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Abstract

Background: Type 2 diabetes is a complex disease resulting from interactions between genetic,
epigenetic, and environmental factors. Histone deacetylases (HDAC) are essential epigenetic-regulatory
enzymes that affect gene expression and, through metabolic homeostasis and beta-cell function regulation,
play significant roles in the development and treatment of diabetes. In this study, we specifically focused
on the effect of metformin, the first-line therapy for type 2 diabetes on the expression of class | HDAC
genes.

Methods: A total of 60 patients were equally allocated into two groups: those receiving metformin
treatment and those without treatment. Also, 60 subjects with normal glucose tolerance were divided into
two groups: non-obese (n=30) and obese individuals (n=30). All biochemical and clinical factors were
estimated using standard methods, and RT-qPCR was used to quantify the expression levels of the
candidate genes in peripheral blood mononuclear cells of different groups.

Results: The metformin treatment group exhibited increased expression of HDAC1, HDAC3, and HDACS8
in comparison to the non-treatment group. Furthermore, the expression levels of HDAC 1, 2, and 3 were
higher in the obese group than the non-obese. Interestingly, evaluation of biochemical and clinical factors
revealed significant association between the expression of class | HDAC genes and several diabetes-
related risk factors.

Conclusions: The current findings suggest that HDAC1, 3, and 8 genes expression are affected by
metformin, and obesity has a substantial ability to increase the risk of diabetes. However, changes in
HDAC expression may represent potential biomarkers and therapeutic targets for future clinical studies
in diabetes, particularly in exploring combination therapies involving histone deacetylase inhibitors and
metformin.
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Introduction

Diabetes mellitus is the ninth-leading cause of immune-mediated (type 1 diabetes), insulin-
mortality (1), and its incidence has more than resistant (type 2 diabetes), pregnancy, genetic
doubled between 1990 and 2019 (2). Diabetes abnormalities, infections, or  specific
is a metabolic disease characterized by medications (3). Type 2 diabetes is the most
hyperglycemia that may be caused by prevalent type of diabetes mellitus and occurs
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through interactions among  genetics,
behavioral, and the environment factors (4, 5).

Epigenetics refers to the heritable
modifications in gene expression that occur
without changes in the underlying DNA
sequence.  Alterations in  epigenomic
regulation have been linked to numerous
diseases, including type 2 diabetes (6).
Histone acetyltransferase (HAT) and Histone
Deacetylases (HDACSs) are post-translational
modification enzymes that regulate the
acetylation status of histone lysine residues,
influencing gene transcription. An imbalance
in the ratio of HAT to HDAC activity has
been observed in multiple cancers (7). Both
HATs and HDACs regulate several
transcription factors and are crucial for
maintaining metabolic homeostasis and (3-cell
function, suggesting that they may play a
significant role in the development or
treatment of diabetes (8).

There are four distinct classes of HDAC
enzymes. HDAC 1, 2, 3, and 8 are family
members of Class | HDACs, which mostly
exist in the nucleus. These enzymes are
involved in the deacetylation, promoting a
repressive chromatin state that limits access to
the transcriptional machinery (9). HDACs
control insulin expression, secretion and
insulin resistance in Type 2 Diabetes Mellitus
(T2DM) (10). Several studies have shown that
HDAC inhibitors are potential therapeutic
agents for diabetes mellitus (11), as they
affect  p-cell  development,  function,
proliferation, and inhibition of f-cell
destruction, as well as being involved in
insulin signaling (12), insulin resistance, and
protection of pancreatic cells from cytokine-
mediated damage (13).

Metformin, a well-established first-line
drug for the treatment of type 2 diabetes,
reduces hepatic gluconeogenesis and glucose
generation through different pathways (14).
regarding metformin’s mechanism of action is
its ability to increase AMP-activated protein
kinase (AMPK) phosphorylation (15), a
master regulator of several metabolic
pathways (16). However, its effect on
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epigenetic regulators such as Class | HDAC
genes in patients with T2DM remain unclear.

