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Abstract 

Diabetes mellitus (DM) is a complicated disease characterized by a complex interplay of genetic, 

epigenetic, and environmental variables. It is one of the world's fastest-growing diseases, with 783 

million adults expected to be affected by 2045. Devastating macrovascular consequences 

(cerebrovascular disease, cardiovascular disease, and peripheral vascular disease) and 

microvascular complications (like retinopathy, nephropathy, and neuropathy) increase mortality, 

blindness, kidney failure, and overall quality of life in individuals with diabetes. Clinical risk 

factors and glycemic management alone cannot predict the development of vascular problems; 

multiple genetic investigations have revealed a clear hereditary component to both diabetes and its 

related complications. In the twenty-first century, technological advancements (genome-wide 

association studies, next-generation sequencing, and exome-sequencing) have led to the 

identification of genetic variants associated with diabetes, however, these variants can only explain 

a small proportion of the total heritability of the condition. In this review, we address some of the 

likely explanations for this "missing heritability," for diabetes such as the significance of 

uncommon variants, gene-environment interactions, and epigenetics. Current discoveries clinical 

value, management of diabetes, and future research directions are also discussed. 

Keywords: Type 1 diabetes, Type 2 diabetes, gestational diabetes mellitus, MODY, genome-wide 

association studies; common variants; rare variants 
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1.0 Introduction 

Diabetes mellitus (DM) is a set of diverse metabolic illnesses characterized by disturbances in the 

metabolism of glucose, resulting in hyperglycemia and glucose intolerance. Diabetes can occur 

either by the failure of the body to produce insulin, resistance to the action of insulin, or both [1, 

2]. Diabetes mellitus is one of the most common endocrinological disorders worldwide. Its 

prevalence is rising because of physiological risk factors such as socioeconomic level, stress, 

obesity, hyperlipidemia, and hypertension. In addition to these, changes in behavioral patterns such 

as unhealthy lifestyles and eating habits can contribute significantly to the pathogenesis of diabetes 

[3]. DM has a devastating effect on different organs of the body such as the heart, kidneys, nerves, 

and eyes, and can lead to the development of various long-term microvascular or macrovascular 

complications [4, 5]. The rapid global increase in instances of diabetes, which affects people's life 

expectancy and quality of life, places a significant public health burden on society [6]. 

2.0 Classification of Diabetes Mellitus 

Diabetes Mellitus can be broadly classified into four types (Figure 1) i.e., type 1 diabetes mellitus 

(T1DM), type 2 diabetes mellitus (T2DM), gestational diabetes mellitus (GDM), and maturity-

onset diabetes of young (MODY) [7]. Of these, T2DM is the most prevalent form of diabetes 

accounting for 90% of all cases worldwide.  

2.1 Type 1 Diabetes Mellitus (T1DM) 

Type 1 diabetes mellitus (T1DM) is also known as insulin-dependent diabetes mellitus (IDDM) or 

juvenile-onset diabetes. T1DM is caused by the autoimmune destruction of pancreatic beta cells 

by a T-cell-mediated inflammatory response, resulting in reduced insulin production. T1DM 

accounts for around 5-10% of the individuals diagnosed with diabetes and approximately 80-90% 

of cases with diabetes among children and adolescents [8]. The interaction between T-lymphocytes 

and autoantigens causes beta-cell death. In newborns and children, the rate of beta cell loss is 

relatively variable with rapid progression. Adults are more likely to develop the slowly progressive 

form, commonly known as latent autoimmune diabetes in adults (LADA). At this stage, the body 

secretes little or no insulin, and patients frequently become dependent on insulin for survival [2, 

9]. 
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2.2 Type 2 Diabetes Mellitus (T2DM) 

T2DM is the most common type of diabetes, accounting for almost 90% of all cases globally. 

T2DM is characterized by insulin insensitivity caused by insulin resistance, poor insulin 

production, and pancreatic beta-cell destruction. The increased demand for insulin in the target 

tissues caused by insulin resistance could not be met due to beta cell abnormalities, resulting in 

hyperglycemia [10]. T2DM is a complex condition characterized by a combination of genetic as 

well as environmental variables, such as stress, obesity, and lack of physical activity [11]. 

2.3 Gestational Diabetes Mellitus (GDM) 

Gestational diabetes is most common in pregnant women and accounts for about 7% of all 

pregnancy cases. Females having a history of GDM are 10 times more likely to develop postpartum 

T2DM, cardiovascular disease, and metabolic perturbation in the future [12]. Furthermore, 

children of pregnant women with gestational diabetes are at risk of anomalies related to glucose 

metabolism and have a 40 to 60 percent chance of getting diabetes in adulthood [13]. Women with 

a family history of diabetes and obese women are more likely to develop gestational diabetes [14]. 

2.4 Maturity Onset Diabetes of Young (MODY) 

MODY, a monogenic variant of type 2 diabetes, has an autosomal dominant inheritance pattern 

and is characterized mostly by insulin secretion abnormalities, however, with normal insulin action 

[15]. MODY generally occurs before the age of 25 years or during childhood [2]. Roughly 2-5% 

of type 2 diabetes patients have been estimated to have MODY. Different types of MODY are 

classified based on underlying genetic defect: MODY1 (HNF4A); MODY2 (GCK); MODY3 

(HNF1A); MODY4 (PDX1); MODY5 (HNF1B); MODY6 (NEUROD1); MODY12 (ABCC8), and 

MODY13 (KCNJ11). 

3.0 Atypical Diabetes Mellitus 

There are two atypical types of diabetes mellitus: latent autoimmune diabetes of adults (LADA) 

and ketosis-prone diabetes mellitus (KPDM), both of which are prone to misdiagnosis, leading to 

ineffective management. 
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3.1 Latent Autoimmune Diabetes of Adults (LADA) 

LADA is a kind of autoimmune diabetes that resembles T1DM but the onset is during adulthood 

and it progresses slowly toward absolute insulin insufficiency than classical childhood-onset 

T1DM, which requires prompt exogenous insulin therapy [16]. Approximately 2-12% of all 

diabetes mellitus patients may have LADA [17]. Most LADA patients do not require insulin at the 

time of diagnosis; nevertheless, they do have diabetes-specific autoantibodies (DAAs). As a result, 

they have characteristics of both T1DM and T2DM and are at risk of being misdiagnosed as having 

T2DM [18]. According to studies from China, Korea, India, and the United Arab Emirates, the 

prevalence of LADA is 5.7%, 4.4% to 5.3%, 2.6% to 3.2%, and 2.6%, respectively [19]. Usage of 

clinical risk tools (age of onset of diabetes <50 years, acute symptoms of hyperglycemia at the 

time of onset, body mass index <25kg/m2, family history or personal history of autoimmune 

disease), and evaluation of C-peptide level can help identify individuals at higher risk of LADA 

in adults [19]. 

3.2 Ketosis-Prone Diabetes Mellitus (KPDM) 

Diabetic ketoacidosis (DKA) is a potentially fatal but treatable complication of diabetes mellitus 

that is characterized by hyperglycemia, metabolic acidosis, and ketonemia as a result of absolute 

or relative insulin insufficiency [20]. Although the actual prevalence of KPDM is unknown, men 

have a higher prevalence than women [21]. Patients with KPDM typically show acute and very 

recent history (mostly <4 weeks) of hyperglycemic symptoms such as polyuria, polydipsia, and 

weight-loss [22, 23].  

4.0 Global Prevalence of Diabetes Mellitus 

Diabetes is one of the fastest-growing global health emergencies of the 21st century (Figure 2). 

Diabetes affected around 537 million people in 2021, and this number is projected to reach 643 

million by 2030 and 783 million by 2045, which is a nearly 46% increase in its prevalence [24]. 

Middle-income countries are expected to see the greatest percentage increase in the prevalence of 

diabetes, followed by high- and low-income countries. In 2021, there were approximately 8.4 

million individuals worldwide with T1DM, of which 1.5 million were younger than 20 years of 

age. In 2040 the prevalence of T1DM has been predicted to increase to 13.5-17.4 million (60-107% 
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higher than in 2021) [25]. The frequency of the most common type of diabetes mellitus i.e., T2DM 

varies substantially by region, with low and middle-income countries accounting for almost 80% 

of all T2DM cases [26]. This variance in diabetes incidence across the globe may be attributable 

to environmental as well as lifestyle factors apart from underlying genetic components. Globally, 

the prevalence of GDM varies greatly (from 1% to 28%) depending on demographic variables 

(e.g., maternal age, socioeconomic status, race or ethnicity, or body composition), screening 

methods, and diagnostic criteria. The estimated prevalence of MODY is 1 in 10,000 for adults and 

1 in 23,000 for children.   

5.0 Pathogenesis of Diabetes Mellitus 

The pathogenesis of type 2 diabetes mellitus is influenced by eight key abnormalities described 

collectively as "the ominous octet" [27] (Figure 3). Reduced insulin secretion, decreased incretin 

action, increased lipolysis, increased glucose reabsorption, decreased glucose uptake, 

neurotransmitter dysfunction, increased hepatic glucose synthesis, and increased glucagon 

secretion are examples of these [27, 28]. Therapy options for T2DM should target these 

documented pathophysiological abnormalities while also using a patient-centered approach that 

incorporates aspects other than glycemic control, such as lowering overall cardiovascular risk [29, 

30]. Recent research has indicated that during the progression of T2DM, pancreatic -cells 

undergo dynamic compensation and decompensation processes, with metabolic stressors such as 

endoplasmic reticulum stress, oxidative stress, and apoptosis acting as major regulators of the -

cell dynamics [31]. 

T1DM is characterized by the autoimmune death of pancreatic beta cells produced by a T-cell-

mediated inflammatory response, which results in decreased insulin production (Figure 3). On the 

other hand, in gestational diabetes mellitus (GDM), glucose intolerance develops usually in the 

second trimester which results in adverse impacts on both mothers and offspring (Figure 3). 

MODY is caused by mutations in the GCK, HNF, and NEUROD1 genes, which are involved in 

glucose metabolism, insulin control, glucose transport, and fetal pancreas development. 

Several pathways play a significant role in causing the microvascular and macrovascular 

complications associated with T2DM. Hexosamine biosynthetic pathway is implicated in the 



 10 

development of insulin resistance and diabetic vascular problems. It has been reported that 

hyperglycemia increases the production of transforming growth factor-beta (TGF-beta1), a 

prosclerotic cytokine implicated in the development of diabetic nephropathy [32]. The polyol 

pathway is a two-step metabolic mechanism that converts glucose to sorbitol and then to fructose 

[33, 34]. It has long been assumed that the polyol pathway is almost silent under normal 

physiological conditions but becomes active and detrimental under hyperglycemic conditions. The 

protein kinase C pathway (PKC) in diabetes promotes vascular contractility in an endothelium-

independent way through K+ channel inactivation and Ca2+ sensitization of myofilaments in 

vascular smooth muscle cells [35]. The binding of advanced glycation end products (AGEs) to its 

receptor (RAGE) activates a range of signaling pathways, which further enhances oxidative stress, 

hence leading to nerve cell damage and apoptosis [36].  

6.0 Identification of Diabetes Susceptibility Genes 

Family and twin studies have reported 20-80% of heritability in diabetes. First-degree relatives of 

people with T2DM are three times more likely to get the disease than people without a positive 

family history [37]. Even though diabetes from both the maternal and paternal side increases the 

risk of acquiring diabetes, the Framingham Offspring research reported that offspring with 

maternal diabetes had a slightly higher risk of impaired glucose tolerance than those with paternal 

diabetes [24]. Multiple twin concordance studies in T2DM found that monozygotic twins had a 

greater concordance rate than dizygotic twins, indicating that the condition has a significant 

genetic component [37]. On the other hand for T1DM, monozygotic twins have a concordance rate 

of 40-50% in population-based twin studies [38]. The following methods have been used to 

identify the diabetes risk gene: 

6.1 Genetic Linkage Studies 

Linkage analysis is based on the principle that genetic sequences located on the same chromosome 

tend to be inherited together and are not separated during meiotic homologous recombination. It 

is typically used in family studies to determine the position of an associated variant(s) [39, 40]. 

Linkage studies have successfully uncovered genetic variations that cause monogenic diseases 

such as MODY [41]. In 1996, using linkage analysis, major histocompatibility complex loci (HLA) 
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on chromosome 6 were identified as the genetic susceptibility loci for T1DM [42]. In 2004, the 

calpain-10 gene (CAPN10) on chromosome 2 was identified as the cause of T2DM using genome-

wide screening and positional cloning [43, 44]. TCF7L2, the now well-known T2DM gene, was 

mapped to chromosome 10 in a Mexican-American group in the year 1999 and has been replicated 

several times in T2DM GWAS [45, 46]. TCF7L2 plays an important role in the Wnt/-catenin 

signaling pathway and helps in regulating the expression of genes in lipid metabolism in 

adipocytes and glucose-induced insulin exocytosis. 

6.2 Candidate Gene Association Studies 

It is a hypothesis-driven method in which candidate genes are chosen based on prior knowledge 

such as a gene's biological function, position, or probable significance about a given phenotype 

[47]. This method is usually more suitable in studies where individuals are unrelated [48]. 

