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Purpose: Obesity has become a major public health concern worldwide, increasing the risk of T2DM. Growing evidence indicates gut 
microbiota dysbiosis is related to metabolic disorders. We aimed to firstly investigate the compositional and functional features of the 
gut microbiome between obesity with and without T2DM in the Chinese population.
Methods: A total of 32 obese individuals accompanied with T2DM and 18 age and gender-matched obesity with normal glucose 
tolerance (NGT) were enrolled. Fecal samples were collected, and the gut microbiota profile was determined using the Illumina MiSeq 
platform based on V3-V4 bacterial 16S rRNA gene.
Results: Compared with obesity- NGT, obesity-T2DM showed a significantly higher alpha diversity. Principal coordinates analysis based 
on both Bray-Curtis distance and weighted Unifrac revealed that the global microbial composition was significantly different between the 
two groups (P = 0.007 and P = 0.005, respectively). At the phylum level, Obesity-T2DM patients exhibited a significant decrease in 
Bacteroidetes, and a pronounced increase in Firmicutes. Regarding the genus level, Bacteroides and Escherichia-Shigella were found to 
increase considerably, while Prevotella_9 and Sutterella had an evident decrease in Obesity-T2DM. Furthermore, Spearman correlation 
analysis revealed that Prevotella_9 and Sutterella were negatively associated with HbA1c and fasting blood glucose.
Conclusion: We found clear differences in the gut microbiota composition in obesity-T2DM compared with obesity-NGT. Obesity 
accompanied with T2DM may aggravate the obesity-associated gut microbiota, and gut microbiota is expected to be a promising novel 
intervention target for obese management. However, larger sample size and more in-depth taxonomic identification studies are 
warranted.
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Introduction
The prevalence of obesity is increasing dramatically worldwide in adults and children, and obesity has become a major 
public health concern.1 With the rapid socioeconomic development and lifestyle changes in China, the number of obesity 
has more than quadrupled during the past four decades.2 The most recent national investigation reported that 16.4% of 
Chinese adults were obese.2 There is no question that obesity, which predominantly increases the risk of type 2 diabetes 
mellitus (T2DM), cardiovascular disease, stroke, and cancers, poses a significant burden for the health-care system.3

Obesity is caused by an imbalance between energy intake and expenditure. Notably, excessive energy and fat 
accumulation induce a low-grade chronic inflammation, an important driver of T2DM resulting from progressive loss 
of β-Cell insulin secretion and insulin resistance.4,5 However, not all obese individuals develop T2DM.

Growing evidence has indicated that gut microbiota dysbiosis is related to a wide variety of metabolic disorders, 
including obesity and T2DM.6 Intestinal microbiota regulate host glucose metabolism by producing metabolically active 
products such as short-chain fatty acids (SCFAs) and bile acids.7 Additionally, lipopolysaccharide (LPS), a component of 
the cell walls of gram-negative bacteria, is intimately involved in the inflammatory process by activating the TLR-4/NF- 
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κB signal pathway.8 Microbiota abnormalities elevate intestinal permeability, allowing LPS translocation to induce 
systemic inflammation and glucose metabolic dysfunction.7,9 A meta-analysis also showed significant differences in 
gut microbiome composition in obese versus non-obesity adults.10 Furthermore, fecal microbiota transplantation from 
obese increases the risk of hyperglycemia.11 Together, these observations suggest that the gut microbiome may play 
a crucial role in the development of obesity-associated T2DM. In contrast, a study from Germany population found that 
the gut microbiome was not significantly different between obesity with and without T2DM.12 These inconsistent results 
highlighted the importance of exploring gut microbiome in populations with different ethnicities and dietary habits.13

As such, evidence regarding the gut microbiota disturbance in obesity accompanied with T2DM is limited. In the 
present study, we aimed to investigate the compositional and functional features of the intestinal microbiome between 
obese individuals with and without T2DM in the Chinese population for the first time. Our research findings may be 
applicable to other populations with dietary habits of high carbohydrate intake similar to Chinese.

Materials and Methods
Study Population
The case-control study enrolled 50 obese individuals, including 32 with T2DM and 18 with normal glucose tolerance (NGT), 
who were scheduled to undergo bariatric surgery at the Beijing Tsinghua Changgung Hospital between June 2019 and 
December 2021. The participants were included if they met the following criteria: age between 18 and 60 years; BMI ≥ 28kg/ 
m2 (Obesity was diagnosed based on Chinese criteria); drug-naïve T2DM was diagnosed according to the WHO 1999 diagnostic 
criteria for diabetes. The exclusion criteria were as follows: obesity due to any endocrine disease such as Cushing syndrome, 
hypothyroidism, etc; antibiotics, probiotics, prebiotics, and symbiotic use during the past 3 months; any gastrointestinal disease 
or gastrointestinal surgery history. The study was conducted following the Declaration of Helsinki and approved by the local 
Ethics Committee of Beijing Tsinghua Changgung Hospital, and written informed consent was obtained from all participants.