The current study aimed to investigate the
effects of metformin and body mass index
(BMI) on the expression of histone
deacetylases in patients with type 2 diabetes
and in healthy subjects. Our findings suggest
that the HDAC class | genes expression is
affected by metformin and obesity and that
their gene expression levels correlate with
diabetes risk factors. These results indicate
that alterations in HDAC expression may be
valuable for future clinical studies on
diabetes, particularly for the development of
novel therapeutic  strategies targeting
epigenetic regulation.

Materials and Methods

Study Subjects

Study subjects were recruited from the
Khatam AL-Anbia Hospital in Gonbad
Kavous, Iran. In this study, the inclusion
criteria for diabetic patients were a fasting
blood glucose level of 140 mg/dL or higher,
glycated hemoglobin (HbAlc) levels > 8%,
and age between 30 and 60. Furthermore, for
type 2 diabetic confirmation, the HOMA-IR
index (glucose x insulin / 405) and the
presence of insulin were assessed.

Exclusion criteria for patients were insulin
therapy and chronic illnesses. For normal
subjects, the inclusion criteria were a fasting
blood glucose level below 100 mg/dL, with no
history of diabetes or other health problems.
Participants were categorized into four
groups:

Group I: Normal non-obese subjects (BMI
18.5-24.9, n = 30)

Group II: Normal obese subjects (BMI > 30,
n =30)

Group IlI: Subjects with type 2 diabetes
mellitus  (T2DM) receiving metformin
treatment (n = 30)

Group IV: Subjects with type 2 diabetes
mellitus without treatment (n = 30)

All participants were aged between 30 and
60 years. Gender distribution was balanced,
with 15 males and 15 females in each group.
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The same sampling design was applied to
both diabetic and normal groups.

The study was approved by the Biomedical
Research Ethics Committee of Golestan
University of Medical Sciences (code
IR.GOUMS.REC.1398.184) and was
conducted according to the principles of the
declaration. All methodologies of
experiments were done according to the
standards set by the (1975, revised in 2000).
Written informed consent was obtained from
all participants prior to enrollment.

Biochemical and clinical estimations

In this study, all biochemical and clinical
factors were estimated using standard
methods. Fasting Blood Sugar (FBS) and
glycated hemoglobin A1C (HbAlc) levels
were measured using the hexokinase method
and ion-exchange chromatography resins,
respectively. White blood cells count was
obtained by using a hemocytometer. Systolic
blood pressure (SBP) and diastolic blood
pressure (DBP) were measured using an
auscultatory Korotkoff-based
sphygmomanometer and an oscillometer,

respectively, and the serum triglyceride
concentration was determined using a
standard enzymatic triglyceride assay. Body
fat percentage (BFP) was calculated by
dividing the total mass by the total body mass
of fat by the total body mass, multiplied by
100. Finally, insulin level and insulin
resistance were assessed using HOMA IR for
confirmation of type 2 diabetes. In addition,
in this study, we calculated body mass index
(BMI) using the formula weight (kg) / height
(m) and then categorized the samples into two
subgroups based on BMI18.5-25 (normal)
and BMI>30 (obese).

Bioinformatics analysis

Forward and reverse primers were designed
for all HDAC genes (1, 2, 3, and 8) using
Gene Runner v6 software and Primer3
(https://primer3.ut.ee/) online tools, and then
their specificity was confirmed with Primer-
BLAST
(https://www.ncbi.nlm.nih.gov/tools/primer-
blast/) online software. The primers used in
this study are listed in Table 1.

Table 1. Primer’s sequences.

Name NCBI accession number

Sequence

Forward: 5'-GCACCATGCAAAGAAGTCCG-3'

HbACt NM_004964.3 Reverse: 5-ACCCTCTGGTGATACTTTAGCAG-3'
HOACE ML T TTCGRCAGTEGETS
HDACS  NMLOOISSOZ A GGCACGTCATGAAT
GAPDH NM_002046.7 Forward: 5-GTGAACCATGAGAAGTATGACAAC-3'

Reverse: 5'-CATGAGTCCTTCCACGTACC -3'