Candidate gene studies revealed an association between T2DM and insulin receptor substrate 1 

(IRS1), peroxisome proliferator-activated receptor gamma (PPARG), and insulin receptor 

substrate 2 (IRS2), Wolfram syndrome 1 (wolframin) (WFS1), potassium inwardly-rectifying 

channel, subfamily J, member 11 (KCNJ11), HNF1 homeobox A (HNF1A), and HNF1 homeobox 

B (HNF1B) [49]. By association studies for T1DM, four non-HLA genes with established risk loci 

[HLA, INS (insulin), CTLA4 (cytotoxic T-lymphocyte antigen 4), PTPN22] [50] could be identified. 

Of all the genes identified for gestational diabetes mellitus; TCF7L2, MTNR1B, CDKAL1, IRS1, 

and KCNQ1 candidate genes are the most common, whereas other identified genes are ethnic-

specific. On the other hand, MODY is inherited in an autosomal dominant pattern and manifests 

itself as a result of mutations in transcription factor genes such as HNF4 (hepatocyte nuclear factor), 

HNF1, IPF1 (insulin promoter factor), and neuro-D1 [51, 52]. 

6.3 Genome-wide Association Studies (GWAS) 

GWAS are large-scale hypothesis-free investigations that entail the fast scanning of genetic 

variants (SNPs on genotyping arrays) across the complete human genome to uncover unique 

genetic associations with a certain trait [53]. The initial T2DM-related GWAS studies identified 

hematopoietic expressed homeobox (HHEX), solute carrier family 30 member 8 (SLC30A8), 

cyclin-dependent kinase inhibitor 31 2A/2B (CDKN2A/2B), insulin-like growth factor 2 mRNA 
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binding protein 2 (IGF2BP2), CDK5 regulatory subunit associated protein 1 like 1 (CDKAL1), 

and FTO alpha-ketoglutarate (FTO) [54-58]. Approximately 250 significant susceptibility loci for 

T2DM have been identified to date  (https://www.ebi.ac.uk/gwas/efotraits/MONDO_0005148). 

On the other hand, for T1DM by GWAS  more than 60 loci have so far been discovered 

(https://www.ebi.ac.uk/gwas/efotraits/MONDO_0005147), revealing the pathways underlying the 

disease, and overlaps with autoimmune diseases [59]. GWAS in T1DM has not only verified the 

previously reported T1DM loci but also uncovered several novel variations, such as those near the 

KIAA0350 (CLEC16A approved symbol) [60] gene and with UBASH3A (ubiquitin-associated and 

SH3 containing A) [61]. To our knowledge, to date, only three GWAS have been conducted for 

GDM [62-64]. Kwak et al. [62] identified two significant GDM variants, rs7754840 and 

rs10830962 in the intronic region of CDKAL1, and upstream of MTNR1B, respectively. On the 

other hand, Wu et al. [63] identified 23 SNPs in four genes: CTIF, CDH18, PTGIS, and SYNPR to 

be associated with GDM. Recently, Pervjakova et al. [64] through multi-ancestry meta-analysis 

reported five loci (mapping to/near MTNR1B, TCF7L2, CDKAL1, CDKN2A-CDKN2B, and 

HKDC1) through genome-wide association studies for GDM. Using a meta-analysis approach, the 

genetic architecture of T1DM and T2DM has been determined in many populations with different 

ethnic backgrounds [65-74]. 

There are many challenges to the GWAS approach. The current GWAS genotyping arrays are 

based on HapMap and the 1000 genome project dataset, and these are designed to target common 

SNPs (MAF>5%). As a result, the prior GWAS did not directly investigate rare variants for an 

association with the trait [75]. Also, the observed variants that are linked to the trait may not be 

the causal variations, but rather be in linkage disequilibrium with the causal variants. Furthermore, 

since the variant is often located outside the coding regions and may affect genes and regulatory 

elements at a distance, it is usually difficult to understand how the variant affects the trait.  

6.4 Genome-wide Rare Variants Association Studies 

The 'common disease, rare variant' hypothesis, in contrast to the standard 'common disease, 

common variant' paradigm, says that many rare genetic variations with relatively high penetrance 

play a significant influence in the elevated risk of common diseases [76]. Huyghe et al. [77] for 

the first time in 2013 investigated the significance of low-frequency variants (minor allele 

https://www.ebi.ac.uk/gwas/efotraits/MONDO_0005148
https://www.ebi.ac.uk/gwas/efotraits/MONDO_0005147
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frequency <5%) associated with the risk of T2DM or T2DM-related traits using the Illumina 

exome array technique. Two low-frequency variants in SGSM2 and MADD were reported to be 

associated with fasting proinsulin concentrations and three novel variants in TBC1D30, KANK1, 

and PAM genes were reported with proinsulin or insulinogenic index. Later in 2014, 

Steinthorsdotter et al. [68] using an exome sequencing technique in the Icelandic population, 

reported three more T2DM-associated low-frequency variants in CCND2, PAM, and PDX1. In the 

following years, rare variants in MTNR1B, HNF1, and G6PC2 genes were also reported to be 

associated with T2DM or T2D-related traits [78]. Nejentsev et al. [79] reported four rare variants 

(rs35667974, rs35337543, rs35732034, and rs35744605) in IFIH1, a gene previously discovered 

in T1DM GWAS. Additionally, a cluster of rare detrimental variations in PTPN22 was identified 

for T1DM, comprising two novel frameshift mutations (ss538819444 and rs371865329) and two 

missense variants (rs74163663 and rs56048322) [80]. 

7.0 Epigenetic Alterations in T2DM 

The term "epigenetics" refers to heritable alterations in gene function that occur without a change 

in the nucleotide sequence. Epigenetic changes can be inherited from one cell generation to the 

next and in some cases, can be inherited through the generations. Epigenetic changes can also 

develop during life, either randomly or in response to environmental stimuli, impacting the effects 

of genetic variants and so acting as a gene-environment interaction mechanism. Both DNA 

methylation and histone modifications can amend the response of our genome to the environment 

during life. The involvement of intrauterine DNA methylation and imprinting in the programming 

of diabetogenic effects later in life has received significant interest in the etiology of the T2DM 

[81]. An intriguing study by Dabelea et al. [82] found that intrauterine diabetes exposure increased 

the incidence of diabetes and obesity in offspring compared to siblings born before their mothers' 

diabetes onset. However, the precise mechanism underlying this maternal impact is unknown. 

Some studies have suggested a role of epigenetic regulation of genes involved in energy 

metabolism, appetite control, and -cell function, such as PPARA [83], LEP [84], and pancreatic 

and duodenal homeobox 1 (PDX1) [85].  
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8.0 MicroRNAs (miRNAs) 

 

MicroRNAs (miRNAs) have emerged as promising novel biomarkers for T2DM and related 

problems due to their metabolic stability and abundance in various body fluids including blood 

and cerebrospinal fluid. MicroRNAs are a class of endogenous, small (18-25 nucleotide) RNA that 

regulates many cellular activities by suppressing gene expression [86]. According to recent 

research, differential concentrations of circulating miRNAs (Table 1) may offer the intriguing 

potential for diabetes (T1DM, T2DM, MODY, and GDM) diagnosis, prognosis, and treatment 

monitoring. 
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Table 1. List of various circulating miRNAs reported in Diabetes Mellitus individuals 

Mechanism/pathway (diabetes type) Expression of miRNAs Reference 

Endothelial dysfunction (T2DM) ↑ miR-28-3p 

[87] 

 ↓ miR-24 

 ↓ miR-21 

 ↓ miR-20b 

 ↓ miR-15a 

 ↓ miR-126 

 ↓ miR-191 

 ↓ miR-197 

 ↓ miR-223 

 ↓ miR-320 

 ↓ miR-486 

 ↓ miR-150 

 ↓ miR-29b 

 ↓ miR-107 

 ↓ miR-132 

 ↓ miR-144 

Glucose metabolism (T2DM) ↑ miR-9 

[88] 

 ↑ miR-29a 

 ↑ miR-30d 

 ↑ miR-34a 

 ↑ miR-124a 

 ↑ miR-146a 

 ↑ miR-375 

Inflammation (T2DM) ↓ miR-146a [89] 

Glucose metabolism (T2DM) ↑ miR-27a 
[90] 

 ↑ miR-320a 

Glucose metabolism (T2DM) ↓ miR-126 [91-93] 

Inflammation (T2DM) ↓ miR-103b [94] 

Inflammation (T2DM) ↓ miR-126-3p 
[95] 

 ↓ miR-21-5p 

Inflammation (T2DM) ↓ miR-126 [96] 

Endothelial dysfunction (T2DM) ↓ miR-126 
[97] 

 ↓ miR-26a 

Glucose metabolism (T2DM) ↓ miR-21 [98] 

Inflammation (T2DM) ↓ miR-126-3p [99] 

Endothelial dysfunction (T2DM) ↓ miR-24 [100] 

Platelet reactivity (T2DM) ↓ miR-223 
[101] 

 ↓ miR-26b 
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Mechanism/pathway (diabetes type) Expression of miRNAs Reference 

 ↓ miR-126 

 ↓ miR-140  

Glucose metabolism (T2DM) ↑ miR-375 
[102] 

 ↑ miR-9 

Glucose metabolism (T2DM) ↑ miR-30a-5p 

[103] 

 ↑ miR-150 

 ↓ miR-103 

 ↓ miR-28-3p 

 ↓ miR-29a 

 ↓ miR-9 

 ↓ miR-15a 

 ↓ miR-126 

 ↓ miR-145 

 ↓ miR-375 

 ↓ miR-223 

 ↓miR-133 

 ↓miR-107 

Endothelial dysfunction (miR-126); hypoxia (miR-210) (T2DM) ↓ miR-126 
[104] 

 ↑ miR-210 

Angiogenesis (T2DM) ↑ miR-193b-3p 

[105] 

 ↑ let-7i-5p 

 ↑ miR-199a-3-5p 

 ↑ miR-26b-5p 

 ↑ miR-30b-5p 

 ↑ miR-374a-5p 

 ↑ miR-20a-3p 

 ↑ miR-26a-5p 

 ↑ miR-30c-5p 

 ↓ miR-409-3p 

 ↓ miR-95-3p 

Apoptosis (T1DM) ↑miR-21 [106, 107] 

 ↓miR-23a-3p 

[108]  ↓miR-23b-3p 

 ↓miR-149-5p 

Inflammation (T1DM) ↑miR-101a 
[109] 

 ↑miR-30b 

-cell dysfunction (T1DM) ↑miR-106b-5p 

[110, 111]  ↑miR-222-3p 

 ↑miR-181a 

T-cell dysfunction (T1DM) ↑miR-26a [112] 



 17 

  

9.0 Polygenic Risk Scores for T2DM 

Since, T2DM is the most common form of diabetes, hence most of the polygenic risk score (PRSs) 

studies have been performed on T2DM. GWAS investigations have enabled the development of 

polygenic risk scores or genotype risk score (GRS) that assess an individual's lifetime genetic risk 

for various diseases. Several studies on coronary artery disease have been reported [129-132], 

however, there is a scarcity of reports on the prediction models for diabetes (T1DM, T2DM, and 

GDM). The area under the receiver operating characteristics (ROC) curve (AUC) is a measure of 

the prediction accuracy of the constructed PRS [133]. One of the first research estimated a T2DM 

genotype risk score (GRS) using a combination of 18 loci and reported that genetic information 

only marginally improved risk prediction when paired with standard clinical risk factors such as 

age, gender, or diabetes family history [134-136] (Table 2). There has been a rise of interest in 

GRS in recent years, utilizing many more loci reported from large-scale, multi-ancestry cohorts. 

T2DM GRS studies from large datasets [137-139] reported that GRS constructed from multi-

ethnic computed weights indicated a marginal increase in predictive power as compared to single-

Mechanism/pathway (diabetes type) Expression of miRNAs Reference 

 ↑miR-98 

[113]  ↑miR-23b 

 ↑miR-590-5p 

-cell lymphopoiesis (T1DM) ↑miR-34a [114] 

DNA damage checkpoint (T1DM) ↑miR-200 [115] 

Apoptosis (T1DM) ↓miR-144 [116] 

Autoimmune imbalance (T1DM) ↓miR-146a [117] 

MODY ↑miR-103 
[118] 

MODY ↑miR-224 

Glucose metabolism (GDM) ↑miR-222 [119] 

 ↑miR-98 [120] 

 ↑miR-518d [121] 

 ↑miR-340 [122] 

 ↑miR-130b, miR148a [123] 

-cell dysfunction (GDM) ↑miR-33a-5p [124] 

 ↑miR-330-3p [125] 

 ↓miR-494 [126] 

 ↓miR-96 [127] 

 ↓miR-221 [128] 



 18 

ancestry computed weights, the reason might be heterogeneity across different ancestries (Table 

2).  

