006) 0.005* -0.020 (-0.034-0.006) 0.005*
HDL-C (mmol/l) — — 0.180 (0.096-0.264) <0.001* 0.179 (0.095-0.263) <0.001*
DAO (mIU/ml) — — — — 0.000 (0.000-0.000) 0.758
TNF-a (pg/ml) — — 0.000 (-0.001-0.000) 0.182

Model 1 had no adjusted variable. Model 2 is adjusted for age, BMI, TG, and HDL-C. Model 3 is adjusted for model 2 plus DAO and TNF-a. P: P value,
*P < 0.05; Gutt-ISI: Gutt-insulin sensitivity index; DAO: diamine oxidase; LPS: lipopolysaccharide; TNF-a: tumor necrosis factor-alpha; BMI: body mass

index; TG: triglyceride levels; HDL-C: high-density lipoprotein cholesterol.

by the decrease in insulin sensitivity rather than an effect
on f-cell function. Based on previous studies regarding
the gut microbiota and insulin resistance [24, 25], we
assumed that the ET B was associated with increased intes-
tinal permeability, which then resulted in a higher bacterial
LPS concentration in the blood. Endotoxemia-induced low-
grade inflammation can cause a decrease in insulin sensitiv-
ity. Therefore, we compared the levels of DAO, LPS, and
TNF-« in two enterotypes and found that the ET B group
had higher LPS and TNF-« levels but no significant change
in DAO level. Further correlation analysis showed the genera
Eggerthella, which had the strongest positive correlation with
DAO, also had a positive correlation with age. Thus, com-
pared to enterotype, age might play a more important role
in the DAO level, and the higher level of LPS in ET B might
be independent of DAO in our subjects. Partial correlation
analysis adjusting for age, BMI, TG, and HDL-C showed
LPS was positively correlated with DAO and TNF-« and neg-
atively correlated with insulin sensitivity. That explained why
age was an independent risk factor for T2D. After adjusting
for age, BMI, TG, HDL-C, DAO, and TNF-q, the level of
LPS was still an independent risk factor for insulin sensitivity.
But after adjusting for age, DAO was no longer a risk factor
for Gutt-ISI. Based on the results above, we concluded that
the higher DAO found in the T2D group was the result of
older age and that people with ET B exhibited a higher con-
centration of serum LPS independent of DAO. This increase
in serum LPS levels has the potential to cause endotoxemia

and low-grade inflammation, which could, in turn, decrease
insulin sensitivity.

Previous studies found that ET P was related to a high
fiber diet [19] and the dietary fiber-induced improvement
in glucose metabolism was associated with an increased
abundance of Prevotella and a high ratio of Prevotella/Bacter-
oides [11]. Rampelli et al. found that the functional repertoire
of Prevotella was linked to an increased capacity of the gut
microbiota to ferment complex polysaccharides from the diet
[29].Those studies suggested that the different capacity of
Prevotella and Bacteroides to perform carbohydrate fermen-
tation in the gut contributed to the differences observed in
terms of glucose metabolism and highlighted the importance
of Prevotella in improving glucose tolerance. The beneficial
mechanism is still not clear. In our study, we also observed
that ET P was a protective factor for the glucose metabolism.
Although there was no difference in diet, ET P, which had
higher Prevotella, could utilize carbohydrates in the diet
more efficiently and might produce more SCFA. SCFA is a
major energy source for enterocyte and could help to main-
tain the intestinal wall integrity.

For ET B, although Bacteroides was a drive genera, its
abundance was not different between T2D and control
group, and it had no correlation with factor levels. So other
genera might play a predominant role on insulin resistance.
Besides Bacteroides, ET B was enriched with many opportu-
nistic pathogens such as Eggerthella, Clostridium, Staphylo-
coccus, Granulicatella, and Enterococcus. Many of them
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were also found enriched in T2D patients in other studies
[1, 3]. Those genera may damage intestinal permeability
by endotoxin or exotoxin, which then leads to bacterial
translocation, endotoxemia, low-grade inflammation, and
insulin resistance.

Our study suggested that ET B was a risk factor for T2D
because of endotoxemia and low-grade inflammation. After
analyzing the characteristics of two enterotypes, we thought
that the higher LPS level in ET B might due to damaged intes-
tinal permeability. But our study did not find a significantly
increased DAO level in ET B. A few reasons may explain this
scenario. Firstly, the intestinal barrier function comprises
three major parts: a mechanical barrier, an ecological barrier,
and an immunological barrier. DAO is just a biomarker of
intestinal epithelial integrity, which could partly reflect the
mechanical barrier function. Since other barrier functions,
such as tight junction structural function and the mucous
immunological function, were not evaluated, further research
should be done to compare the intestinal permeability
between ET B and ET P enterotype. Secondly, the sample
number of two enterotypes was unbalanced, which affect
the Mann-Whitney U test result.