RNA extraction from PBMCs and cDNA
synthesis

Five ml of peripheral blood was collected from
the study subjects, PBMCs were isolated in
less than 2 h using Ficoll (Sigma Aldrich, St.
Louis, MO, USA), and total RNA extraction
was performed according to the AccuZol Kit
protocol (Bioneer Pacific, Australia). The
RNA concentration was evaluated using a
PicoDrop device (Pico 200, Quantica). Next,

to remove possible DNA contamination, the
RNA samples were treated with DNase |
(TAKARA, Japan) according to the standard
protocol. Briefly, for cDNA synthesis, 1 pg of
total RNA was combined with PrimeScript RT
Enzyme (TAKARA, Japan), 5X RT buffer,
oligo dT primers, random hexamer primers,
and RNase-free water according to the kit’s
protocol. First-strand cDNA synthesis was
performed at 42 °C for 15 min and the enzyme
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was then deactivated for 30 s at 85 °C. The
cDNA samples were used for quantitative real-
time PCR (gRT-PCR) analysis.

RT-qPCR Analysis

RT-gPCR  was performed using the
StepOnePlus Real-Time PCR System (Applied
Biosystems, USA).The reaction mixture
included 10 pl of SYBR® Premix ex taqg™ II
(Takara, Japan), 500 ng of cDNA as a template,
and 0.7 pL of each of the gene-specific primers
with a concentration of 10 uM that made up to
12.5 pL with nuclease-free water. The average
CT value was used for analysis. To prevent
false-positive results, a no template control
(NTC) was included in each experiment. Target
gene expression was compared to the GAPDH
level as an internal control.

Statistical Analysis

Real-time PCR data analysis was performed
using R software (version 3.4.3). The relative
expression of genes was calculated using the
2722t formula. The hypothesis of normality of
the data was investigated using the
Kolmogorov-Smirnov (K-S) test. The Mann-
Whitney U test was performed to compare
gene expression between diseased and healthy
subjects. Spearman’s correlation analysis was
performed to determine the correlation
between gene expression and T2DM-related
risk factors. Statistical significance was set at
P< 0.05.

Results

Effect of metformin treatment on HDAC
class I gene expression

To evaluate the effect of metformin treatment
on the expression of circulating HDAC class |
genes, we divided the patients into two groups:
under treatment and without any drug
treatment. RT-gPCR results showed a
significant increase in the expression of
HDACL (Fig. 1A) and HDACS (Fig. 1D) in the
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treatment group compared to the non-
treatment and normal groups. Surprisingly, we
observed switching from off to on in the
expression level of HDAC3 after metformin
treatment in diabetic patients (Fig. 1C). While
results showed that there was no significant
difference in the expression levels of HDAC2
(Fig. 1B) between treated and untreated
patients. However, we illustrated a significant
change in treated patients compared to normal
individuals in the expression of all HDAC
class | genes.

Effect of BMI on HDAC Class | Gene
Expression

To investigate the effects of obesity on
circulating levels of HDAC class | genes, we
divided the normal sample into two groups:
18.5< BMI <25 as non-obese individuals and
BMI > 30 as obese individuals. Our analysis
showed that HDAC1 (Fig. 2A), HDAC2 (Fig.
2B), and HDAC3 (Fig. 2C) levels were
significantly increased in patients with
BMI>30 to those 18.5< BMI< 25, while
HDACS did not change significantly (Fig. 2D).

Association between HDAC class | gene
expression and type 2 diabetes risk factors
Spearman's  correlation  analysis  was
performed to investigate the relationship
between the expression of HDAC1, 2, 3, and 8
and T2DM risk factors in patients with type 2
diabetes. The mean+SD of the risk factors is
presented in Table 2. The correlation analysis
results showed that BFP, FBS, HbAlc, and
DBP were significantly correlated with the
HDAC class | genes expression. Unlike other
HDACs, HDAC3 has no significant
association with age and triglycerides, while
HDACS3 is the only HDAC associated with
BMI and SBP in T2DM patients. In addition,
HDAC2 and 3 were significantly correlated
with white blood cells (WBC) (Table 2).
However, there was no significant.
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Fig. 1. A. HDAC1, B. HDAC2?, C. HDACS3, and D. HDACS gene expression in untreated diabetic patient, and treated
diabetic patient compared with normal subject. The mean + SEM. *P< 0.05; **P< 0.01; ***P< 0.001; ns: non-significant.
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Table 2. Spearman's correlation between T2DM risk factors and expression of HDAC class | genes in T2DM patients.