Table 2. Studies on PRS for T1DM and T2DM 
Diabetes type SNPs AUC for PRS Ethnicity Reference 

T1DM 41 0.87 Caucasian [140] 

T1DM 30 0.88 Caucasian 
[141] 

T1DM+T2DM 99 0.89 Caucasian 

T1DM 32 0.86 Caucasian 

[142] 
T1DM 32 0.90 Caucasian Hispanic 

T1DM 32 0.75 African-American 

T1DM 32 0.92 Asian-American 

T1DM 67 0.93 Caucasian [143] 

T2DM 3 0.58 Caucasian [144] 

T2DM 18 0.80 Caucasian [136] 

T2DM 16 0.75 Caucasian [134] 

T2DM 18 0.91 Caucasian [135] 

T2DM 22 0.74 Caucasian [145] 

T2DM 62 0.91 Caucasian USA population [146] 

T2DM 1000 0.79 Caucasian [147] 

T2DM 4 0.67 African [148] 

T2DM 7 million 0.73 Caucasian [149] 
SNP: single nucleotide polymorphisms, AUC: area under the curve; PRS: polygenic risk score; USA: Unites States of America 

PRSs have also been demonstrated to predict pre-diabetes and T2DM in women with a history of 

GDM (Table 3). Some studies have found that using a PRS in conjunction with traditional T2DM 

risk factors improves discrimination of the risk of pre-diabetes in women with prior GDM, 

potentially giving more accurate tools for the prediction of future T2DM. 

Table 3. PRS studies for GDM 
Diabetes type SNPs OR 95%CI Reference 

GDM 34 SNPs previously associated with T2DM 1.11 (1.08-1.14) [150] 

GDM 11 SNPs previously associated with T2DM 1.18 (1.10-1.27) [151] 

GDM 150 previously associated with T2DM 1.06 (1.01-1.10) [152] 

GDM 84 SNPs 6.15 (5.03-7.51) top 5% [153] 
PRS: polygenic risk score; OR: odds ratio; CI: confidence interval 

GRS, on the other hand, may have a role in recognizing high-risk patients before clinical risk 

markers become apparent. It needs to be shown whether GRS data can drive preventive therapy to 

meaningfully reduce rates of future incident T2DM. 
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10.0 Lifestyle Modifications, Environmental Factors, and Management of Diabetes 

Mellitus 

In the long term, the pharmacological strategy for treating diabetes may be only partially effective. 

Major changes in patients' lifestyles (change in physical activity, dietary alteration, stress 

management, and improved sleeping patterns), along with treatments through pharmacological 

techniques, are required to ensure optimal disease management. Self-monitoring of blood glucose 

(SMBG) is an excellent tool for monitoring glycemic status. Current American Diabetes 

Association (ADA) guidelines urge its use in all patients with T1DM, T2DM, or any other form 

of diabetes (e.g., gestational diabetes) that requires numerous subcutaneous insulin injections [154]. 

Continuous glucose monitoring (CGM) systems i.e., Dexcom G6, Frestyle Libre 1and 2, 

GlucoMen Day, Eversense, Eversense XL, S7 EasySense, Guardian, and Connect have been 

reported to be of great use to diabetics. Insulin pens are the most often utilized method of insulin 

administration in T2DM patients [155]. Users can track boluses, calculate remaining insulin, check 

insulin temperature, and receive dosage reminders using Bluetooth-enabled insulin pen caps and 

attachments that connect to smartphone apps [156]. The integration of insulin pumps with other 

diabetes technologies developed over the last decade has paved the way for techniques of optimally 

regulating blood glucose while minimizing user stress. For the management of LADA C-peptide 

levels should be monitored every 6 months. For KPDM patients lifestyle modifications as stated 

above have been proposed to successfully treat the disease.  

In addition to the above-mentioned methods, the following steps can be taken to control blood 

sugar levels: 

10.1 Physical Activity 

Physical exercise is positively associated with controlled hyperglycemia levels among T2DM 

patients. Moderate physical activity (walking, gardening, regular household chores) on a regular 

basis has been shown to be an effective method to reducing the long-term symptoms of diabetes 

[157]. In women with type 2 diabetes, yoga practice is more beneficial than the same course of 

aerobic exercise in enhancing sleep quality, hence, yoga activity can thus be recommended to these 

patients [158]. The identification of cytokines such as irisin, osteocalcin, and adiponectin has led 
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to the assumption that they may be important hormonal mediators of exercise therapy for diabetes 

and metabolic illnesses, although the precise mechanism remains unknown [159-161].  

10.2 Dietary Changes 

Strict adherence to a restricted diet combined with adequate physical exercise is strongly linked to 

a lower incidence of diabetes [162]. The incorporation of a Paleolithic diet (a diet rich in lean meat, 

fish, fruits, and vegetables) into the daily routine of diabetic patients resulted in a significant 

improvement in glucose management [163]. Foods that are naturally abundant in dietary fiber also 

contain a variety of chemicals that may help decrease glycemia. For example, bioactive proteins, 

polyphenolic compounds, and other phytochemicals [164]. Additionally, according to current 

research, meal timing and frequency, missing meals, and fasting are all linked to metabolic 

syndrome. Eating frequently and in the morning may help to prevent metabolic syndrome. 

Understanding the impact of dietary choices on health is just as important as understanding the 

impact of nutrients on health. 

10.3 Stress 

The bulk of T2DM and T1DM-related parameters, including the release of glucose (and lipids) in 

circulation, the development of inflammatory cytokines, and raised blood pressure, are heavily 

influenced by psychological stress [165]. The underlying mechanisms entail a complex 

neuroendocrine structure that includes both the central nervous system and the peripheral nervous 

system. In one study, when type 2 diabetes patients were subjected to acute stress during the 

postprandial period, significant increases in blood glucose levels were seen [166]. Treatment 

options, including stress management therapies, appear to be a promising approach for effectively 

preventing or reducing type 2 diabetes incidence. 

10.4 Sleep Patterns 

Another modifiable lifestyle choice that has been shown to influence metabolic health and energy 

status is sleep. Sleeping pattern optimization is critical in the diabetes management [167]. 

According to a population-based study, short sleep (less than 5 hours) or insomnia is related to an 

elevated risk of T2DM [168]. Poor sleep was linked to increased HbA1c levels (>7%) and insulin 
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resistance in T2DM patients in previous research [167]. Similar results has been observed for 

T1DM also, where persons with T1DM who reported sleeping more than 6 hours had 0.24% lower 

A1C values than those who slept less than 6 hours [169]. 

10.5 One-step or Two-step Diagnosis for GDM 

The One Step or Two Step techniques are used to diagnose gestational diabetes mellitus. The One 

Step method consists of a 2-hour oral glucose tolerance test with a 75-g glucose overload that 

examines plasma glucose concentration at fasting, 1 hour, and 2 hours following glucose delivery. 

A positive result is characterized as a number more than 92, 180, or 153 mg/dL [170-172]. The 

Two-Step method comprises a nonfasting oral 50-g glucose load followed by a glucose blood 

measurement 1 hour later. A positive result is defined as a blood glucose level greater than 130, 

135, or 140 mg/dL; the most used number is 135 mg/dL. A diagnostic test is performed after a 

positive screening test [173]. 

11. Pharmacogenomics in Diabetes Mellitus 

Pharmacogenomics is the process of developing a genetically personalized therapy strategy to 

obtain the best optimal individual response. Several polymorphisms in the genes i.e., ABCC8, 

KCNJ11, TCF7L2, CYP2C9, IRS1, CDKAL1, CDKN2A, CDKN2B, KCNQ1, NOS1AP, and 

CAPN10 have been explored in recent years in relation to the therapeutic response of various anti-

diabetic medicines [174]. The American Association of Clinical Endocrinologists 

(AACE)/American College of Endocrinology (ACE) and the American Diabetes Association 

(ADA) in addition to metformin had proposed four oral options (sulfonylurea, thiazolidinedione, 

dipeptidyl peptidase-4 [DPP-4] inhibitor, sodium-glucose cotransporter 2 [SGLT2] inhibitor) and 

injectable agents (glucagon-like peptide-1 receptor agonist [GLP-1 RA] or basal insulin) for 

lowering blood glucose levels (Figure 3). Although these drugs have important therapeutic effects 

on diabetes, their long-term impact has not been accomplished, and their responses in individuals 

also display variances [175, 176]. Moreover, some agents produce adverse side effects, such as 

hypoglycemia, weight gain, gastrointestinal discomfort, urogenital infections, discomfort at the 

injection site, and in some cases heart failure [177].  
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11.1 Potential Therapeutic Drugs with New Targets for Diabetes 

It is important to identify and develop novel targets to improve the therapeutic efficacy of present 

anti-diabetic medications, reduce the risk of side effects, and even reverse the development of 

diabetes. Many potential antidiabetic drugs i.e., Dorzagliatin (glucokinase activators [GKAs]), BI 

135585 (-hydroxysteroid dehydrogenase-1 inhibitors [11--HSD1 inhibitors]), DS-8500a (G-

protein-coupled receptor 119 agonists [GPR119 agonists]),  and PF-06291874/LGD-6972 

(glucagon receptor antagonists) with new targets are currently undergoing clinical trials. These 

drugs may become new diabetes treatment options and provide more therapeutic alternatives for 

diabetes patients. 

There is growing evidence that vitamin D insufficiency may play a critical role in the T2DM 

etiology [178]. Thus, in a randomized controlled study, the oral daily doses of vitamin D 

supplementation with metformin significantly reduced HbA1c levels after 3 and 6 months of 

supplementation, compared to the metformin alone [179]. 

12. Phytoconstituents: An Alternative Option 

In diabetic patients, monotherapies combined with herbal extracts or phytoconstituents 

demonstrated significant improvements in blood glucose levels. Plant-derived chemical 

compounds have also proven to be potential alternatives. Table 4 shows the known effects of 

various phytoconstituents on diabetes. Diabetes can be managed using either nonpharmacological 

(reasonable diet and exercise) or pharmacological (drugs or insulin) techniques. However, T2DM 

medication is expensive for patients and has substantial adverse effects. Plants appear to offer an 

appealing alternative to traditional diabetes treatment. They comprise complex compounds 

including many natural bioactive principles with less adverse effects. 

 

Table 4. List of phytochemicals used in the prevention and treatment of diabetes and its 

complications 
Phytochemical Source Outcomes Reference 

Curcumin Curcuma longa 
↑Insulin sensitivity, ↓blood 

glucose levels, and hypoglycemia 
[180] 

Rutin 
Buckwheat (Fagopyrum 

esculentum) 

↓Hepatic glucose production, 

↑glucose tolerance 
[181] 

Resveratrol 

 

Grapes, plums, peanuts, nuts, red 

wine 

 

Improved insulin signaling, 

↑glucose-mediated insulin 

secretion 

[182] 
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Phytochemical Source Outcomes Reference 

Quercetin 
Apples, black tea, berries, capers, 

red wine, onions 

↑Glucose uptake, ↓hepatic 

glucose production 
[182, 183] 

Genistein Legumes 
Improved lipid glucose 

metabolism and ↓fasting glucose 
[184] 

Hesperidin Orange, lemon 
↑Glucose uptake, ↓HbA1c, 

↓oxidative stress 
[185] 

Naringin Skin of grapefruit and orange 

↓Hepatic glucose production, 

↓oxidative stress, ↑Glucose 

uptake 

[185] 

Naringenin 
Citrus fruits, tomatoes, cherries, 

grapefruit, cocoa 

↑Glucose uptake, ↓glucose 

intolerance and reduced blood 

glucose levels 

[186] 

Vitamin A, D, 

and E 

Eggs, yellow, red, and green (leafy) 

vegetables, such as spinach, carrots, 

sweet potatoes and red 

peppers. yellow fruit, such as 

mango, papaya and apricots 

↓glucose intolerance, 

↓hyperglycemia 
[182] 

Fisetin 
Strawberry, apple, persimmon, 

grape, onion, and cucumber 

↓Hepatic glucose and ↑glucose 

metabolism 
[187] 

Flavonoids 

Coffee, guava tea, whortleberry, 

olive oil, propolis, chocolate, and 

cocoa 

↓Glucose absorption, inhibition of 

advanced glycation end products 
[188] 

Isoflavones Soybean Improves Glucose metabolism [189] 

Catechins Tea leaves and red wine Promote insulin sensitivity [190] 

Hydroxycinnamic 

acids 

Fruits and vegetables, especially the 

outer part of ripe fruits 
Promote glucokinase activity [191] 

Caffeoylquinic 
Potatoes, eggplants, peaches, 

prunes, and coffee beans 
Promote insulin response [192] 

Anthocyanins 

and 

anthocyanidins 

Berries, eggplants, avocado, 

oranges, olives, red onion, fig, 

sweet potato, mango, and purple 

corn 

Promote blood glucose regulation [193] 

Stillbenoids Grapevine, berries, and peanuts 
Promote pancreatic -cell and 

hepatoprotective activity 
[194] 

 

 

13. Conclusions 

 

Diabetes pathogenesis encompasses genetic, epigenetic, and environmental variables and their 

interactions. To date, the examined common variations can explain just a small portion of the 

heritability of diabetes. Furthermore, the technique of integrating the associated variants as a type 

of genetic risk score (GRS) does not accurately predict diabetes risk. As a result, the trend for 

genetic risk factors for diabetes is shifting from common to rare variants. Aside from genetic 

variables, systemic data from other trans-omics such as epigenomics, transcriptomics, proteomics, 

metabolomics, and metagenomics will contribute to a better understanding of genetic determinants 

in the progression of metabolic illnesses like diabetes. Technological, computational, and 
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collaborative developments continue to uncover novel genetic diabetes risk factors. There are high 

prospects for tailored diabetes treatment in the future, based on increased knowledge of the 

molecular genetic profile of the patients.  