Clinical Assessment and Measurements
A trained nurse measured height, weight and waist circumference (WC). Venous blood samples were collected after 12 h of 
overnight fasting. An oral glucose tolerance test (OGTT) was performed on each participant. Glucose and lipids were 
analyzed using the automatic biochemical analyzer (Roche C702, Germany). Serum insulin and C-peptide levels were 
determined using direct chemiluminescence immunoassay (Roche E801, Germany). Additionally, glycosylated Hemoglobin 
(HbA1c) was measured using high-performance liquid chromatography (BIO-Rad VARIANT II). Homeostatic model 
assessments of islet B cell function (HOMA-B) and basal insulin resistance (HOMA-IR) were calculated as follows: 
HOMAB = fasting serum insulin (mU/L) × 20/(fasting plasma glucose in mmol/L-3.5), HOMA-IR = fasting serum insulin 
(mU/L) × fasting plasma glucose (mmol/L)/22.5.

Gut Microbiota Sequencing and Analysis
Stool samples were collected in sterile containers according to the standard protocol and stored immediately at −80°C 
before processing. Microbial DNA was extracted using the CTAB/SDS method. DNA concentration and purity were 
assessed using spectrophotometry (Nanodrop ND1000). Variable regions V3-V4 of bacterial 16s rRNA were amplified by 
polymerase chain reaction (PCR) using the forward primer 341F (CCTAYGGGRBGCASCAG) and the reverse primer 
806R (GGACTACNNGGGTATCTAAT). PCR products were purified with Qiagen Gel Extraction Kit (Qiagen, 
Germany). Sequencing libraries were generated using TruSeq® DNA PCR-Free Sample Prep Kit (Illumina, USA) 
following manufacturer’s recommendations. Finally, the libraries were sequenced on an Illumina NovaSeq 6000 plat-
form, generating 250 bp paired-end reads.

Sequencing raw reads were filtered using QIIME software. The filtered high-quality reads were assigned to opera-
tional taxonomic units (OTUs) based on a 97% similarity threshold, and then the RDP classifier version 2.2 algorithm 
annotated the representative sequences. Alpha diversity reflecting intra-individual bacterial diversity was evaluated with 
Shannon, Simpson, Chao1and ACE indices. Beta diversity was analyzed by principal coordinates analysis (PCoA) based 
on Bray-Curtis distance and weighted Unifrac. Linear discriminant analyses Effect Size (LEfSe) and metastats analysis 
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were applied to assess differences in microbiota composition. Moreover, the correlations between the relative abundance 
of bacterial taxa and clinical parameters were performed using Spearman correlation. Two-tailed p < 0.05 were 
considered statistically significant. A false discovery rate (FDR) was applied to correct the significant p-values.

Statistical Analysis
Normally distributed continuous variables were expressed as mean ± standard deviation, and independent sample t-tests 
were used to evaluate differences in clinical parameters between obesity with T2DM and NGT individuals. Skewed data 
are presented with the median and interquartile range and compared with Mann–Whitney U-test. A Chi-square test was 
conducted for categorical variables. The statistical analyses were performed using SPSS version 20.0.

Results
Anthropometric and Biochemical Parameters
A total of 50 obese patients were included in this study. The age, sex distribution, BMI and WC were similar between the 
obesity-T2DM and obesity-NGT groups. The HbA1c, fasting blood glucose, total cholesterol and triglyceride levels of 
obese-T2DM patients were significantly higher than obesity-NGT participants, while high-density lipoprotein cholesterol 
(HDL-c) levels were significantly lower. The detailed participant characteristics are shown in Table 1.

Microbial Diversity in the Obesity with T2DM and NGT Participants
A total of 3745 OTUs were observed in the two groups. The obesity-T2DM group exhibited larger amount of OTUs, and 
shared 1911 common OTUs with the obesity-NGT group (Figure 1). In the alpha diversity analysis, despite a significantly 
higher ACE index in the obesity-T2DM group in comparison with obesity-NGT group (Figure 1), no significant differences 
in Shannon, Simpson and Chao1 index were found between the two groups (Figure S1). Overall bacterial community 
composition (that is, beta diversity) was analyzed by using weighted UniFrac and Bray-Curtis distance PCoA followed by 
permutational multivariate analysis of variance (PERMANOVA) test. We found that the bacterial beta diversity of obesity- 
T2DM significantly differs from that of obesity-NGT (P = 0.007 and P = 0.005, respectively) (Figure 1), indicating that gut 
microbiota profile of obesity-T2DM was substantial diverse from that of obesity-NGT.