Mean + SD

P value

Risk factors

HDAC1

HDAC?2 HDAC3 HDACS

Gender (male/female) N=30/N=30

Age (years) 45.41+9.46 <0.001 0.1 <0.01
BMI (Kg/m2) 27.93+4.65 0.3 <0.01 0.2
BFP (%) 35.81+8.65 <0.001 <0.01 <0.01 <0.001
FBS (mg/dl) 187.05+52.42  <0.001 <0.001 <0.001 <0.001
HbAlc (mIU/mL) 9.39+1.31 <0.001 <0.001 <0.001 <0.001
SBP (mmHg) 11.95+0.96 0.3 <0.05 0.8
DBP (mmHg) 8.63+0.75 <0.05 <0.05 <0.05
Triglyceride (mg/dl)  156.73+58.63 <0.001 0.2 <0.05
WBC (10*3/ul) 7.68.3£1.70 <0.01 <0.01 0.1
Discussion development (20, 21) and is up-regulated in the

Type 2 diabetes is a chronic disease that
requires continuous medical care. Although
important environmental factors in type 2
diabetes, such as diet and activity level, have
been identified, identifying the genetic and
epigenetic components that contribute to the
development of type 2 diabetes remains a
challenge (17). In the present study, for the first
time, we investigated the effect of metformin
treatment, a common diabetic drug, on the
expression of histone epigenetic regulators in
T2DM patients and compared it with those
without drug treatment or normal subjects in the
Iranian population.

Histone deacetylase (HDAC) enzymes
function as epigenetic regulators that modulate
gene expression (7) and represent potential
targets for the treatment of several disorders
(18), including diabetes mellitus (11). The
result of the current study demonstrated that
HDAC class I, such as HDAC1, HDAC2,
HDAC3, and HDACS8, was significantly
increased in patients with type 2 diabetes
mellitus. This increase in HDACs expression
and their activity suggests a potential role of
these enzymes in the progression or
development of T2DM. Further studies also
indicate that all Class | HDACs are related to
insulin resistance. So that HDAC1 can prevent
peripheral glucose absorption by suppressing
glucose transport through glucose transporter
(GLUT) 4 (19), HDAC?2 involved in diabetes

diabetic mice's aorta (22). As well as HDAC3
initiates hepatic gluconeogenesis (23), and
single nucleotide polymorphisms in this gene
are related to type 2 diabetes risk (24). In
addition, Sathishkumar et al. showed that
increased HDAC3 activity (25) and its
overexpression in PBMCs were accompanied
by the concurrent activation of pro-
inflammatory markers and insulin resistance in
T2DM patients. Tian et al. reported that
HDACS8 expression is markedly elevated in
individuals with type 2 diabetes and promotes
insulin resistance and [B-catenin activation in
NAFLD-associated hepatocellular carcinoma
(26).

Investigating the effect of metformin as a
typical and best treatment of type 2 diabetes on
gene expression (27) could be helpful for
understanding gene networks and resistance to
T2DM. Our previous study revealed that
metformin influences MALAT1 and GAS5
INcRNA expression in diabetic patients (28).
Moreover, the present investigation indicated
that metformin could influence the expression
of circulating histone deacetylases, and T2DM
patients with metformin treatment had higher
expression of HDAC1, HDAC3, and HDACS
compared with other groups. These results
align with Bridgeman et al. result that
suggested in their research that metformin may
influence the activity of several epigenetic
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modifying  enzymes,  particularly by
modulating AMP-activated protein Kkinase
(AMPK). On the other hand, histone
acetyltransferases (HATS) and class 11 histone
deacetylases (HDACs) are two epigenetic
enzymes that are phosphorylated by active
AMPK (29). Furthermore, metformin is
effective on histone deacetylase inhibitors and
acetyltransferases in different cancers (30, 31).
An interesting observation in our study was
that HDAC3 was not expressed in any of the
untreated samples, but its expression elevated
in treated patients. This suggests a pivotal role
of metformin for regulation of HDAC class |
gene expression.

In the following, we observed that in normal
individuals with high BMI (BMI>30), the
expression levels of HDAC class | genes
increased. This result is aligns with Abbasi et
al. results that was shown the body fat
percentage has a positive correlation with
diabetes risk (32). As well as evidence
suggests  that weight reduction can
significantly lessen the risk of diabetes in all
persons (33). This result indicating that obesity
has a substantial ability to increase diabetes
risk.