 

Abbreviations 

 

11--HSD1 -hydroxysteroid dehydrogenase-1 inhibitors  

AACE  American Association of Clinical Endocrinologists 

ABCC8 ATP-binding cassette, subfamily C, member 8 

ACE  American College of Endocrinology 

ADA  American Diabetes Association 

AGE  Advanced glycation end-products 

AUC  Area under the curve 

Ca2+  Calcium ion 

CAPN10 Calpain-10 

CCND2 Cyclin D2 

CDH18 Cadherin 18 

CDKAL1 CDK5 regulatory subunit associated protein 1-like 1 

CDKN2A Cyclin-dependent kinase inhibitor 2A 

CDKN2B Cyclin-dependent kinase inhibitor 2B 

CGM  Continuous glucose monitoring 

CI  Confidence interval 

CLEC16A C-type lectin domain containing 16A 

CTIF  Cap-binding complex-dependent translation initiation factor 

CTLA4  Cytotoxic T-lymphocyte antigen 4 

CYP2C9 Cytochrome P450, subfamily IIC, polypeptide 9 

DM  Diabetes Mellitus 

DPP-4  Dipeptidyl peptidase-4 

FTO  FTO alpha-ketoglutarate-dependent dioxygenase 

G6PC2  Glucose-6-phosphatase, catalytic, 2 

GCK  Glucokinase 

GDM  Gestational Diabetes Mellitus 

GKAs  Glucokinase activators 

GLP-1 RA Glucagon-like peptide-1 receptor agonist  

GPR119 G-protein-coupled receptor 119 agonists 

GRS  Genotypic risk score 

GWAS  Genome-wide association study 

HbA1c  Glycated hemoglobin  

HHEX  Hematopoietically expressed homeobox 

HKDC1 Hexokinase domain-containing protein 1 

HLA  Histocompatibility complex loci 

HNF  Hepatocyte nuclear factor 

HNF1  Hepatocyte nuclear factor 1 

HNF1A Hepatocyte nuclear factor 1 homeobox A 
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HNF1B Hepatocyte nuclear factor 1 homeobox B 

HNF4  Hepatocyte nuclear factor 4 

HNF4A Hepatocyte nuclear factor 4-alpha 

IDDM  Insulin-dependent diabetes mellitus 

IFIH1  Interferon-induced helicase C domain-containing protein 1 

IFN-   Interferon gamma 

IGF2BP2 Insulin-like growth factor 2 mRNA-binding protein 2 

IL-2  Interleukin-2 

INS   Insulin  

IPF1  Insulin promoter factor 1 

IRS1  Insulin receptor substrate 1 

IRS2  insulin receptor substrate 2  

K+  Potassium ion 

KANK1 KN motif- and ankyrin repeat domain-containing protein 1 

KCNJ11 Potassium inwardly-rectifying channel, subfamily J, member 11  

KCNQ1 Potassium channel, voltage-gated, KQT-like subfamily, member 1 

KPDM  Ketosis-prone Diabetes Mellitus 

LADA  Latent autoimmune diabetes in adults 

LEP  Leptin 

MADD MAP kinase-activating death domain 

MAF  Minor allele frequency 

miR  Micro RNA 

MiRNA Micro ribonucleic acid 

MODY Maturity Onset Diabetes of Young 

MODY1 Maturity Onset Diabetes of Young Type 1 

MODY12 Maturity Onset Diabetes of Young Type 12 

MODY13 Maturity Onset Diabetes of Young Type 13 

MODY2  Maturity Onset Diabetes of Young Type 2 

MODY3 Maturity Onset Diabetes of Young Type 3 

MODY4 Maturity Onset Diabetes of Young Type 4 

MODY5 Maturity Onset Diabetes of Young Type 5 

MODY6 Maturity Onset Diabetes of Young Type 6 

MTNR1B  Melatonin receptor 1B 

NEUROD1 Neurogenic differentiation 1 

NOS1AP Nitric oxide synthase 1 adaptor protein 

OR  Odds ratio 

PAM  Peptidylglycine alpha-amidating monooxygenase 

PDX1  Pancreas/duodenum homeobox protein 1 

PKC  Protein kinase C-pathway 

PPARA Peroxisome proliferator-activated receptor-alpha 

PPARG peroxisome proliferator-activated receptor-gamma 

PRS  Polygenic risk score 

PTGIS  Prostaglandin I2 synthase 

PTPN22 Protein tyrosine phosphatase, nonreceptor-type 22 

RAGE  Receptor for advanced glycation end products 

RNA  Ribonucleic acid 
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ROC  Receiver operating curve 

SGLT2 Sodium-glucose cotransporter 2 

SGSM2 Small G protein signaling modulator 2 

SLC30A8 Solute carrier family 30, member 8 

SMBG  Self-monitoring of blood glucose 

SNP  Single nucleotide polymorphism 

SYNPR Synaptoporin 

T1DM  Type 1 Diabetes Mellitus 

T2DM  Type 2 Diabetes Mellitus 

TBC1D30 TBC1 domain family, member 30 

TCF7L2 Transcription factor 7-like 2 

TGF  Transforming growth factor 

UBASH3A Ubiquitin-associated and SH3 domain-containing protein A 

USA  United State of America 

WFS1  Wolfram syndrome 1 

 

 

 

 

 

 

 

 

 

 

 

 



 27 

References  

[1] P. Zimmet, K. G. Alberti, and J. Shaw, "Global and societal implications of the diabetes 
epidemic," Nature, vol. 414, no. 6865, pp. 782-7, Dec 13 2001, doi: 10.1038/414782a. 

[2] A. American Diabetes, "Standards of medical care in diabetes--2009," Diabetes Care, vol. 
32 Suppl 1, pp. S13-61, Jan 2009, doi: 10.2337/dc09-S013. 

[3] A. Kutsuma, K. Nakajima, and K. Suwa, "Potential Association between Breakfast 
Skipping and Concomitant Late-Night-Dinner Eating with Metabolic Syndrome and 
Proteinuria in the Japanese Population," Scientifica (Cairo), vol. 2014, p. 253581, 2014, 
doi: 10.1155/2014/253581. 

[4] M. J. Fowler, "Microvascular and macrovascular complications of diabetes," Clinical 
diabetes, vol. 26, no. 2, pp. 77-82, 2008. 

[5] S. H. Kwak and K. S. Park, "Genetic Studies on Diabetic Microvascular Complications: 
Focusing on Genome-Wide Association Studies," Endocrinol Metab (Seoul), vol. 30, no. 
2, pp. 147-58, Jun 2015, doi: 10.3803/EnM.2015.30.2.147. 

[6] J. M. Kirigia, H. B. Sambo, L. G. Sambo, and S. P. Barry, "Economic burden of diabetes 
mellitus in the WHO African region," BMC Int Health Hum Rights, vol. 9, p. 6, Mar 31 
2009, doi: 10.1186/1472-698X-9-6. 

[7] "Report of the Expert Committee on the Diagnosis and Classification of Diabetes 
Mellitus," Diabetes Care, vol. 20, no. 7, pp. 1183-97, Jul 1997, doi: 
10.2337/diacare.20.7.1183. 

[8] D. Dabelea et al., "Prevalence of type 1 and type 2 diabetes among children and 
adolescents from 2001 to 2009," JAMA, vol. 311, no. 17, pp. 1778-86, May 7 2014, doi: 
10.1001/jama.2014.3201. 

[9] C. M. Sena, C. F. Bento, P. Pereira, and R. Seica, "Diabetes mellitus: new challenges and 
innovative therapies," EPMA J, vol. 1, no. 1, pp. 138-63, Mar 2010, doi: 10.1007/s13167-
010-0010-9. 

[10] C. Druet, N. Tubiana-Rufi, D. Chevenne, O. Rigal, M. Polak, and C. Levy-Marchal, 
"Characterization of insulin secretion and resistance in type 2 diabetes of adolescents," J 
Clin Endocrinol Metab, vol. 91, no. 2, pp. 401-4, Feb 2006, doi: 10.1210/jc.2005-1672. 

[11] M. G. Wolfs, M. H. Hofker, C. Wijmenga, and T. W. van Haeften, "Type 2 Diabetes 
Mellitus: New Genetic Insights will Lead to New Therapeutics," Curr Genomics, vol. 10, 
no. 2, pp. 110-8, Apr 2009, doi: 10.2174/138920209787847023. 

[12] T. M. D. L. Costa et al., "Glycemic Variability and Mean Weekly Glucose in the Evaluation 
and Treatment of Blood Glucose in Gestational Diabetes Mellitus; Evidence for Lower 
Neonatal Complications," (in English), J Diabetes Metab, vol. 2, no. 6, Sep 2011, doi: 
10.4172/2155-6156.1000137. 

[13] J. C. Philips, P. Emonts, A. Pintiaux, C. Kirkpatrick, and A. J. Scheen, "[Management of 
gestational diabetes]," Rev Med Liege, vol. 68, no. 9, pp. 489-96, Sep 2013. [Online]. 
Available: https://www.ncbi.nlm.nih.gov/pubmed/24180206. Prise en charge du diabete 
gestationnel. 

https://www.ncbi.nlm.nih.gov/pubmed/24180206


 28 

[14] T. A. Buchanan, A. H. Xiang, and K. A. Page, "Gestational diabetes mellitus: risks and 
management during and after pregnancy," Nat Rev Endocrinol, vol. 8, no. 11, pp. 639-
49, Nov 2012, doi: 10.1038/nrendo.2012.96. 

[15] T. J. McDonald et al., "Islet autoantibodies can discriminate maturity-onset diabetes of 
the young (MODY) from Type 1 diabetes," Diabet Med, vol. 28, no. 9, pp. 1028-33, Sep 
2011, doi: 10.1111/j.1464-5491.2011.03287.x. 

[16] C. Guglielmi, A. Palermo, and P. Pozzilli, "Latent autoimmune diabetes in the adults 
(LADA) in Asia: from pathogenesis and epidemiology to therapy," Diabetes/metabolism 
research and reviews, vol. 28, pp. 40-46, 2012. 

[17] R. G. Naik, B. M. Brooks-Worrell, and J. P. Palmer, "Latent autoimmune diabetes in 
adults," The Journal of Clinical Endocrinology & Metabolism, vol. 94, no. 12, pp. 4635-
4644, 2009. 

[18] R. Buzzetti et al., "Management of latent autoimmune diabetes in adults: a consensus 
statement from an international expert panel," Diabetes, vol. 69, no. 10, pp. 2037-2047, 
2020. 

[19] S. P. Patil, "Atypical Diabetes and Management Considerations," Primary Care: Clinics in 
Office Practice, vol. 49, no. 2, pp. 225-237, 2022/06/01/ 2022, doi: 
https://doi.org/10.1016/j.pop.2021.11.003. 

[20] E. A. Nyenwe and A. E. Kitabchi, "The evolution of diabetic ketoacidosis: An update of its 
etiology, pathogenesis and management," Metabolism, vol. 65, no. 4, pp. 507-521, 
2016. 

[21] A. E. Kitabchi, "Ketosis-prone diabetes—a new subgroup of patients with atypical type 1 
and type 2 diabetes?," The Journal of Clinical Endocrinology & Metabolism, vol. 88, no. 
11, pp. 5087-5089, 2003. 

[22] G. Umpierrez, M. M. Casals, S. S. Gebhart, P. S. Mixon, W. S. Clark, and L. Phillips, 
"Diabetic ketoacidosis in obese African-Americans," Diabetes, vol. 44, no. 7, pp. 790-
795, 1995. 

[23] P. Vellanki and G. E. Umpierrez, "Diabetic ketoacidosis: a common debut of diabetes 
among African Americans with type 2 diabetes," Endocrine Practice, vol. 23, no. 8, pp. 
971-978, 2017. 

[24] H. Sun et al., "IDF Diabetes Atlas: Global, regional and country-level diabetes prevalence 
estimates for 2021 and projections for 2045," (in eng), Diabetes Res Clin Pract, vol. 183, 
p. 109119, Jan 2022, doi: 10.1016/j.diabres.2021.109119. 

[25] G. A. Gregory et al., "Global incidence, prevalence, and mortality of type 1 diabetes in 
2021 with projection to 2040: a modelling study," Lancet Diabetes Endocrinol, vol. 10, 
no. 10, pp. 741-760, Oct 2022, doi: 10.1016/S2213-8587(22)00218-2. 

[26] C. Deshmukh, A. Jain, and B. R. Nahata, "Diabetes Mellitus: A Review," 2015.  
[27] R. A. DeFronzo, "From the Triumvirate to the Ominous Octet: A New Paradigm for the 

Treatment of Type 2 Diabetes Mellitus," Diabetes, vol. 58, no. 4, pp. 773-795, 2009, doi: 
10.2337/db09-9028. 