Our study has some limitations. First, the number of
samples analyzed was small, which means that the represen-
tativeness of our study was not ideal. Second, we only uti-
lized one method to cluster the fecal samples, and we did
not confirm the microbiota structure in other populations.
Third, the design of our study was cross-sectional, which
cannot prove cause-and-effect relationships. Based on the
above, the exact effect enterotypes have on T2D needs to
be further verified by a large prospective study and also
needs to be confirmed in animal models. Nonetheless, the
results from our study provide a new direction through
which to explore the relationship between the gut microbi-
ota and T2D.

5. Conclusions

Our study aimed at exploring the existence of enterotypes
among patients with T2D and nondiabetic controls and if
there is a relationship between the enterotype and T2D.
Our results demonstrated that there was a significant dif-
ference in the gut microbiota structure between the T2D
and nondiabetic groups. Furthermore, we identified two
enterotypes among our subjects and showed that ET B
was an independent risk factor for T2D. Moreover, this
increased risk was associated with increased LPS levels
and decreased insulin sensitivity in the ET B, which was
independent of the DAO level but might be related to
the intestinal barrier function. Taken together, our study
provides new insights into the relationship between the
gut microbiota and T2D, and a new direction through
which to research the interaction between T2D and the
gut microbiota.

Data Availability

The data used to support the findings of this study are
included within the supplementary information file(s).

Journal of Diabetes Research

Conflicts of Interest

The authors declare that they have no conflict of interest.

Authors’ Contributions

Fuqiang Liu and Li Chen are considered as joint correspond-
ing author and Jiajia Wang and Wenjuan Li are considered as
joint first author.

Acknowledgments

This study was supported by grants from the National
Natural Science Foundation of China (No. 81670706, No.
81873632, and No. 81770818); the National Key Research
and Development Program of China (2016YFC0901204 and
2018YFC1311801); Taishan Scholars Project (ts201712089);
and the Youth Foundation of National Natural Science
Foundation of China (81400814). We thank LetPub (http://
www.letpub.com) for its linguistic assistance during the
preparation of this manuscript.

Supplementary Materials
Supplementary 1. Table S1. Number of clean reads and aver-
age length of reads in each subject.

Supplementary 2. Table S2. Distribution of the sequence
length of trimmed reads.

Supplementary 3. Table S3. Number of OTUs (operational
taxonomic units) in each subject.

Supplementary 4. Table S4. Final number of OTUs of each
subject after equalizing.

Supplementary 5. Table S5. The number of OTUs that can be
assigned at each level.

Supplementary 6. Table S6. Distribution of OTUs in 16 bac-
terial phyla in each sample.

Supplementary 7. Table S7. Analysis of the a-diversity in the
control and T2D groups.

Supplementary 8. Table S8. Differential genera between T2D
and control group.

Supplementary 9. Table S9. Comparison of three factors
between T2D and control group.

Supplementary 10. Table S10. Cluster to which each sample
belongs.

Supplementary 11. Table S11. Drug usage in the two
enterotypes.

Supplementary 12. Table S12. Correlation analysis of differ-
ential genus and glucose metabolic indices.

Supplementary 13. Table S13. Comparison of the two entero-
types using three indices.

Supplementary 14. Table S14. Correlation analysis of DAO,
LPS, TNF-a, age, and fecal microbiome.

Supplementary 15. Table S15. Multiple linear regression
analysis of the association of Gutt-ISI with DAO.


http://www.letpub.com
http://www.letpub.com
http://downloads.hindawi.com/journals/jdr/2020/6047145.f1.xls
http://downloads.hindawi.com/journals/jdr/2020/6047145.f2.xls
http://downloads.hindawi.com/journals/jdr/2020/6047145.f10.xls
http://downloads.hindawi.com/journals/jdr/2020/6047145.f3.xls
http://downloads.hindawi.com/journals/jdr/2020/6047145.f4.xls
http://downloads.hindawi.com/journals/jdr/2020/6047145.f5.xls
http://downloads.hindawi.com/journals/jdr/2020/6047145.f6.xls
http://downloads.hindawi.com/journals/jdr/2020/6047145.f7.docx
http://downloads.hindawi.com/journals/jdr/2020/6047145.f8.xls
http://downloads.hindawi.com/journals/jdr/2020/6047145.f9.docx
http://downloads.hindawi.com/journals/jdr/2020/6047145.f11.docx
http://downloads.hindawi.com/journals/jdr/2020/6047145.f12.xls
http://downloads.hindawi.com/journals/jdr/2020/6047145.f13.docx
http://downloads.hindawi.com/journals/jdr/2020/6047145.f14.xlsx
http://downloads.hindawi.com/journals/jdr/2020/6047145.f15.docx

Journal of Diabetes Research

Supplementary 16. Figure S1. Dilution curve image of the
Chaol index, length of trimmed reads, and OTU Venn dia-
gram of all subjects.