Table 1 General Characteristics of Obesity with and without Type 2 
Diabetes

Obesity-DM Obesity-NGT P Value

N (Female) 32 (16) 18(12) 0.37

Age (years) 40±11.91 35.78±9.37 0.202
BMI (Kg/m2) 36.37±7.88 40.28±5.64 0.071

WC (cm) 111.25(103.00,126.50) 111.00(102.25,132.00) 0.986

HbA1c (%) 7.90±1.71 5.59±0.39 <0.001
FBG (mmol/L) 8.64±3.83 5.24±0.57 0.001
PBG (mmol/L) 14.14±4.49 6.09±1.25 <0.001
FINS (mIU/L) 22.00(14.40,28.60) 17.95(11.55,32.02) 0.713
PINS (mIU/L) 95.25(33.81,173.00) 80.93(48.76,145.61) 0.842

FCP (ng/mL) 2.68±0.93 2.35±1.13 0.32

PCP (ng/mL) 7.56±4.42 7.30±3.16 0.837
TC (mmol/L) 5.12±1.18 4.48±0.72 0.043
TG (mmol/L) 2.82±2.2 1.34±0.73 0.008
LDL-c (mmol/L) 3.35±1.20 3.01±0.71 0.275
HDL-c (mmol/L) 0.97±0.14 1.13±0.30 0.012

Notes: P< 0.05 is highlighted in bold. 
Abbreviations: WC, Waist circumference; HbA1c, glycated hemoglobin; FBG, fasting blood 
glucose; PBG, 2-hour OGTT plasma glucose; FINS, fasting plasma insulin; PINS, 2-hour OGTT 
plasma insulin; TC, total cholesterol; TG, triacylglycerol; LDL-c, low-density lipoproteins; HDL- 
c, high-density lipoproteins.
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The Difference in Microbiota Composition in the Obesity-T2DM and NGT Group
The dominant phyla of the two groups were Bacteroidetes and Firmicutes, followed by Proteobacteria, Fusobacteria and 
Actinobacteria. Obesity-T2DM patients exhibited a significant decrease in the abundance of Bacteroidetes, and 
a significant increase in the abundance of Firmicutes and Actinobacteria compared to obesity-NGT. Regarding the 
genus level, Bacteroides, Escherichia-Shigella and Roseburia increased considerably in the Obesity-T2DM group. 
Nevertheless, Prevotella_9 and Sutterella had an evident decrease in Obesity-T2DM compared to obesity-NGT 
(Figure 2). The other significantly different bacteria from the phylum level down to the genus level based on 
Metastasis analysis are given in Table S1.

Lefse analysis (LDA score > 3.0 as the cutoff) was conducted to further determine the different taxa between the 
Obesity-T2DM and Obesity-NGT groups. The results showed that 16 genus, 3 family, and 1order including Bacteroides 
and Bacteroidaceae were enriched in the Obesity-T2DM group, while Bacteroidetes, Bacteroidia, Bacteroidales, 
Prevotella_9 and Sutterella were enriched in the Obesity-NGT group (Figure 3).

Figure 1 Diversity and richness of the gut microbiota in obesity-DM group and obesity-NGT group. (a) Venn diagrams showing OTU distribution; (b) alpha diversity 
estimated by the ACE index; (c and d) Principal-coordinate analysis based on weighted UniFrac and Bray-Curtis distance.
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Correlation Between the Gut Microbiota and Glucose and Lipids Parameters
Spearman correlation was conducted to evaluate the association between the relative abundance of differently expressed 
taxa and glucose and lipid metabolism indices. Bacteroidetes, Bacteroidia, Bacteroidales, Prevotella_9 and Sutterella 
showed significantly negative correlations with HbA1c, fasting blood glucose and triglyceride levels. Besides, 
Bacteroidetes, Bacteroidia, Bacteroidales and Prevotella_9 exhibited positive correlations with HDL-c. Additionally, 
Lachnospiraceae, Firmicutes, Blautia and Roseburia were positively associated with HbA1c and OGTT-2h glucose. 
Moreover, positive correlations were found between Bacteroides, Bacteroidaceae and HOMA-IR (Figure 4).