[28] S. S. Schwartz, S. Epstein, B. E. Corkey, S. F. A. Grant, J. R. Gavin, III, and R. B. Aguilar, 
"The Time Is Right for a New Classification System for Diabetes: Rationale and 
Implications of the β-Cell–Centric Classification Schema," Diabetes Care, vol. 39, no. 2, 
pp. 179-186, 2016, doi: 10.2337/dc15-1585. 

https://doi.org/10.1016/j.pop.2021.11.003


 29 

[29] A. J. Garber et al., "Consensus Statement by the American Association of Clinical 
Endocrinologists and American College of Endocrinology on the Comprehensive type 2 
Diabetes Management Algorithm – 2017 Executive Summary," Endocrine Practice, vol. 
23, no. 2, pp. 207-238, 2017/02/01/ 2017, doi: https://doi.org/10.4158/EP161682.CS. 

[30] S. E. Inzucchi et al., "Management of Hyperglycemia in Type 2 Diabetes, 2015: A Patient-
Centered Approach: Update to a Position Statement of the American Diabetes 
Association and the European Association for the Study of Diabetes," Diabetes Care, vol. 
38, no. 1, pp. 140-149, 2014, doi: 10.2337/dc14-2441. 

[31] C. Lv, Y. Sun, Z. Y. Zhang, Z. Aboelela, X. Qiu, and Z.-X. Meng, "β-cell dynamics in type 2 
diabetes and in dietary and exercise interventions," Journal of Molecular Cell Biology, 
vol. 14, no. 7, 2022, doi: 10.1093/jmcb/mjac046. 

[32] E. D. Schleicher and C. Weigert, "Role of the hexosamine biosynthetic pathway in 
diabetic nephropathy," (in eng), Kidney Int Suppl, vol. 77, pp. S13-8, Sep 2000, doi: 
10.1046/j.1523-1755.2000.07703.x. 

[33] H. G. Hers, "The mechanism of the transformation of glucose in fructose in the seminal 
vesicles," (in engfre), Biochim Biophys Acta, vol. 22, no. 1, pp. 202-3, Oct 1956, doi: 
10.1016/0006-3002(56)90247-5. Le mécanisme de la transformation de glucose en 
fructose par les vésicules séminales. 

[34] M. Brownlee, "Biochemistry and molecular cell biology of diabetic complications," (in 
eng), Nature, vol. 414, no. 6865, pp. 813-20, Dec 13 2001, doi: 10.1038/414813a. 

[35] I. V. Kizub, K. I. Klymenko, and A. I. Soloviev, "Protein kinase C in enhanced vascular tone 
in diabetes mellitus," International Journal of Cardiology, vol. 174, no. 2, pp. 230-242, 
2014, doi: 10.1016/j.ijcard.2014.04.117. 

[36] A. M. Kay, C. L. Simpson, and J. A. Stewart, Jr., "The Role of AGE/RAGE Signaling in 
Diabetes-Mediated Vascular Calcification," J Diabetes Res, vol. 2016, p. 6809703, 2016, 
doi: 10.1155/2016/6809703. 

[37] O. Ali, "Genetics of type 2 diabetes," World J Diabetes, vol. 4, no. 4, pp. 114-23, Aug 15 
2013, doi: 10.4239/wjd.v4.i4.114. 

[38] K. O. Kyvik, A. Green, and H. Beck-Nielsen, "Concordance rates of insulin dependent 
diabetes mellitus: a population based study of young Danish twins," BMJ, vol. 311, no. 
7010, pp. 913-7, Oct 7 1995, doi: 10.1136/bmj.311.7010.913. 

[39] J. Ott, J. Wang, and S. M. Leal, "Genetic linkage analysis in the age of whole-genome 
sequencing," Nat Rev Genet, vol. 16, no. 5, pp. 275-84, May 2015, doi: 10.1038/nrg3908. 

[40] A. T. Hattersley et al., "Linkage of type 2 diabetes to the glucokinase gene," Lancet, vol. 
339, no. 8805, pp. 1307-10, May 30 1992, doi: 10.1016/0140-6736(92)91958-b. 

[41] M. Vaxillaire and P. Froguel, "Genetic basis of maturity-onset diabetes of the young," 
Endocrinol Metab Clin North Am, vol. 35, no. 2, pp. 371-84, x, Jun 2006, doi: 
10.1016/j.ecl.2006.02.009. 

[42] J. X. She and M. P. Marron, "Genetic susceptibility factors in type 1 diabetes: linkage, 
disequilibrium and functional analyses," Curr Opin Immunol, vol. 10, no. 6, pp. 682-9, 
Dec 1998, doi: 10.1016/s0952-7915(98)80089-7. 

[43] Y. Song, T. Niu, J. E. Manson, D. J. Kwiatkowski, and S. Liu, "Are variants in the CAPN10 
gene related to risk of type 2 diabetes? A quantitative assessment of population and 

https://doi.org/10.4158/EP161682.CS


 30 

family-based association studies," Am J Hum Genet, vol. 74, no. 2, pp. 208-22, Feb 2004, 
doi: 10.1086/381400. 

[44] D. Tripathy, K. F. Eriksson, M. Orho-Melander, J. Fredriksson, G. Ahlqvist, and L. Groop, 
"Parallel manifestation of insulin resistance and beta cell decompensation is compatible 
with a common defect in Type 2 diabetes," Diabetologia, vol. 47, no. 5, pp. 782-93, May 
2004, doi: 10.1007/s00125-004-1393-8. 

[45] R. Duggirala et al., "Linkage of type 2 diabetes mellitus and of age at onset to a genetic 
location on chromosome 10q in Mexican Americans," Am J Hum Genet, vol. 64, no. 4, 
pp. 1127-40, Apr 1999, doi: 10.1086/302316. 

[46] S. F. Grant et al., "Variant of transcription factor 7-like 2 (TCF7L2) gene confers risk of 
type 2 diabetes," Nat Genet, vol. 38, no. 3, pp. 320-3, Mar 2006, doi: 10.1038/ng1732. 

[47] M. D. Teare, "Candidate gene association studies," Methods Mol Biol, vol. 713, pp. 105-
17, 2011, doi: 10.1007/978-1-60327-416-6_8. 

[48] J. M. Kwon and A. M. Goate, "The candidate gene approach," Alcohol Res Health, vol. 
24, no. 3, pp. 164-8, 2000. [Online]. Available: 
https://www.ncbi.nlm.nih.gov/pubmed/11199286. 

[49] I. Barroso et al., "Candidate gene association study in type 2 diabetes indicates a role for 
genes involved in beta-cell function as well as insulin action," PLoS Biol, vol. 1, no. 1, p. 
E20, Oct 2003, doi: 10.1371/journal.pbio.0000020. 

[50] S. S. Rich, "Genetics and its potential to improve type 1 diabetes care," Curr Opin 
Endocrinol Diabetes Obes, vol. 24, no. 4, pp. 279-284, Aug 2017, doi: 
10.1097/MED.0000000000000347. 

[51] A. D. Association, "Diagnosis and Classification of Diabetes Mellitus," Diabetes Care, vol. 
27, no. suppl_1, pp. s5-s10, 2004, doi: 10.2337/diacare.27.2007.S5. 

[52] N. D. D. Group, "Classification and Diagnosis of Diabetes Mellitus and Other Categories 
of Glucose Intolerance," Diabetes, vol. 28, no. 12, pp. 1039-1057, 1979, doi: 
10.2337/diab.28.12.1039. 

[53] W. S. Bush and J. H. Moore, "Chapter 11: Genome-wide association studies," PLoS 
Comput Biol, vol. 8, no. 12, p. e1002822, 2012, doi: 10.1371/journal.pcbi.1002822. 

[54] T. M. Frayling et al., "A common variant in the FTO gene is associated with body mass 
index and predisposes to childhood and adult obesity," Science, vol. 316, no. 5826, pp. 
889-94, May 11 2007, doi: 10.1126/science.1141634. 

[55] C. Dina et al., "Variation in FTO contributes to childhood obesity and severe adult 
obesity," Nat Genet, vol. 39, no. 6, pp. 724-6, Jun 2007, doi: 10.1038/ng2048. 

[56] H. Diabetes Genetics Initiative of Broad Institute of et al., "Genome-wide association 
analysis identifies loci for type 2 diabetes and triglyceride levels," Science, vol. 316, no. 
5829, pp. 1331-6, Jun 1 2007, doi: 10.1126/science.1142358. 

[57] D. K. Sanghera et al., "Impact of nine common type 2 diabetes risk polymorphisms in 
Asian Indian Sikhs: PPARG2 (Pro12Ala), IGF2BP2, TCF7L2 and FTO variants confer a 
significant risk," BMC Med Genet, vol. 9, p. 59, Jul 3 2008, doi: 10.1186/1471-2350-9-59. 

[58] E. Zeggini et al., "Replication of genome-wide association signals in UK samples reveals 
risk loci for type 2 diabetes," Science, vol. 316, no. 5829, pp. 1336-41, Jun 1 2007, doi: 
10.1126/science.1142364. 

https://www.ncbi.nlm.nih.gov/pubmed/11199286


 31 

[59] K. Cerosaletti, W. Hao, and C. J. Greenbaum, "Erratum. Genetics coming of age in type 1 
diabetes. Diabetes Care 2019;42:189-191," Diabetes Care, vol. 42, no. 5, p. 987, May 
2019, doi: 10.2337/dc19-er05. 

[60] H. Hakonarson et al., "A genome-wide association study identifies KIAA0350 as a type 1 
diabetes gene," (in eng), Nature, vol. 448, no. 7153, pp. 591-4, Aug 2 2007, doi: 
10.1038/nature06010. 

[61] P. Concannon et al., "A human type 1 diabetes susceptibility locus maps to chromosome 
21q22.3," (in eng), Diabetes, vol. 57, no. 10, pp. 2858-61, Oct 2008, doi: 10.2337/db08-
0753. 

[62] S. H. Kwak et al., "A genome-wide association study of gestational diabetes mellitus in 
Korean women," Diabetes, vol. 61, no. 2, pp. 531-41, Feb 2012, doi: 10.2337/db11-1034. 

[63] N. N. Wu et al., "A genome-wide association study of gestational diabetes mellitus in 
Chinese women," J Matern Fetal Neonatal Med, vol. 34, no. 10, pp. 1557-1564, May 
2021, doi: 10.1080/14767058.2019.1640205. 

[64] N. Pervjakova et al., "Multi-ancestry genome-wide association study of gestational 
diabetes mellitus highlights genetic links with type 2 diabetes," (in eng), Hum Mol Genet, 
vol. 31, no. 19, pp. 3377-3391, Sep 29 2022, doi: 10.1093/hmg/ddac050. 

[65] R. J. Strawbridge et al., "Genome-wide association identifies nine common variants 
associated with fasting proinsulin levels and provides new insights into the 
pathophysiology of type 2 diabetes," Diabetes, vol. 60, no. 10, pp. 2624-34, Oct 2011, 
doi: 10.2337/db11-0415. 

[66] E. Ahlqvist, T. S. Ahluwalia, and L. Groop, "Genetics of type 2 diabetes," Clin Chem, vol. 
57, no. 2, pp. 241-54, Feb 2011, doi: 10.1373/clinchem.2010.157016. 

[67] R. Tabassum et al., "Genome-wide association study for type 2 diabetes in Indians 
identifies a new susceptibility locus at 2q21," Diabetes, vol. 62, no. 3, pp. 977-86, Mar 
2013, doi: 10.2337/db12-0406. 

[68] V. Steinthorsdottir et al., "Identification of low-frequency and rare sequence variants 
associated with elevated or reduced risk of type 2 diabetes," Nat Genet, vol. 46, no. 3, 
pp. 294-8, Mar 2014, doi: 10.1038/ng.2882. 

[69] M. J. Go, Y. Lee, S. Park, S. H. Kwak, B. J. Kim, and J. Lee, "Genetic-risk assessment of 
GWAS-derived susceptibility loci for type 2 diabetes in a 10 year follow-up of a 
population-based cohort study," J Hum Genet, vol. 61, no. 12, pp. 1009-1012, Dec 2016, 
doi: 10.1038/jhg.2016.93. 

[70] C. Fuchsberger et al., "The genetic architecture of type 2 diabetes," Nature, vol. 536, no. 
7614, pp. 41-47, Aug 4 2016, doi: 10.1038/nature18642. 

[71] X. Wang, G. Strizich, Y. Hu, T. Wang, R. C. Kaplan, and Q. Qi, "Genetic markers of type 2 
diabetes: Progress in genome-wide association studies and clinical application for risk 
prediction," J Diabetes, vol. 8, no. 1, pp. 24-35, Jan 2016, doi: 10.1111/1753-
0407.12323. 

[72] R. A. Scott et al., "An Expanded Genome-Wide Association Study of Type 2 Diabetes in 
Europeans," Diabetes, vol. 66, no. 11, pp. 2888-2902, Nov 2017, doi: 10.2337/db16-
1253. 