References

(1]

(7]

(8]

(10]

(11]

(12]

(13]

(14]

(15]

N. Larsen, F. K. Vogensen, F. W. van den Berg et al,, “Gut
microbiota in human adults with type 2 diabetes differs from
non-diabetic adults,” PLoS One, vol. 5, no. 2, article €9085,
2010.

J. Qin, Y. Li, Z. Cai et al,, “A metagenome-wide association
study of gut microbiota in type 2 diabetes,” Nature, vol. 490,
no. 7418, pp. 55-60, 2012.

X. Wang, X. Xu, and Y. Xia, “Further analysis reveals new gut
microbiome markers of type 2 diabetes mellitus,” Antonie Van
Leeuwenhoek, vol. 110, no. 3, pp. 445-453, 2017.

M. U. Sohail, A. Althani, H. Anwar, R. Rizzi, and H. E. Marei,
“Role of the gastrointestinal tract microbiome in the patho-
physiology of diabetes mellitus,” Journal Diabetes Research,
vol. 2017, article 9631435, 9 pages, 2017.

Y. Yamaguchi, K. Adachi, T. Sugiyama et al., “Association of
intestinal microbiota with metabolic markers and dietary
habits in patients with type 2 diabetes,” Digestion, vol. 94,
no. 2, pp. 66-72, 2016.

F. H. Karlsson, V. Tremaroli, I. Nookaew et al., “Gut metagen-
ome in European women with normal, impaired and diabetic
glucose control,” Nature, vol. 498, no. 7452, pp. 99-103, 2013.

J. Sato, A. Kanazawa, F. Ikeda et al., “Gut dysbiosis and detec-
tion of “live gut bacteria” in blood of Japanese patients with
type 2 diabetes,” Diabetes Care, vol. 37, no. 8, pp. 2343-
2350, 2014.

X. Wu, C. Ma, L. Han et al., “Molecular characterisation of the
faecal microbiota in patients with type II diabetes,” Current
Microbiology, vol. 61, no. 1, pp. 69-78, 2010.

S. Ussar, N. W. Griffin, O. Bezy et al., “Interactions between
gut microbiota, host genetics and diet modulate the predispo-
sition to obesity and metabolic syndrome,” Cell Metabolism,
vol. 22, no. 3, pp. 516-530, 2015.

A. Vrieze, E. Van Nood, F. Holleman et al., “Transfer of intes-
tinal microbiota from lean donors increases insulin sensitivity
in individuals with metabolic syndrome,” Gastroenterology,
vol. 143, no. 4, pp. 913-916.€7, 2012.

P. Kovatcheva-Datchary, A. Nilsson, R. Akrami et al., “Dietary
fiber-induced improvement in glucose metabolism is associ-
ated with increased abundance of Prevotella,” Cell Metabolism,
vol. 22, no. 6, pp. 971-982, 2015.

A. Everard, V. Lazarevic, M. Derrien et al., “Responses of gut
microbiota and glucose and lipid metabolism to prebiotics in
genetic obese and diet-induced leptin-resistant mice,” Diabe-
tes, vol. 60, no. 11, pp- 2775-2786, 2011.

K. Forslund, F. Hildebrand, T. Nielsen et al., “Disentangling
type 2 diabetes and metformin treatment signatures in the
human gut microbiota,” Nature, vol. 528, no. 7581, pp. 262-
266, 2015.

F. Zhang, M. Wang, J. Yang et al., “Response of gut microbiota
in type 2 diabetes to hypoglycemic agents,” Endocrine, vol. 66,
no. 3, pp. 485-493, 2019.

X. Zhang, D. Shen, Z. Fang et al., “Human gut microbiota

changes reveal the progression of glucose intolerance,” PLoS
One, vol. 8, no. 8, article 71108, 2013.

(16]

(17]

(18]

(19]

(20]

(21]

(22]

(23]

[24]

(25]

(26]

(27]

(28]

[29]

11

M. Arumugam, J. Raes, E. Pelletier et al., “Enterotypes of
the human gut microbiome,” Nature, vol. 473, no. 7346,
pp. 174-180, 2011.

T. Ding and P. D. Schloss, “Dynamics and associations of
microbial community types across the human body,” Nature,
vol. 509, no. 7500, pp. 357-360, 2014.

Y. Zhou, K. A. Mihindukulasuriya, H. Gao et al., “Exploration
of bacterial community classes in major human habitats,”
Genome Biology, vol. 15, no. 5, p. R66, 2014.