Figure 2 Composition of gut microbiota in obesity-DM group and obesity-NGT group. (a and b) The relative abundance of bacteria at the phylum level and genus level; (c) 
Comparison of differentially abundant significant genera.
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Discussion
Although a large number of studies have shown gut microbiome alterations in obesity or T2DM, there is limited evidence 
to compare intestinal bacterial differences between obesity with T2DM and NGT. The present study demonstrated, for 
the first time, that the gut microbiota profile of obesity-T2DM individuals was substantially diverse from that of obesity- 
NGT individuals in Chinese populations. Importantly, we found that gut bacteria conducive to glucose metabolism, such 
as Sutterella and Prevotella_9, were significantly decreased in obesity with T2DM, while Bacteroides exerting pro- 
inflammatory effects and inducing insulin resistance was enriched.

Alpha diversity reflects intra-individual bacterial diversity. Lower alpha diversity had been identified in T2DM and 
obesity in previous studies,10,14 but there is still much debate on the alpha diversity of T2DM or obese gut microbiome.15 

Interestingly, the present study firstly observed that the ACE index reflected bacterial community richness was higher in 
obesity-T2DM than in obesity-NGT. In agreement with our findings, metformin and berberine significantly reduced alpha 
diversity and gut microbiota richness in obese rats.16 Greater bacterial diversity in obese Japanese subjects compared 
with non-obese subject was also observed.17 In contrast, Thingholm LB et al reported that alpha diversity was not 
significantly different between obesity with and without T2DM.12 The inconsistent results may be due to differences in 
diabetic medications (None of the subjects in our study took antidiabetic drugs), dietary habits and genetic factors, and 
other factors. In short, the relationship between higher alpha diversity and disorders is complex. Perhaps what matters is 
not just the bacterial richness but also the specific composition of the gut microbiota. Overabundance of potential 
pathogenic bacteria may contribute to the high alpha diversity in obesity-T2DM. Further investigations are required to 
explore the relationships between decreased alpha diversity and metabolism disease.

Our findings indicate that clear differences in the gut microbial composition of obesity-T2DM compared to obesity- 
NGT. Notably, obesity with T2DM showed a significant decrease in the relative abundance of Sutterella and 
Prevotella_9. The genus Sutterella is a gram-negative, anaerobic, non-spore-forming bacterium. Similar to our findings, 
decreased abundance of Sutterella had also been demonstrated in T2DM and type 1 diabetes (T1DM) compared to 
healthy people.18 Furthermore, a recent study reported that the gut microbiota of normoglycemic pregnant women was 
associated with an increased abundance of the genus Sutterella.19 Importantly, an increased abundance of Sutterella was 
observed in the caecum of T2DM rats after Roux-en-Y gastric bypass surgery, which may contribute to glucose 
metabolism improvement after surgery.20 Another animal study demonstrated that the application of metformin could 
selectively increase the abundance of Sutterella.21 Thus, these studies suggest that the genus Sutterella has beneficial 

Figure 3 Cladogram and Linear discriminant analysis effect size analysis in obesity-DM group and obesity-NGT group.

https://doi.org/10.2147/DMSO.S477494                                                                                                                                                                                                                               

DovePress                                                                                                                                

Diabetes, Metabolic Syndrome and Obesity 2024:17 3970

Wang et al                                                                                                                                                            Dovepress

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)

https://www.dovepress.com
https://www.dovepress.com


effects on glycometabolism. It also aligns with the fact that Sutterella was negatively associated with HbA1c and fasting 
blood glucose in our study. However, the underlying mechanism by which Sutterella affects glucose metabolism remains 
unclear. Previous studies showed Sutterella was positively correlated with glucagon-like peptide (GLP-1) and negatively 
associated with proinflammatory cytokine and LPS biosynthesis.21,22 GLP-1 can promote insulin secretion and inhibit 
glucagon release in a glucose-dependent manner, leading to antihyperglycemic action. Chronic low-grade inflammation is 
thought to drive insulin resistance and T2DM. Nevertheless, future functional studies on Sutterella are needed to better 
understand its potential role in glucose metabolism.

Accumulating evidence indicates SCFAs (ie, acetate, propionate and butyrate) beneficially contribute to systemic 
glucose and energy homeostasis by reducing hepatic glucose production and triggering intestinal gluconeogenesis.22 

Additionally, SCFAs regulate mucosal immune function, provide fuel for intestinal epithelial cells and improve epithelial 
barrier function, thereby preventing LPS translocation from the intestinal barrier.7,23 Recent research has also shown that 
obesity microbiota weakened intestinal barriers and instigated gut permeability and inflammation, thus inducing 
abnormalities in glucose metabolism by ethanolamine/ARID3a/miR-101A/Zo1 axis.24 It is important to note that 
Prevotella_9 belongs to SCFAs-producing bacteria. As such, it beneficially affects intestinal inflammation by inducing 
anti-inflammation cytokine secretion and favoring Th17 responses.25 Moreover, this genus-produced succinate improved 