 32 

[73] S. Onengut-Gumuscu et al., "Fine mapping of type 1 diabetes susceptibility loci and 
evidence for colocalization of causal variants with lymphoid gene enhancers," Nat 
Genet, vol. 47, no. 4, pp. 381-6, Apr 2015, doi: 10.1038/ng.3245. 

[74] C. N. Spracklen et al., "Identification of type 2 diabetes loci in 433,540 East Asian 
individuals," Nature, vol. 582, no. 7811, pp. 240-245, Jun 2020, doi: 10.1038/s41586-
020-2263-3. 

[75] P. M. Visscher et al., "10 Years of GWAS Discovery: Biology, Function, and Translation," 
Am J Hum Genet, vol. 101, no. 1, pp. 5-22, Jul 6 2017, doi: 10.1016/j.ajhg.2017.06.005. 

[76] N. J. Schork, S. S. Murray, K. A. Frazer, and E. J. Topol, "Common vs. rare allele 
hypotheses for complex diseases," (in eng), Curr Opin Genet Dev, vol. 19, no. 3, pp. 212-
9, Jun 2009, doi: 10.1016/j.gde.2009.04.010. 

[77] J. R. Huyghe et al., "Exome array analysis identifies new loci and low-frequency variants 
influencing insulin processing and secretion," Nat Genet, vol. 45, no. 2, pp. 197-201, Feb 
2013, doi: 10.1038/ng.2507. 

[78] S. T. D. Consortium et al., "Association of a low-frequency variant in HNF1A with type 2 
diabetes in a Latino population," JAMA, vol. 311, no. 22, pp. 2305-14, Jun 11 2014, doi: 
10.1001/jama.2014.6511. 

[79] S. Nejentsev, N. Walker, D. Riches, M. Egholm, and J. A. Todd, "Rare variants of IFIH1, a 
gene implicated in antiviral responses, protect against type 1 diabetes," (in eng), 
Science, vol. 324, no. 5925, pp. 387-9, Apr 17 2009, doi: 10.1126/science.1167728. 

[80] Y. Ge et al., "Targeted Deep Sequencing in Multiple-Affected Sibships of European 
Ancestry Identifies Rare Deleterious Variants in PTPN22 That Confer Risk for Type 1 
Diabetes," (in eng), Diabetes, vol. 65, no. 3, pp. 794-802, Mar 2016, doi: 10.2337/db15-
0322. 

[81] R. A. Simmons, "Developmental origins of beta-cell failure in type 2 diabetes: the role of 
epigenetic mechanisms," Pediatr Res, vol. 61, no. 5 Pt 2, pp. 64R-67R, May 2007, doi: 
10.1203/pdr.0b013e3180457623. 

[82] D. Dabelea et al., "Intrauterine exposure to diabetes conveys risks for type 2 diabetes 
and obesity: a study of discordant sibships," Diabetes, vol. 49, no. 12, pp. 2208-11, Dec 
2000, doi: 10.2337/diabetes.49.12.2208. 

[83] K. Tateishi, Y. Okada, E. M. Kallin, and Y. Zhang, "Role of Jhdm2a in regulating metabolic 
gene expression and obesity resistance," Nature, vol. 458, no. 7239, pp. 757-61, Apr 9 
2009, doi: 10.1038/nature07777. 

[84] F. I. Milagro, J. Campion, D. F. Garcia-Diaz, E. Goyenechea, L. Paternain, and J. A. 
Martinez, "High fat diet-induced obesity modifies the methylation pattern of leptin 
promoter in rats," J Physiol Biochem, vol. 65, no. 1, pp. 1-9, Mar 2009, doi: 
10.1007/BF03165964. 

[85] J. H. Park, D. A. Stoffers, R. D. Nicholls, and R. A. Simmons, "Development of type 2 
diabetes following intrauterine growth retardation in rats is associated with progressive 
epigenetic silencing of Pdx1," J Clin Invest, vol. 118, no. 6, pp. 2316-24, Jun 2008, doi: 
10.1172/JCI33655. 

[86] C. Eyileten et al., "MicroRNAs as Diagnostic and Prognostic Biomarkers in Ischemic 
Stroke—A Comprehensive Review and Bioinformatic Analysis," Cells, vol. 7, no. 12, p. 
249, 2018. [Online]. Available: https://www.mdpi.com/2073-4409/7/12/249. 

https://www.mdpi.com/2073-4409/7/12/249


 33 

[87] A. Zampetaki et al., "Plasma microRNA profiling reveals loss of endothelial miR-126 and 
other microRNAs in type 2 diabetes," Circ Res, vol. 107, no. 6, pp. 810-7, Sep 17 2010, 
doi: 10.1161/CIRCRESAHA.110.226357. 

[88] L. Kong et al., "Significance of serum microRNAs in pre-diabetes and newly diagnosed 
type 2 diabetes: a clinical study," Acta Diabetol, vol. 48, no. 1, pp. 61-9, Mar 2011, doi: 
10.1007/s00592-010-0226-0. 

[89] M. Balasubramanyam et al., "Impaired miR-146a expression links subclinical 
inflammation and insulin resistance in Type 2 diabetes," Mol Cell Biochem, vol. 351, no. 
1-2, pp. 197-205, May 2011, doi: 10.1007/s11010-011-0727-3. 

[90] D. S. Karolina et al., "Circulating miRNA profiles in patients with metabolic syndrome," J 
Clin Endocrinol Metab, vol. 97, no. 12, pp. E2271-6, Dec 2012, doi: 10.1210/jc.2012-
1996. 

[91] T. Zhang et al., "Plasma miR-126 is a potential biomarker for early prediction of type 2 
diabetes mellitus in susceptible individuals," Biomed Res Int, vol. 2013, p. 761617, 2013, 
doi: 10.1155/2013/761617. 

[92] Y. Liu et al., "The role of circulating microRNA-126 (miR-126): a novel biomarker for 
screening prediabetes and newly diagnosed type 2 diabetes mellitus," Int J Mol Sci, vol. 
15, no. 6, pp. 10567-77, Jun 12 2014, doi: 10.3390/ijms150610567. 

[93] T. Zhang, L. Li, Q. Shang, C. Lv, C. Wang, and B. Su, "Circulating miR-126 is a potential 
biomarker to predict the onset of type 2 diabetes mellitus in susceptible individuals," (in 
eng), Biochem Biophys Res Commun, vol. 463, no. 1-2, pp. 60-3, Jul 17-24 2015, doi: 
10.1016/j.bbrc.2015.05.017. 

[94] M. Luo et al., "Platelet-derived miR-103b as a novel biomarker for the early diagnosis of 
type 2 diabetes," (in eng), Acta Diabetol, vol. 52, no. 5, pp. 943-9, Oct 2015, doi: 
10.1007/s00592-015-0733-0. 

[95] F. Olivieri et al., "MiR-21-5p and miR-126a-3p levels in plasma and circulating angiogenic 
cells: relationship with type 2 diabetes complications," (in eng), Oncotarget, vol. 6, no. 
34, pp. 35372-82, Nov 3 2015, doi: 10.18632/oncotarget.6164. 

[96] M. Witkowski et al., "Micro-RNA-126 Reduces the Blood Thrombogenicity in Diabetes 
Mellitus via Targeting of Tissue Factor," (in eng), Arterioscler Thromb Vasc Biol, vol. 36, 
no. 6, pp. 1263-71, Jun 2016, doi: 10.1161/atvbaha.115.306094. 

[97] F. Jansen et al., "Vascular endothelial microparticles-incorporated microRNAs are 
altered in patients with diabetes mellitus," Cardiovascular Diabetology, vol. 15, no. 1, p. 
49, 2016/03/22 2016, doi: 10.1186/s12933-016-0367-8. 

[98] S. Ghorbani et al., "Decreased serum microRNA-21 level is associated with obesity in 
healthy and type 2 diabetic subjects," (in eng), Arch Physiol Biochem, vol. 124, no. 4, pp. 
300-305, Oct 2018, doi: 10.1080/13813455.2017.1396349. 

[99] A. Giannella et al., "Circulating levels and characterization of microparticles in patients 
with different degrees of glucose tolerance," (in eng), Cardiovasc Diabetol, vol. 16, no. 1, 
p. 118, Sep 19 2017, doi: 10.1186/s12933-017-0600-0. 

[100] X. Deng et al., "Circulating miRNA-24 and its target YKL-40 as potential biomarkers in 
patients with coronary heart disease and type 2 diabetes mellitus," (in eng), Oncotarget, 
vol. 8, no. 38, pp. 63038-63046, Sep 8 2017, doi: 10.18632/oncotarget.18593. 



 34 

[101] Z. Fejes et al., "Hyperglycaemia suppresses microRNA expression in platelets to increase 
P2RY12 and SELP levels in type 2 diabetes mellitus," (in En), Thromb Haemost, vol. 117, 
no. 03, pp. 529-542, 2017/11/22 2017, doi: 10.1160/TH16-04-0322. 

[102] H. A. Al-Muhtaresh and G. Al-Kafaji, "Evaluation of Two-Diabetes Related microRNAs 
Suitability as Earlier Blood Biomarkers for Detecting Prediabetes and type 2 Diabetes 
Mellitus," Journal of Clinical Medicine, vol. 7, no. 2, p. 12, 2018. [Online]. Available: 
https://www.mdpi.com/2077-0383/7/2/12. 

[103] R. Jiménez-Lucena et al., "Circulating miRNAs as Predictive Biomarkers of Type 2 
Diabetes Mellitus Development in Coronary Heart Disease Patients from the 
CORDIOPREV Study," Molecular Therapy - Nucleic Acids, vol. 12, pp. 146-157, 
2018/09/07/ 2018, doi: https://doi.org/10.1016/j.omtn.2018.05.002. 

[104] K. S. Amr, H. Abdelmawgoud, Z. Y. Ali, S. Shehata, and H. M. Raslan, "Potential value of 
circulating microRNA-126 and microRNA-210 as biomarkers for type 2 diabetes with 
coronary artery disease," (in eng), Br J Biomed Sci, vol. 75, no. 2, pp. 82-87, Apr 2018, 
doi: 10.1080/09674845.2017.1402404. 

[105] E. Stępień et al., "Circulating ectosomes: Determination of angiogenic microRNAs in type 
2 diabetes," (in eng), Theranostics, vol. 8, no. 14, pp. 3874-3890, 2018, doi: 
10.7150/thno.23334. 

[106] Q. Ruan et al., "The microRNA-21−PDCD4 axis prevents type 1 diabetes by blocking 
pancreatic β cell death," Proceedings of the National Academy of Sciences, vol. 108, no. 
29, pp. 12030-12035, 2011, doi: doi:10.1073/pnas.1101450108. 

[107] E. K. Sims, A. J. Lakhter, E. Anderson-Baucum, T. Kono, X. Tong, and C. Evans-Molina, 
"MicroRNA 21 targets BCL2 mRNA to increase apoptosis in rat and human beta cells," 
Diabetologia, vol. 60, no. 6, pp. 1057-1065, 2017/06/01 2017, doi: 10.1007/s00125-017-
4237-z. 

[108] F. A. Grieco et al., "MicroRNAs miR-23a-3p, miR-23b-3p, and miR-149-5p Regulate the 
Expression of Proapoptotic BH3-Only Proteins DP5 and PUMA in Human Pancreatic β-
Cells," Diabetes, vol. 66, no. 1, pp. 100-112, 2016, doi: 10.2337/db16-0592. 

[109] Y. Zheng et al., "miR-101a and miR-30b contribute to inflammatory cytokine-mediated 
β-cell dysfunction," Laboratory Investigation, vol. 95, no. 12, pp. 1387-1397, 2015/12/01 
2015, doi: 10.1038/labinvest.2015.112. 

[110] S. Tsukita et al., "MicroRNAs 106b and 222 Improve Hyperglycemia in a Mouse Model of 
Insulin-Deficient Diabetes via Pancreatic β-Cell Proliferation," EBioMedicine, vol. 15, pp. 
163-172, 2017/02/01/ 2017, doi: https://doi.org/10.1016/j.ebiom.2016.12.002. 

[111] E. S. Nabih and N. G. Andrawes, "The Association Between Circulating Levels of miRNA-
181a and Pancreatic Beta Cells Dysfunction via SMAD7 in Type 1 Diabetic Children and 
Adolescents," Journal of Clinical Laboratory Analysis, vol. 30, no. 5, pp. 727-731, 2016, 
doi: https://doi.org/10.1002/jcla.21928. 

[112] Y. Zhang et al., "MicroRNAs in CD4+ T cell subsets are markers of disease risk and T cell 
dysfunction in individuals at risk for type 1 diabetes," Journal of Autoimmunity, vol. 68, 
pp. 52-61, 2016/04/01/ 2016, doi: https://doi.org/10.1016/j.jaut.2015.12.006. 