This study also shows association of T2DM
risk factors and HDACs genes expression in
Iranian population. Analyses of body fat
percentage indicate a positive correlation
between BFP and diabetes risk. As well as the
p-value of age and triglyceride suggest there is
significant association with our study outcome
and other studies. Yan et al. and Escobedo-de
la Pena et al. revealed that older adults have a
greater frequency of diabetes and prediabetes
than middle-aged adults (34) and triglyceride
level, as biochemical marker, has biologically
correlated with diabetes (35). In addition
HbAlc, systolic blood pressure (SBP), and
diastolic  blood pressure (DBP) that
significantly were higher in T2DM patients
(36) have shown a strong correlation with
HDACs expression in our T2DM samples.
This study confirmed an interaction between
diabetic influencing factors and HDAC class |
expression, which may be important in
explaining the differences in risk factors for
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diabetes and prediabetes in different
populations.

In the present study, we revealed that
metformin in T2DM patients and BMI in
normal subjects could elevate HDAC class |
genes expression and that there is an
association between the expression of all
members of Class | HDACs and most diabetic
risk factors. Overall, this finding may be
important in selecting treatment methods
based on histone deacetylase inhibitors in
diabetic populations.

Acknowledgment

The researchers are expressing gratitude to
everyone who participated and assisted in the
study.

Authors’ contributions

Amin lzadi, Azam Zarourati and, Sohrab
Boozarpour designed the experiments; Sohrab
Boozarpour supervised the research; Amin
Izadi, and Azam Zarourati performed the
experiments; Mohsen Ghalandar and Mina
Lashkarboloki performed data analysis. Mina
Lashkarboloki wrote the manuscript; Masoud
Fahimi  sample  preparation,  Sohrab
Boozarpour and Madjid Momeni Moghaddam
revised and edited the manuscript. All the
authors reviewed the results and approved the
final version of the manuscript.

Financial support

This work was partially supported by Gonbad
Kavous University (Grant Number 97-105152
and 97-119847).

Conflict of interest
The authors have no competing of interests.

References

1. Zheng Y, Ley SH, Hu FB. Global aetiology and
epidemiology of type 2 diabetes mellitus and its
complications. Nat Rev Endocrinol. 2018;
14(2):88-98.

2. Nanda M, Sharma R, Mubarik S, Aashima A,
Zhang K. Type-2 Diabetes Mellitus (T2DM):
spatial-temporal patterns of incidence, mortality


http://dx.doi.org/10.61882/rbmb.14.1.85
http://old.rbmb.net/article-1-1692-en.html

[ Downloaded from old.rbomb.net on 2026-06-13 ]

[ DOI: 10.61882/rbmb.14.1.85]

Metformin Effect on Epigenetics Regulator in T2DM

and attributable risk factors from 1990 to 2019
among 21 world regions. Endocrine.
2022;77(3):444-454.

3. Baynes HW. Classification, pathophysiology,
diagnosis and management of diabetes mellitus. J
diabetes metab. 2015; 6(5):1-9.

4. Chen L, Magliano DJ, Zimmet PZ. The
worldwide epidemiology of type 2 diabetes
mellitus—present and future perspectives. Nat
Rev Endocrinol. 2011;8(4):228-236.

5. Arab Sadeghabadi Z, Ziamajidi N,
Abbasalipourkabir R, Mohagheghi S, Tayebinia
H, Mohseni R. Palmitate-increased TGF-1 Gene
Expression and p-Smad2/3 Protein Levels
Attenuated by Chicoric Acid in Patients with
Type 2 Diabetes Mellitus. Rep Biochem Mol
Biol. 2025;13(4):540-548.

6. Ling C, Ronn T. Epigenetics in human obesity
and type 2 diabetes. Cell Metab.
2019;29(5):1028-1044.

7. Lakshmaiah KC, Jacob LA, Aparna S,
Lokanatha D, Saldanha SC. Epigenetic therapy of
cancer with histone deacetylase inhibitors. J
Cancer Res Ther. 2014;10(3):469-78.