Figure 4 Spearman correlations between different gut microbiota and glucose and lipid metabolic parameters. * P<0.05.
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glycemic control through activation of intestinal gluconeogenesis.26 Prevotella_9 had been reported to be poorly 
represented in the fecal samples of diabetes and diabetic nephropathy.18,27,28 Consistent with previous reports, our 
study found that decreased abundance of Prevotella_9 in obesity with T2DM was negatively correlated with HbA1c and 
blood glucose levels. Particularly, Prevotella is known to produce propionate, which stimulates the release of GLP-1 and 
reduces intrahepatocellular lipid content.29 However, controversial results regarding the effect of Prevotella on glycemic 
control had been reported. Prevotella enterotype was associated with a diet rich in carbohydrate and fiber.13 Significant 
reductions in total cholesterol and low-density lipoprotein cholesterol were also observed following propionate 
supplementation.30 In accordance, our study indicated Prevotella_9 was negatively associated with triglyceride and 
positively associated with HDL-c. Certainly, measurement of intestinal SCFAs levels and culture of SCFAs-producing 
bacteria will help to further understand its role in modulating host metabolism.

On the other hand, we found that Bacteroides and Escherichia-Shigella dominated in obesity with T2DM patients. 
The Gram-negative bacteria Bacteroides and Escherichia-Shigella are considered to be opportunistic pathogens that 
produce LPS and disrupt the intestinal barrier function of the epithelial cell layer, inducing chronic low-grade 
inflammation.31,32 Several studies have also demonstrated a marked increase in the abundance of intestinal 
Bacteroides and Escherichia-Shigella in T2DM and T1DM, and Bacteroides were positively correlated with 
glucose.28,33 These findings are consistent with our study to some extent. Furthermore, in support of our findings, 
a metagenome-wide association study of gut microbiota in China showed that T2DM patients were characterized by an 
increase in various opportunistic pathogens including family Lachnospiraceae.34 Our findings indicated that 
Lachnospiraceae enriched in obesity with T2DM and was significantly positively associated with HbA1c and plasma 
glucose. Collectively, gut microbiota disturbance may play a fundamental role in obesity developing into T2DM. 
Increasing researches have highlighted the significant and complex role of bacterial metabolites, such as amino acids, 
bile acids and SCFAs in glucometabolic disturbances.35 The interplay between microbiota and metabolites potentially 
influences whole body glucose homeostasis. Modulating the gut microbiota and metabolites is considered a promising 
and novel approach in the prevention and treatment of obesity and T2DM. Administration of probiotics, prebiotics, and 
fecal microbiota transplant may be the potential ways to restore microbial disturbances.35 Oral supplementation of the 
microbiota-derived amino acid histidine has been shown to exert metabolic benefits.36 Future studies are required to 
further determine the optimal dose of these interventions and the most effective strains and metabolites for obesity and 
glycemic control.

The present study has several limitations that deserve to state. First, the included sample size was relatively small. 
Differences in low-abundance microbes may not be able to be identified. Thus, a larger cohort is needed to further 
validate our findings. Second, to minimize the confounding factors, we enrolled age, gender and BMI-matched obesity 
subjects living in North China. However, minor dietary differences between the obesity-T2DM and obesity-NGT group 
cannot be excluded. Particularly, the notable effect of dietary iron on the gut microbiome was observed in both human 
cohort and mice study,12 but iron intake was not evaluated in our study. Additionally, this is a cross-sectional study. The 
causal relationship between gut microbiota and the development of T2DM in obese patients can not be established. 
Finally, only 16s rRNA sequencing was performed. Thus, metagenomics analysis should be applied to investigate the 
function of gut microbiota.

Conclusions
In conclusion, our research indicates significant differences in the gut microbiota composition in obesity-T2DM 
compared with obesity-NGT. Enriching potential pathogen-like bacteria and reducing SCFA-producing bacteria may 
be involved in the progression from obesity to T2DM. Importantly, these findings suggest the gut microbiota is expected 
to be a promising novel intervention target for obese management. However, larger sample size and more in-depth 
taxonomic identification studies are warranted in future investigations.

Informed Consent Statement
Informed consent was obtained from all subjects involved in the study.

https://doi.org/10.2147/DMSO.S477494                                                                                                                                                                                                                               

DovePress                                                                                                                                

Diabetes, Metabolic Syndrome and Obesity 2024:17 3972

Wang et al                                                                                                                                                            Dovepress

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)

https://www.dovepress.com
https://www.dovepress.com


Acknowledgments
We thank for all study participants in this study.

Funding
The work was supported by National Natural Science Foundation of China (No. 82000746), Beijing Hospitals Authority 
Youth program (QML20210901) and Tsinghua Precision Medicine Foundation (12020B7041).