[113] V. M. de Jong et al., "Survival of autoreactive T lymphocytes by microRNA-mediated 
regulation of apoptosis through TRAIL and Fas in type 1 diabetes," Genes & Immunity, 
vol. 17, no. 6, pp. 342-348, 2016/09/01 2016, doi: 10.1038/gene.2016.29. 

https://www.mdpi.com/2077-0383/7/2/12
https://doi.org/10.1016/j.omtn.2018.05.002
https://doi.org/10.1016/j.ebiom.2016.12.002
https://doi.org/10.1002/jcla.21928
https://doi.org/10.1016/j.jaut.2015.12.006


 35 

[114] G. J. Berry, L. R. Budgeon, T. K. Cooper, N. D. Christensen, and H. Waldner, "The type 1 
diabetes resistance locus B10 Idd9.3 mediates impaired B-cell lymphopoiesis and 
implicates microRNA-34a in diabetes protection," European Journal of Immunology, vol. 
44, no. 6, pp. 1716-1727, 2014, doi: https://doi.org/10.1002/eji.201344116. 

[115] S. Bhatt et al., "Preserved DNA Damage Checkpoint Pathway Protects against 
Complications in Long-Standing Type 1 Diabetes," Cell Metabolism, vol. 22, no. 2, pp. 
239-252, 2015/08/04/ 2015, doi: https://doi.org/10.1016/j.cmet.2015.07.015. 

[116] M. Yu, Y. Liu, B. Zhang, Y. Shi, L. Cui, and X. Zhao, "Inhibiting microRNA-144 abates 
oxidative stress and reduces apoptosis in hearts of streptozotocin-induced diabetic 
mice," Cardiovascular Pathology, vol. 24, no. 6, pp. 375-381, 2015/11/01/ 2015, doi: 
https://doi.org/10.1016/j.carpath.2015.06.003. 

[117] M. Yang et al., "Decreased miR-146 expression in peripheral blood mononuclear cells is 

correlated with ongoing islet autoimmunity in type 1 diabetes patients 1型糖尿病患者

外周血单个核细胞 miR-146表达下调与胰岛持续免疫失衡相关," Journal of Diabetes, 

vol. 7, no. 2, pp. 158-165, 2015, doi: https://doi.org/10.1111/1753-0407.12163. 
[118] C. Bonner et al., "Identification of circulating microRNAs in HNF1A-MODY carriers," (in 

eng), Diabetologia, vol. 56, no. 8, pp. 1743-51, Aug 2013, doi: 10.1007/s00125-013-
2939-4. 

[119] Z. Shi et al., "Differential expression of microRNAs in omental adipose tissue from 
gestational diabetes mellitus subjects reveals miR-222 as a regulator of ERalpha 
expression in estrogen-induced insulin resistance," Endocrinology, vol. 155, no. 5, pp. 
1982-90, May 2014, doi: 10.1210/en.2013-2046. 

[120] J. L. Cao et al., "Up-regulation of miR-98 and unraveling regulatory mechanisms in 
gestational diabetes mellitus," Sci Rep, vol. 6, p. 32268, Aug 30 2016, doi: 
10.1038/srep32268. 

[121] C. Zhao, T. Zhang, Z. Shi, H. Ding, and X. Ling, "MicroRNA-518d regulates PPARalpha 
protein expression in the placentas of females with gestational diabetes mellitus," Mol 
Med Rep, vol. 9, no. 6, pp. 2085-90, Jun 2014, doi: 10.3892/mmr.2014.2058. 

[122] L. Stirm et al., "Maternal whole blood cell miRNA-340 is elevated in gestational diabetes 
and inversely regulated by glucose and insulin," Sci Rep, vol. 8, no. 1, p. 1366, Jan 22 
2018, doi: 10.1038/s41598-018-19200-9. 

[123] J. B. Tryggestad et al., "Influence of gestational diabetes mellitus on human umbilical 
vein endothelial cell miRNA," Clin Sci (Lond), vol. 130, no. 21, pp. 1955-67, Nov 1 2016, 
doi: 10.1042/CS20160305. 

[124] Y. Feng et al., "MicroRNA-33a-5p sponges to inhibit pancreatic beta-cell function in 
gestational diabetes mellitus LncRNA DANCR," Reprod Biol Endocrinol, vol. 18, no. 1, p. 
61, Jun 6 2020, doi: 10.1186/s12958-020-00618-8. 

[125] G. Sebastiani et al., "Circulating microRNA (miRNA) Expression Profiling in Plasma of 
Patients with Gestational Diabetes Mellitus Reveals Upregulation of miRNA miR-330-
3p," Front Endocrinol (Lausanne), vol. 8, p. 345, 2017, doi: 10.3389/fendo.2017.00345. 

[126] Y. He et al., "miR-494 protects pancreatic beta-cell function by targeting PTEN in 
gestational diabetes mellitus," EXCLI J, vol. 16, pp. 1297-1307, 2017, doi: 
10.17179/excli2017-491. 

https://doi.org/10.1002/eji.201344116
https://doi.org/10.1016/j.cmet.2015.07.015
https://doi.org/10.1016/j.carpath.2015.06.003
https://doi.org/10.1111/1753-0407.12163


 36 

[127] L. Li et al., "microRNA-96 protects pancreatic beta-cell function by targeting PAK1 in 
gestational diabetes mellitus," Biofactors, vol. 44, no. 6, pp. 539-547, Nov 2018, doi: 
10.1002/biof.1461. 

[128] H. Zhao and S. Tao, "MiRNA-221 protects islet beta cell function in gestational diabetes 
mellitus by targeting PAK1," Biochem Biophys Res Commun, vol. 520, no. 1, pp. 218-224, 
Nov 26 2019, doi: 10.1016/j.bbrc.2019.09.139. 

[129] D. Mujwara et al., "Integrating a Polygenic Risk Score for Coronary Artery Disease as a 
Risk-Enhancing Factor in the Pooled Cohort Equation: A Cost-Effectiveness Analysis 
Study," J Am Heart Assoc, vol. 11, no. 12, p. e025236, Jun 21 2022, doi: 
10.1161/JAHA.121.025236. 

[130] P. Natarajan et al., "Polygenic Risk Score Identifies Subgroup With Higher Burden of 
Atherosclerosis and Greater Relative Benefit From Statin Therapy in the Primary 
Prevention Setting," Circulation, vol. 135, no. 22, pp. 2091-2101, May 30 2017, doi: 
10.1161/CIRCULATIONAHA.116.024436. 

[131] L. J. Howe et al., "Polygenic risk scores for coronary artery disease and subsequent event 
risk amongst established cases," Hum Mol Genet, vol. 29, no. 8, pp. 1388-1395, May 28 
2020, doi: 10.1093/hmg/ddaa052. 

[132] J. Elliott et al., "Predictive Accuracy of a Polygenic Risk Score-Enhanced Prediction Model 
vs a Clinical Risk Score for Coronary Artery Disease," JAMA, vol. 323, no. 7, pp. 636-645, 
Feb 18 2020, doi: 10.1001/jama.2019.22241. 

[133] F. Padilla-Martinez, F. Collin, M. Kwasniewski, and A. Kretowski, "Systematic Review of 
Polygenic Risk Scores for Type 1 and Type 2 Diabetes," Int J Mol Sci, vol. 21, no. 5, Mar 2 
2020, doi: 10.3390/ijms21051703. 

[134] V. Lyssenko et al., "Clinical risk factors, DNA variants, and the development of type 2 
diabetes," N Engl J Med, vol. 359, no. 21, pp. 2220-32, Nov 20 2008, doi: 
10.1056/NEJMoa0801869. 

[135] J. B. Meigs et al., "Genotype score in addition to common risk factors for prediction of 
type 2 diabetes," N Engl J Med, vol. 359, no. 21, pp. 2208-19, Nov 20 2008, doi: 
10.1056/NEJMoa0804742. 

[136] H. Lango et al., "Assessing the combined impact of 18 common genetic variants of 
modest effect sizes on type 2 diabetes risk," Diabetes, vol. 57, no. 11, pp. 3129-35, Nov 
2008, doi: 10.2337/db08-0504. 

[137] A. Mahajan et al., "Fine-mapping type 2 diabetes loci to single-variant resolution using 
high-density imputation and islet-specific epigenome maps," Nat Genet, vol. 50, no. 11, 
pp. 1505-1513, Nov 2018, doi: 10.1038/s41588-018-0241-6. 

[138] M. Vujkovic et al., "Discovery of 318 new risk loci for type 2 diabetes and related 
vascular outcomes among 1.4 million participants in a multi-ancestry meta-analysis," 
Nat Genet, vol. 52, no. 7, pp. 680-691, Jul 2020, doi: 10.1038/s41588-020-0637-y. 

[139] L. M. Polfus et al., "Genetic discovery and risk characterization in type 2 diabetes across 
diverse populations," HGG Adv, vol. 2, no. 2, Apr 8 2021, doi: 
10.1016/j.xhgg.2021.100029. 

[140] C. Winkler et al., "Feature ranking of type 1 diabetes susceptibility genes improves 
prediction of type 1 diabetes," (in eng), Diabetologia, vol. 57, no. 12, pp. 2521-9, Dec 
2014, doi: 10.1007/s00125-014-3362-1. 



 37 

[141] R. A. Oram et al., "A Type 1 Diabetes Genetic Risk Score Can Aid Discrimination Between 
Type 1 and Type 2 Diabetes in Young Adults," Diabetes Care, vol. 39, no. 3, pp. 337-344, 
2015, doi: 10.2337/dc15-1111. 

[142] D. J. Perry et al., "Application of a Genetic Risk Score to Racially Diverse Type 1 Diabetes 
Populations Demonstrates the Need for Diversity in Risk-Modeling," Scientific Reports, 
vol. 8, no. 1, p. 4529, 2018/03/14 2018, doi: 10.1038/s41598-018-22574-5. 

[143] S. A. Sharp et al., "Development and Standardization of an Improved Type 1 Diabetes 
Genetic Risk Score for Use in Newborn Screening and Incident Diagnosis," Diabetes Care, 
vol. 42, no. 2, pp. 200-207, Feb 2019, doi: 10.2337/dc18-1785. 

[144] M. N. Weedon et al., "Combining information from common type 2 diabetes risk 
polymorphisms improves disease prediction," PLoS Med, vol. 3, no. 10, p. e374, Oct 
2006, doi: 10.1371/journal.pmed.0030374. 

[145] N. Chatterjee, B. Wheeler, J. Sampson, P. Hartge, S. J. Chanock, and J.-H. Park, 
"Projecting the performance of risk prediction based on polygenic analyses of genome-
wide association studies," Nature Genetics, vol. 45, no. 4, pp. 400-405, 2013/04/01 
2013, doi: 10.1038/ng.2579. 

[146] J. L. Vassy et al., "Polygenic type 2 diabetes prediction at the limit of common variant 
detection," Diabetes, vol. 63, no. 6, pp. 2172-82, Jun 2014, doi: 10.2337/db13-1663. 

[147] K. Läll, R. Mägi, A. Morris, A. Metspalu, and K. Fischer, "Personalized risk prediction for 
type 2 diabetes: the potential of genetic risk scores," Genetics in Medicine, vol. 19, no. 3, 
pp. 322-329, 2017/03/01/ 2017, doi: https://doi.org/10.1038/gim.2016.103. 

[148] T. Chikowore, T. van Zyl, E. J. M. Feskens, and K. R. Conradie, "Predictive utility of a 
genetic risk score of common variants associated with type 2 diabetes in a black South 
African population," Diabetes Research and Clinical Practice, vol. 122, pp. 1-8, 
2016/12/01/ 2016, doi: https://doi.org/10.1016/j.diabres.2016.09.019. 

[149] A. V. Khera et al., "Genome-wide polygenic scores for common diseases identify 
individuals with risk equivalent to monogenic mutations," Nature Genetics, vol. 50, no. 
9, pp. 1219-1224, 2018/09/01 2018, doi: 10.1038/s41588-018-0183-z. 

[150] V. K. Kawai et al., "A genetic risk score that includes common type 2 diabetes risk 
variants is associated with gestational diabetes," Clinical Endocrinology, vol. 87, no. 2, 
pp. 149-155, 2017, doi: https://doi.org/10.1111/cen.13356. 

[151] J. Lauenborg et al., "Common Type 2 Diabetes Risk Gene Variants Associate with 
Gestational Diabetes," The Journal of Clinical Endocrinology & Metabolism, vol. 94, no. 
1, pp. 145-150, 2009, doi: 10.1210/jc.2008-1336. 

[152] C. E. Powe et al., "Genetic Determinants of Glycemic Traits and the Risk of Gestational 
Diabetes Mellitus," Diabetes, vol. 67, no. 12, pp. 2703-2709, 2018, doi: 10.2337/db18-
0203. 

[153] M. M. Perisic, K. Vladimir, S. Karpov, M. Storga, A. Mostashari, and R. Khanin, "Polygenic 
Risk Score and Risk Factors for Gestational Diabetes," J Pers Med, vol. 12, no. 9, Aug 26 
2022, doi: 10.3390/jpm12091381. 

[154] "Standards of Medical Care in Diabetes—2016: Summary of Revisions," Diabetes Care, 
vol. 39, no. Supplement_1, pp. S4-S5, 2015, doi: 10.2337/dc16-S003. 