8. Gray SG, De Meyts P. Role of histone and
transcription factor acetylation in diabetes
pathogenesis. Diabetes Metab Res Rev.
2005;21(5):416-33.

9. Serebryannyy LA, Cruz CM, de Lanerolle P. A
Role for Nuclear Actin in HDAC 1 and 2
Regulation. Sci Rep. 2016;6:28460.

10. Sharma S, Taliyan R. Histone deacetylase
inhibitors:  Future therapeutics for insulin
resistance and type 2 diabetes. Pharmacol Res.
2016;113(Pt A):320-326.

11. Wang X, Wei X, Pang Q, Yi F. Histone
deacetylases and their inhibitors: molecular
mechanisms and therapeutic implications in
diabetes mellitus. Acta Pharmaceutica Sinica B.
2012; 2(4):387-395.

12. Mihaylova MM, Vasquez DS, Ravnskjaer K,
Denechaud PD, Yu RT, Alvarez JG, Downes M,
Evans RM, Montminy M, Shaw RJ. Class lla
histone deacetylases are hormone-activated
regulators of FOXO and mammalian glucose
homeostasis. Cell. 2011;145(4):607-21.

13. Makkar R, Behl T, Arora S. Role of HDAC
inhibitors in diabetes mellitus. Curr Res Transl
Med. 2020;68(2):45-50.

14. Aroda VR, Ratner RE. Metformin and Type 2
Diabetes  Prevention.  Diabetes  Spectr.
2018;31(4):336-342.

15. Zhou G, Myers R, Li Y, Chen Y, Shen X,
Fenyk-Melody J, et al. Role of AMP-activated
protein kinase in mechanism of metformin action.
J Clin Invest. 2001;108(8):1167-74.

16. Lin SC, Hardie DG. AMPK: Sensing Glucose
as well as Cellular Energy Status. Cell Metab.
2018;27(2):299-313.

17. Prasad RB, Groop L. Genetics of type 2
diabetes-pitfalls and possibilities. Genes (Basel).
2015;6(1):87-123.

18. Dalvand S, Namdari A, Sepahvand F,
Meshkibaf MH, Ahmadpour G. Investigation of
Decitabine Effects on HDAC3 and HDACY?
MRNA Expression in NALM-6 and HL-60
Cancer Cell Lines. Rep Biochem Mol Biol.
2021;10(3):420-428

19.Bagchi D, Nair S. Nutritional and therapeutic
interventions  for diabetes and metabolic
syndrome: Academic Press; 2018.

20.Noh H, Oh EY, Seo JY, Yu MR, Kim YO, Ha
H, Lee HB. Histone deacetylase-2 is a key
regulator of diabetes- and transforming growth
factor-betal-induced renal injury. Am J Physiol
Renal Physiol. 2009;297(3):F729-39.

21. Christensen DP, Dahllof M, Lundh M,
Rasmussen DN, Nielsen MD, Billestrup N, et al.
Histone deacetylase (HDAC) inhibition as a novel
treatment for diabetes mellitus. Mol Med.
2011;17(5-6):378-90.

22. Manea SA, Antonescu ML, Fenyo IM, Raicu
M, Simionescu M, Manea A. Epigenetic
regulation of vascular NADPH oxidase
expression and reactive oxygen species
production by histone deacetylase-dependent
mechanisms in experimental diabetes. Redox
Biol. 2018;16:332-343.

23. Sun Z, Miller RA, Patel RT, Chen J, Dhir R,
Wang H, et al. Hepatic Hdac3 promotes
gluconeogenesis by repressing lipid synthesis and
sequestration. Nat Med. 2012;18(6):934-42.

24. Zeng Z, Liao R, Yao Z, Zhou W, Ye P,
Zheng X, et al. Three single nucleotide variants
of the HDAC gene are associated with type 2
diabetes mellitus in a Chinese population: a
community-based case-control study. Gene.
2014;533(1):427-33.

Rep. Biochem. Mol. Biol, Vol.14, No. 1, Apr 2025 93


http://dx.doi.org/10.61882/rbmb.14.1.85
http://old.rbmb.net/article-1-1692-en.html

[ Downloaded from old.rbomb.net on 2026-06-13 ]

[ DOI: 10.61882/rbmb.14.1.85]

lzadi A et al.