Disclosure
The authors declare no conflict of interest.

References
1. Mahase E. Obesity: no European country is on track to halt rising levels by 2025, WHO warns. BMJ. 2022;377:o1107. doi:10.1136/bmj.o1107
2. Zeng Q, Li N, Pan XF, Chen L, Pan A. Clinical management and treatment of obesity in China. Lancet Diabetes Endocrinol. 2021;9(6):393–405. 

doi:10.1016/S2213-8587(21)00047-4
3. Withrow D, Alter DA. The economic burden of obesity worldwide: a systematic review of the direct costs of obesity. Obes Rev. 2011;12 

(2):131–141. doi:10.1111/j.1467-789X.2009.00712.x
4. Mandrup-Poulsen T. Type 2 diabetes mellitus: a metabolic autoinflammatory disease. Dermatol Clin. 2013;31(3):495–506. doi:10.1016/j. 

det.2013.04.006
5. Eizirik DL, Pasquali L, Cnop M. Pancreatic beta-cells in type 1 and type 2 diabetes mellitus: different pathways to failure. Nat Rev Endocrinol. 

2020;16(7):349–362. doi:10.1038/s41574-020-0355-7
6. Dabke K, Hendrick G, Devkota S. The gut microbiome and metabolic syndrome. J Clin Invest. 2019;129(10):4050–4057. doi:10.1172/JCI129194
7. Van Hul M, Cani PD. The gut microbiota in obesity and weight management: microbes as friends or foe? Nat Rev Endocrinol. 2023;19(5):258–271. 

doi:10.1038/s41574-022-00794-0
8. Saad MJ, Santos A, Prada PO. Linking Gut Microbiota and Inflammation to Obesity and Insulin Resistance. Physiology. 2016;31(4):283–293. 

doi:10.1152/physiol.00041.2015
9. Cani PD, Amar J, Iglesias MA, et al. Metabolic endotoxemia initiates obesity and insulin resistance. Diabetes. 2007;56(7):1761–1772. doi:10.2337/ 

db06-1491
10. Pinart M, Dotsch A, Schlicht K, et al. Gut Microbiome Composition in Obese and Non-Obese Persons: a Systematic Review and Meta-Analysis. 

Nutrients. 2021;14(1):12. doi:10.3390/nu14010012
11. Li Z, Chen L, Sepulveda M, et al. Microbiota-dependent and -independent effects of obesity on transplant rejection and hyperglycemia. Am 

J Transplant. 2023;23(10):1526–1535. doi:10.1016/j.ajt.2023.06.011
12. Thingholm LB, Ruhlemann MC, Koch M, et al. Obese Individuals with and without Type 2 Diabetes Show Different Gut Microbial Functional 

Capacity and Composition. Cell Host Microbe. 2019;26(2):252–264e210. doi:10.1016/j.chom.2019.07.004
13. Ejtahed HS, Hoseini-Tavassol Z, Khatami S, et al. Main gut bacterial composition differs between patients with type 1 and type 2 diabetes and 

non-diabetic adults. J Diabetes Metab Disord. 2020;19(1):265–271. doi:10.1007/s40200-020-00502-7
14. Le chatelier E, Nielsen T, Qin J, et al. Richness of human gut microbiome correlates with metabolic markers. Nature. 2013;500(7464):541–546. 

doi:10.1038/nature12506
15. Vallianou N, Stratigou T, Christodoulatos GS, et al. Understanding the Role of the Gut Microbiome and Microbial Metabolites in Obesity and 

Obesity-Associated Metabolic Disorders: current Evidence and Perspectives. Curr Obes Rep. 2019;8(3):317–332. doi:10.1007/s13679-019-00352-2
16. Zhang X, Zhao Y, Xu J, et al. Modulation of gut microbiota by berberine and metformin during the treatment of high-fat diet-induced obesity in 

rats. Sci Rep. 2015;5(1):14405. doi:10.1038/srep14405
17. Kasai C, Sugimoto K, Moritani I, et al. Comparison of the gut microbiota composition between obese and non-obese individuals in a Japanese 

population, as analyzed by terminal restriction fragment length polymorphism and next generation sequencing. BMC Gastroenterol. 2015;15 
(100):1–10. doi:10.1186/s12876-015-0330-2

18. Gaike AH, Paul D, Bhute S, et al. The Gut Microbial Diversity of Newly Diagnosed Diabetics but Not of Prediabetics Is Significantly Different 
from That of Healthy Nondiabetics. mSystems. 2020;5(2). doi:10.1128/mSystems.00578-19.