G.D. Wu, J. Chen, C. Hoffmann et al., “Linking long-term die-
tary patterns with gut microbial enterotypes,” Science, vol. 334,
no. 6052, pp. 105-108, 2011.

H. M. Roager, T. R. Licht, S. K. Poulsen, T. M. Larsen, and M. L
Bahl, “Microbial enterotypes, inferred by the Prevotella-to-
Bacteroides ratio, remained stable during a 6-month random-
ized controlled diet intervention with the new Nordic diet,”
Applied and Environmental Microbiology, vol. 80, no. 3,
pp. 1142-1149, 2014,

M. J. Claesson, L. B. Jeffery, S. Conde et al., “Gut microbiota
composition correlates with diet and health in the elderly,”
Nature, vol. 488, no. 7410, pp. 178-184, 2012.

K. G. Alberti and P. Z. Zimmet, “Definition, diagnosis and
classification of diabetes mellitus and its complications. Part
1: diagnosis and classification of diabetes mellitus provisional
report of a WHO consultation,” Diabetic Medicine, vol. 15,
no. 7, pp. 539-553, 1998.

J. C. Levy, D. R. Matthews, and M. P. Hermans, “Correct
homeostasis model assessment (HOMA) evaluation uses the
computer program,” Diabetes Care, vol. 21, no. 12, pp. 2191-
2192, 1998.

P. D. Cani, R. Bibiloni, C. Knauf et al., “Changes in gut micro-
biota control metabolic endotoxemia-induced inflammation
in high-fat diet-induced obesity and diabetes in mice,” Diabe-
tes, vol. 57, no. 6, pp. 1470-1481, 2008.

P. D. Cani, J. Amar, M. A. Iglesias et al., “Metabolic endo-
toxemia initiates obesity and insulin resistance,” Diabetes,
vol. 56, no. 7, pp. 1761-1772, 2007.

P.J. Turnbaugh, F. Bickhed, L. Fulton, and J. I. Gordon, “Diet-
induced obesity is linked to marked but reversible alterations
in the mouse distal gut microbiome,” Cell Host & Microbe,
vol. 3, no. 4, pp. 213-223, 2008.

P.J. Turnbaugh, R. E. Ley, M. A. Mahowald, V. Magrini, E. R.
Mardis, and J. I. Gordon, “An obesity-associated gut micro-
biome with increased capacity for energy harvest,” Nature,
vol. 444, no. 7122, pp. 1027-1031, 2006.

M. Sedighi, S. Razavi, F. Navab-Moghadam et al., “Compari-
son of gut microbiota in adult patients with type 2 diabetes
and healthy individuals,” Microbial Pathogenesis, vol. 111,
pp. 362-369, 2017.

S. Rampelli, S. L. Schnorr, C. Consolandi et al., “Metagenome
sequencing of the Hadza hunter-gatherer gut microbiota,”
Current Biology, vol. 25, no. 13, pp. 1682-1693, 2015.


http://downloads.hindawi.com/journals/jdr/2020/6047145.f16.jpg

	Enterotype Bacteroides Is Associated with a High Risk in Patients with Diabetes: A Pilot Study
	1. Introduction
	2. Materials and Methods
	2.1. Participants
	2.2. Diet and Medicine
	2.3. Anthropometric Measurements
	2.4. Serum Biochemistry
	2.5. Fecal Sample Collection
	2.6. DNA Extraction and PCR Amplification
	2.7. 16S rRNA Gene Amplicon and Sequencing
	2.8. Statistical Analysis

	3. Results
	3.1. Clinical Characteristics
	3.2. Gut Microbiota Analysis between the Control and T2D Groups
	3.2.1. Validity Evaluation of Intestinal Microbiota Data
	3.2.2. OTU Analysis
	3.2.3. Alpha and Beta Diversity Analysis
	3.2.4. Differential Analysis
	3.2.5. Factor Analysis

	3.3. Enterotype Analysis of All 171 Subjects
	3.3.1. Cluster Numbers and Characteristics of Enterotypes
	3.3.2. Correlation Analysis of Differential Genus and Glucose Metabolic Indices
	3.3.3. Logistic Regression Analysis of the Association of Enterotypes with T2D
	3.3.4. Comparison of HOMA-β, HOMA-IR, and Gutt-ISI between the Two Enterotypes
	3.3.5. Comparison of DAO, LPS, TNF-α, and Age between Two Enterotypes
	3.3.6. Correlation Analysis of DAO, LPS, TNF-α, Age, and Fecal Microbiome
	3.3.7. Partial Correlation Analysis of DAO, LPS, TNF-α, and Gutt-ISI
	3.3.8. Multiple Linear Regression Analysis


	4. Discussion
	5. Conclusions
	Data Availability
	Conflicts of Interest
	Authors’ Contributions
	Acknowledgments
	Supplementary Materials