25. Sathishkumar C, Prabu P, Balakumar M,
Lenin R, Prabhu D, Anjana RM, et al.
Augmentation of histone deacetylase 3 (HDAC3)
epigenetic  signature at the interface of
proinflammation and insulin resistance in patients
with type 2 diabetes. Clin Epigenetics.
2016;8:125.

26. Tian Y, Wong VW, Wong GL, Yang W, Sun
H, Shen J, et al. Histone Deacetylase HDACS8
Promotes Insulin Resistance and [-Catenin
Activation in NAFLD-Associated Hepatocellular
Carcinoma. Cancer Res. 2015;75(22):4803-16.
27.Lee Y, YiHS, KimHR, Joung KH, Kang YE,
Lee JH, et al. The Eosinophil Count Tends to Be
Negatively Associated with Levels of Serum
Glucose in Patients with Adrenal Cushing
Syndrome.  Endocrinol  Metab  (Seoul).
2017;32(3):353-359.

28. Ahmadi S, Boozarpour S, Sabouri H,
Ghalandarayeshi S, Babaee N, Lashkarboloki
M,Banikarimi SA. Expression of circulating long
non-coding MALAT1 and GAS5 under
metformin treatment in type 2 diabetic patients.
Gene Rep.2024;35:101905.

29. Bridgeman SC, Ellison GC, Melton PE,
Newsholme P, Mamotte CDS. Epigenetic effects
of metformin: From molecular mechanisms to
clinical implications. Diabetes Obes Metab.
2018;20(7):1553-1562.

30.Jiang T, Xie L, Zhou S, Liu Y, Huang Y, Mei
N, et al. Metformin and histone deacetylase
inhibitor based anti-inflammatory nanoplatform
for epithelial-mesenchymal transition suppression
and  metastatic ~ tumor  treatment. J
Nanobiotechnology. 2022;20(1):394.

94 Rep. Biochem. Mol. Biol, Vol.14, No.1, Apr 2025

31. Szymczak-Pajor I, Drzewoski J, Swiderska E,
Strycharz J, Gabryanczyk A, Kasznicki J, et al.
Metformin Induces Apoptosis in  Human
Pancreatic Cancer (PC) Cells Accompanied by
Changes in the Levels of Histone
Acetyltransferases  (Particularly, p300/CBP-
Associated Factor (PCAF) Protein Levels).
Pharmaceuticals (Basel). 2023;16(1):115.

32. Abbasi A, Juszczyk D, van Jaarsveld CHM,
Gulliford MC. Body Mass Index and Incident
Type 1 and Type 2 Diabetes in Children and
Young Adults: A Retrospective Cohort Study. J
Endocr Soc. 2017;1(5):524-537.

33. Wainberg M, Mahajan A, Kundaje A,
McCarthy M, Ingelsson E, Sinnott-Armstrong N,
Rivas MA. Homogeneity in the association of
body mass index with type 2 diabetes across the
UK Biobank: A Mendelian randomization study.
PL0S Med. 2019;16(12):€1002982.

34. Yan Z, Cai M, Han X, Chen Q, Lu H. The
Interaction Between Age and Risk Factors for
Diabetes and Prediabetes: A Community-Based
Cross-Sectional Study. Diabetes Metab Syndr
Obes. 2023;16:85-93.

35. Escobedo-de la Pefia J, Ramirez-Hernandez
JA, Fernandez-Ramos MT, Gonzalez-Figueroa
E, Champagne B. Body Fat Percentage Rather
than Body Mass Index Related to the High
Occurrence of Type 2 Diabetes. Arch Med Res.
2020;51(6):564-571.

36. Ali HH, Al-Rawi K, Khalaf Y, Alaaraji S,
Aldahham B, Awad M, et al. Serum Caveolin-1
Level is Inversely Associated with Serum Vaspin,
Visfatin, and HbAlc in Newly Diagnosed Men
with Type-2 Diabetes. Rep Biochem Mol Biol.
2022;11(2):299-3009.


http://dx.doi.org/10.61882/rbmb.14.1.85
http://old.rbmb.net/article-1-1692-en.html
http://www.tcpdf.org