19. Vavreckova M, Galanova N, Kostovcik M, et al. Specific gut bacterial and fungal microbiota pattern in the first half of pregnancy is linked to the 
development of gestational diabetes mellitus in the cohort including obese women. Front Endocrinol. 2022;13:970825. doi:10.3389/ 
fendo.2022.970825

20. Wang C, Zhang H, Liu H, et al. The genus Sutterella is a potential contributor to glucose metabolism improvement after Roux-en-Y gastric bypass 
surgery in T2D. Diabet Res Clin Pract. 2020;162:108116. doi:10.1016/j.diabres.2020.108116

21. Liu G, Bei J, Liang L, Yu G, Li L, Li Q. Stachyose Improves Inflammation through Modulating Gut Microbiota of High-Fat Diet/ 
Streptozotocin-Induced Type 2 Diabetes in Rats. Mol Nutr Food Res. 2018;62(6):e1700954. doi:10.1002/mnfr.201700954

22. Liang YY, Liu LY, Jia Y, et al. Correlation between gut microbiota and glucagon-like peptide-1 in patients with gestational diabetes mellitus. World 
J Diabetes. 2022;13(10):861–876. doi:10.4239/wjd.v13.i10.861

23. Blaak EE, Canfora EE, Theis S, et al. Short chain fatty acids in human gut and metabolic health. Benef Microbes. 2020;11(5):411–455. doi:10.3920/ 
BM2020.0057

24. Mishra SP, Wang B, Jain S, et al. A mechanism by which gut microbiota elevates permeability and inflammation in obese/diabetic mice and human 
gut. Gut. 2023;72(10):1848–1865. doi:10.1136/gutjnl-2022-327365

25. Larsen JM. The immune response to Prevotella bacteria in chronic inflammatory disease. Immunology. 2017;151(4):363–374. doi:10.1111/ 
imm.12760

Diabetes, Metabolic Syndrome and Obesity 2024:17                                                                          https://doi.org/10.2147/DMSO.S477494                                                                                                                                                                                                                       

DovePress                                                                                                                       
3973

Dovepress                                                                                                                                                            Wang et al

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)

https://doi.org/10.1136/bmj.o1107
https://doi.org/10.1016/S2213-8587(21)00047-4
https://doi.org/10.1111/j.1467-789X.2009.00712.x
https://doi.org/10.1016/j.det.2013.04.006
https://doi.org/10.1016/j.det.2013.04.006
https://doi.org/10.1038/s41574-020-0355-7
https://doi.org/10.1172/JCI129194
https://doi.org/10.1038/s41574-022-00794-0
https://doi.org/10.1152/physiol.00041.2015
https://doi.org/10.2337/db06-1491
https://doi.org/10.2337/db06-1491
https://doi.org/10.3390/nu14010012
https://doi.org/10.1016/j.ajt.2023.06.011
https://doi.org/10.1016/j.chom.2019.07.004
https://doi.org/10.1007/s40200-020-00502-7
https://doi.org/10.1038/nature12506
https://doi.org/10.1007/s13679-019-00352-2
https://doi.org/10.1038/srep14405
https://doi.org/10.1186/s12876-015-0330-2
https://doi.org/10.1128/mSystems.00578-19
https://doi.org/10.3389/fendo.2022.970825
https://doi.org/10.3389/fendo.2022.970825
https://doi.org/10.1016/j.diabres.2020.108116
https://doi.org/10.1002/mnfr.201700954
https://doi.org/10.4239/wjd.v13.i10.861
https://doi.org/10.3920/BM2020.0057
https://doi.org/10.3920/BM2020.0057
https://doi.org/10.1136/gutjnl-2022-327365
https://doi.org/10.1111/imm.12760
https://doi.org/10.1111/imm.12760
https://www.dovepress.com
https://www.dovepress.com


26. Kovatcheva-Datchary P, Nilsson A, Akrami R, et al. Dietary Fiber-Induced Improvement in Glucose Metabolism Is Associated with Increased 
Abundance of Prevotella. Cell Metab. 2015;22(6):971–982. doi:10.1016/j.cmet.2015.10.001

27. Zhao X, Zhang Y, Guo R, et al. The Alteration in Composition and Function of Gut Microbiome in Patients with Type 2 Diabetes. J Diabetes Res. 
2020;2020:8842651. doi:10.1155/2020/8842651

28. Tao S, Li L, Li L, et al. Understanding the gut-kidney axis among biopsy-proven diabetic nephropathy, type 2 diabetes mellitus and healthy 
controls: an analysis of the gut microbiota composition. Acta Diabetol. 2019;56(5):581–592. doi:10.1007/s00592-019-01316-7