[155] D. C. Klonoff and D. Kerr, "Smart Pens Will Improve Insulin Therapy," (in eng), J Diabetes 
Sci Technol, vol. 12, no. 3, pp. 551-553, May 2018, doi: 10.1177/1932296818759845. 

https://doi.org/10.1038/gim.2016.103
https://doi.org/10.1016/j.diabres.2016.09.019
https://doi.org/10.1111/cen.13356


 38 

[156] N. A. Sangave, T. D. Aungst, and D. K. Patel, "Smart Connected Insulin Pens, Caps, and 
Attachments: A Review of the Future of Diabetes Technology," (in eng), Diabetes Spectr, 
vol. 32, no. 4, pp. 378-384, Nov 2019, doi: 10.2337/ds18-0069. 

[157] S. R. Colberg et al., "Physical Activity/Exercise and Diabetes: A Position Statement of the 
American Diabetes Association," Diabetes Care, vol. 39, no. 11, pp. 2065-2079, 2016, 
doi: 10.2337/dc16-1728. 

[158] M. Ebrahimi, T. N. Guilan-Nejad, and A. F. Pordanjani, "Effect of yoga and aerobics 
exercise on sleep quality in women with Type 2 diabetes: a randomized controlled trial," 
(in eng), Sleep Sci, vol. 10, no. 2, pp. 68-72, Apr-Jun 2017, doi: 10.5935/1984-
0063.20170012. 

[159] P. Boström et al., "A PGC1-α-dependent myokine that drives brown-fat-like 
development of white fat and thermogenesis," Nature, vol. 481, no. 7382, pp. 463-468, 
2012/01/01 2012, doi: 10.1038/nature10777. 

[160] N. K. Lee et al., "Endocrine regulation of energy metabolism by the skeleton," (in eng), 
Cell, vol. 130, no. 3, pp. 456-69, Aug 10 2007, doi: 10.1016/j.cell.2007.05.047. 

[161] Z. V. Wang and P. E. Scherer, "Adiponectin, the past two decades," (in eng), J Mol Cell 
Biol, vol. 8, no. 2, pp. 93-100, Apr 2016, doi: 10.1093/jmcb/mjw011. 

[162] R. J. Barnard, T. Jung, and S. B. Inkeles, "Diet and Exercise in the Treatment of NIDDM: 
The need for early emphasis," Diabetes Care, vol. 17, no. 12, pp. 1469-1472, 1994, doi: 
10.2337/diacare.17.12.1469. 

[163] A. S. Nicholson, M. Sklar, N. D. Barnard, S. Gore, R. Sullivan, and S. Browning, "Toward 
Improved Management of NIDDM: A Randomized, Controlled, Pilot Intervention Using a 
Lowfat, Vegetarian Diet," Preventive Medicine, vol. 29, no. 2, pp. 87-91, 1999/08/01/ 
1999, doi: https://doi.org/10.1006/pmed.1999.0529. 

[164] C. A. Moreno-Valdespino, D. Luna-Vital, R. M. Camacho-Ruiz, and L. Mojica, "Bioactive 
proteins and phytochemicals from legumes: Mechanisms of action preventing obesity 
and type-2 diabetes," Food Research International, vol. 130, p. 108905, 2020/04/01/ 
2020, doi: https://doi.org/10.1016/j.foodres.2019.108905. 

[165] R. A. Hackett and A. Steptoe, "Type 2 diabetes mellitus and psychological stress — a 
modifiable risk factor," Nature Reviews Endocrinology, vol. 13, no. 9, pp. 547-560, 
2017/09/01 2017, doi: 10.1038/nrendo.2017.64. 

[166] M. Faulenbach, H. Uthoff, K. Schwegler, G. A. Spinas, C. Schmid, and P. Wiesli, "Effect of 
psychological stress on glucose control in patients with Type 2 diabetes," Diabetic 
Medicine, vol. 29, no. 1, pp. 128-131, 2012, doi: https://doi.org/10.1111/j.1464-
5491.2011.03431.x. 

[167] T. Arora and S. Taheri, "Sleep Optimization and Diabetes Control: A Review of the 
Literature," Diabetes Therapy, vol. 6, no. 4, pp. 425-468, 2015/12/01 2015, doi: 
10.1007/s13300-015-0141-z. 

[168] A. N. Vgontzas, D. Liao, S. Pejovic, S. Calhoun, M. Karataraki, and E. O. Bixler, "Insomnia 
With Objective Short Sleep Duration Is Associated With Type 2 Diabetes: A population-
based study," Diabetes Care, vol. 32, no. 11, pp. 1980-1985, 2009, doi: 10.2337/dc09-
0284. 

https://doi.org/10.1006/pmed.1999.0529
https://doi.org/10.1016/j.foodres.2019.108905
https://doi.org/10.1111/j.1464-5491.2011.03431.x
https://doi.org/10.1111/j.1464-5491.2011.03431.x


 39 

[169] S. Reutrakul et al., "Sleep characteristics in type 1 diabetes and associations with 
glycemic control: systematic review and meta-analysis," Sleep Medicine, vol. 23, pp. 26-
45, 2016/07/01/ 2016, doi: https://doi.org/10.1016/j.sleep.2016.03.019. 

[170] B. E. Metzger et al., "International association of diabetes and pregnancy study groups 
recommendations on the diagnosis and classification of hyperglycemia in pregnancy," 
(in eng), Diabetes Care, vol. 33, no. 3, pp. 676-82, Mar 2010, doi: 10.2337/dc09-1848. 

[171] "Standards of medical care in diabetes--2012," (in eng), Diabetes Care, vol. 35 Suppl 1, 
no. Suppl 1, pp. S11-63, Jan 2012, doi: 10.2337/dc12-s011. 

[172] "Diagnostic criteria and classification of hyperglycaemia first detected in pregnancy: a 
World Health Organization Guideline," (in eng), Diabetes Res Clin Pract, vol. 103, no. 3, 
pp. 341-63, Mar 2014, doi: 10.1016/j.diabres.2013.10.012. 

[173] "Practice Bulletin No. 137: Gestational diabetes mellitus," (in eng), Obstet Gynecol, vol. 
122, no. 2 Pt 1, pp. 406-416, Aug 2013, doi: 10.1097/01.AOG.0000433006.09219.f1. 

[174] A. L. Gloyn and D. J. Drucker, "Precision medicine in the management of type 2 
diabetes," The Lancet Diabetes & Endocrinology, vol. 6, no. 11, pp. 891-900, 2018, doi: 
10.1016/S2213-8587(18)30052-4. 

[175] A. Fodor, A. Cozma, R. Suharoschi, A. Sitar-Taut, and G. Roman, "Clinical and genetic 
predictors of diabetes drug's response," Drug Metab Rev, vol. 51, no. 4, pp. 408-427, 
Nov 2019, doi: 10.1080/03602532.2019.1656226. 

[176] S. E. Kahn et al., "Glycemic durability of rosiglitazone, metformin, or glyburide 
monotherapy," N Engl J Med, vol. 355, no. 23, pp. 2427-43, Dec 7 2006, doi: 
10.1056/NEJMoa066224. 

[177] A. American Diabetes, "9. Pharmacologic Approaches to Glycemic Treatment: Standards 
of Medical Care in Diabetes-2020," Diabetes Care, vol. 43, no. Suppl 1, pp. S98-S110, Jan 
2020, doi: 10.2337/dc20-S009. 

[178] T. Martin and R. K. Campbell, "Vitamin D and diabetes," Diabetes spectrum, vol. 24, no. 
2, pp. 113-118, 2011. 

[179] M. Cojic, R. Kocic, A. Klisic, and G. Kocic, "The Effects of Vitamin D Supplementation on 
Metabolic and Oxidative Stress Markers in Patients With Type 2 Diabetes: A 6-Month 
Follow Up Randomized Controlled Study," (in English), Frontiers in Endocrinology, 
Original Research vol. 12, 2021-August-19 2021, doi: 10.3389/fendo.2021.610893. 

[180] D.-w. Zhang, M. Fu, S.-H. Gao, and J.-L. Liu, "Curcumin and Diabetes: A Systematic 
Review," Evidence-Based Complementary and Alternative Medicine, vol. 2013, p. 
636053, 2013/11/24 2013, doi: 10.1155/2013/636053. 

[181] A. Ghorbani, "Mechanisms of antidiabetic effects of flavonoid rutin," Biomedicine & 
Pharmacotherapy, vol. 96, pp. 305-312, 2017/12/01/ 2017, doi: 
https://doi.org/10.1016/j.biopha.2017.10.001. 

[182] R. Li, Y. Zhang, S. Rasool, T. Geetha, and J. R. Babu, "Effects and Underlying Mechanisms 
of Bioactive Compounds on Type 2 Diabetes Mellitus and Alzheimer’s Disease," 
Oxidative Medicine and Cellular Longevity, vol. 2019, p. 8165707, 2019/01/17 2019, doi: 
10.1155/2019/8165707. 

[183] E. Youl et al., "Quercetin potentiates insulin secretion and protects INS-1 pancreatic β-
cells against oxidative damage via the ERK1/2 pathway," British Journal of 

https://doi.org/10.1016/j.sleep.2016.03.019
https://doi.org/10.1016/j.biopha.2017.10.001


 40 

Pharmacology, vol. 161, no. 4, pp. 799-814, 2010, doi: https://doi.org/10.1111/j.1476-
5381.2010.00910.x. 

[184] S. Ae Park et al., "Genistein and daidzein modulate hepatic glucose and lipid regulating 
enzyme activities in C57BL/KsJ-db/db mice," (in eng), Life Sci, vol. 79, no. 12, pp. 1207-
13, Aug 15 2006, doi: 10.1016/j.lfs.2006.03.022. 

[185] A. M. Mahmoud, M. B. Ashour, A. Abdel-Moneim, and O. M. Ahmed, "Hesperidin and 
naringin attenuate hyperglycemia-mediated oxidative stress and proinflammatory 
cytokine production in high fat fed/streptozotocin-induced type 2 diabetic rats," Journal 
of Diabetes and its Complications, vol. 26, no. 6, pp. 483-490, 2012/11/01/ 2012, doi: 
https://doi.org/10.1016/j.jdiacomp.2012.06.001. 

[186] A. K. Singh et al., "Isolated mangiferin and naringenin exert antidiabetic effect via 
PPARγ/GLUT4 dual agonistic action with strong metabolic regulation," Chemico-
Biological Interactions, vol. 280, pp. 33-44, 2018/01/25/ 2018, doi: 
https://doi.org/10.1016/j.cbi.2017.12.007. 

[187] G. S. Prasath, S. I. Pillai, and S. P. Subramanian, "Fisetin improves glucose homeostasis 
through the inhibition of gluconeogenic enzymes in hepatic tissues of streptozotocin 
induced diabetic rats," European Journal of Pharmacology, vol. 740, pp. 248-254, 
2014/10/05/ 2014, doi: https://doi.org/10.1016/j.ejphar.2014.06.065. 

[188] G. Loureiro and F. Martel, "The effect of dietary polyphenols on intestinal absorption of 
glucose and fructose: Relation with obesity and type 2 diabetes," Food Reviews 
International, vol. 35, no. 4, pp. 390-406, 2019/05/19 2019, doi: 
10.1080/87559129.2019.1573432. 

[189] C. Liu et al., "Effects of soybean isoflavones on Wnt/β-catenin and the TGF-β1 signaling 
pathway in renal tissue of type 2 diabetic rats," Journal of Biological Regulators and 
Homeostatic Agents, vol. 32, no. 3, pp. 455-464, 2018. 

[190] F. Li et al., "EGCG reduces obesity and white adipose tissue gain partly through AMPK 
activation in mice," Frontiers in pharmacology, p. 1366, 2018. 

[191] K. Pei, J. Ou, J. Huang, and S. Ou, "p‐Coumaric acid and its conjugates: dietary sources, 
pharmacokinetic properties and biological activities," Journal of the Science of Food and 
Agriculture, vol. 96, no. 9, pp. 2952-2962, 2016. 

[192] C. E. Reis, J. G. Dórea, and T. H. da Costa, "Effects of coffee consumption on glucose 
metabolism: A systematic review of clinical trials," Journal of traditional and 
complementary medicine, vol. 9, no. 3, pp. 184-191, 2019. 

[193] M. Shi, H. Loftus, A. J. McAinch, and X. Q. Su, "Blueberry as a source of bioactive 
compounds for the treatment of obesity, type 2 diabetes and chronic inflammation," 
Journal of Functional Foods, vol. 30, pp. 16-29, 2017. 

[194] M. Bahmanzadeh, M. T. Goodarzi, A. Rezaei Farimani, N. Fathi, and Z. Alizadeh, 
"Resveratrol supplementation improves DNA integrity and sperm parameters in 
streptozotocin–nicotinamide‐induced type 2 diabetic rats," Andrologia, vol. 51, no. 8, p. 
e13313, 2019. 

 

https://doi.org/10.1111/j.1476-5381.2010.00910.x
https://doi.org/10.1111/j.1476-5381.2010.00910.x
https://doi.org/10.1016/j.jdiacomp.2012.06.001
https://doi.org/10.1016/j.cbi.2017.12.007
https://doi.org/10.1016/j.ejphar.2014.06.065