29. Chen T, Long W, Zhang C, Liu S, Zhao L, Hamaker BR. Fiber-utilizing capacity varies in Prevotella- versus Bacteroides-dominated gut microbiota. 
Sci Rep. 2017;7(1):2594. doi:10.1038/s41598-017-02995-4

30. Chambers ES, Viardot A, Psichas A, et al. Effects of targeted delivery of propionate to the human colon on appetite regulation, body weight 
maintenance and adiposity in overweight adults. Gut. 2015;64(11):1744–1754. doi:10.1136/gutjnl-2014-307913

31. Tlaskalova-Hogenova H, Stepankova R, Kozakova H, et al. The role of gut microbiota (commensal bacteria) and the mucosal barrier in the 
pathogenesis of inflammatory and autoimmune diseases and cancer: contribution of germ-free and gnotobiotic animal models of human diseases. 
Cell Mol Immunol. 2011;8(2):110–120. doi:10.1038/cmi.2010.67

32. Croxen MA, Law RJ, Scholz R, Keeney KM, Wlodarska M, Finlay BB. Recent advances in understanding enteric pathogenic Escherichia coli. Clin 
Microbiol Rev. 2013;26(4):822–880. doi:10.1128/CMR.00022-13

33. Leiva-Gea I, Sanchez-Alcoholado L, Martin-Tejedor B, et al. Gut Microbiota Differs in Composition and Functionality Between Children With Type 1 
Diabetes and MODY2 and Healthy Control Subjects: a Case-Control Study. Diabetes Care. 2018;41(11):2385–2395. doi:10.2337/dc18-0253

34. Qin J, Li Y, Cai Z, et al. A metagenome-wide association study of gut microbiota in type 2 diabetes. Nature. 2012;490(7418):55–60. doi:10.1038/ 
nature11450

35. Sasidharan Pillai S, Gagnon CA, Foster C, et al. Exploring the Gut Microbiota: key Insights into Its Role in Obesity, Metabolic Syndrome, and 
Type 2 Diabetes. J Clin Endocrinol Metab. 2024. doi:10.1210/clinem/dgae499

36. Warmbrunn MV, Attaye I, Aron-Wisnewsky J, et al. Oral histidine affects gut microbiota and MAIT cells improving glycemic control in type 2 
diabetes patients. Gut Microbes. 2024;16(1):2370616. doi:10.1080/19490976.2024.2370616

Diabetes, Metabolic Syndrome and Obesity                                                                                       Dovepress 

Publish your work in this journal 
Diabetes, Metabolic Syndrome and Obesity is an international, peer-reviewed open-access journal committed to the rapid publication of the 
latest laboratory and clinical findings in the fields of diabetes, metabolic syndrome and obesity research. Original research, review, case reports, 
hypothesis formation, expert opinion and commentaries are all considered for publication. The manuscript management system is completely 
online and includes a very quick and fair peer-review system, which is all easy to use. Visit http://www.dovepress.com/testimonials.php to 
read real quotes from published authors.  

Submit your manuscript here: https://www.dovepress.com/diabetes-metabolic-syndrome-and-obesity-journal

DovePress                                                                                              Diabetes, Metabolic Syndrome and Obesity 2024:17 3974

Wang et al                                                                                                                                                            Dovepress

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)

https://doi.org/10.1016/j.cmet.2015.10.001
https://doi.org/10.1155/2020/8842651
https://doi.org/10.1007/s00592-019-01316-7
https://doi.org/10.1038/s41598-017-02995-4
https://doi.org/10.1136/gutjnl-2014-307913
https://doi.org/10.1038/cmi.2010.67
https://doi.org/10.1128/CMR.00022-13
https://doi.org/10.2337/dc18-0253
https://doi.org/10.1038/nature11450
https://doi.org/10.1038/nature11450
https://doi.org/10.1210/clinem/dgae499
https://doi.org/10.1080/19490976.2024.2370616
https://www.dovepress.com
http://www.dovepress.com/testimonials.php
https://www.facebook.com/DoveMedicalPress/
https://twitter.com/dovepress
https://www.linkedin.com/company/dove-medical-press
https://www.youtube.com/user/dovepress
https://www.dovepress.com
https://www.dovepress.com

	Introduction
	Materials and Methods
	Study Population
	Clinical Assessment and Measurements
	Gut Microbiota Sequencing and Analysis
	Statistical Analysis

	Results
	Anthropometric and Biochemical Parameters
	Microbial Diversity in the Obesity with T2DM and NGT Participants
	The Difference in Microbiota Composition in the Obesity-T2DM and NGT Group
	Correlation Between the Gut Microbiota and Glucose and Lipids Parameters

	Discussion
	Conclusions
	Informed Consent Statement
	Acknowledgments
	Funding
	Disclosure

