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ABSTRACT
Introduction  We previously reported in ob/ob mice, 
one of animal models of human type 2 diabetes mellitus 
(DM2), that (i) acetylation of histone H3 lysine 9 (H3K9) 
at the promoter region of clock gene Dbp and DBP mRNA 
expression are reduced in epididymal adipose tissue, 
(ii) binding of DBP to the promoter region of peroxisome 
proliferator-activated receptor (Ppar)-γ and mRNA 
expression of PPAR-γ1sv were decreased in preadipocytes 
and (iii) adiponectin secretion was decreased, leading to 
the impaired insulin sensitivity.
Research design and methods  The present study was 
undertaken to evaluate whether such the changes in 
visceral adipose tissue were detected in patients with 
DM2. We obtained omental and mesenteric adipose tissue 
during surgery of lymph node dissection for gastric and 
colorectal cancers, and investigated these variables in 
adipose tissue (omental from gastric cancer; 13 non-DM, 
12 DM2: mesenteric from colorectal cancer; 12 non-DM, 
11 DM2).
Results  Acetylation of histone H3K9 at the promoter 
region of Dbp and DBP mRNA expression in omental, 
but not in mesenteric adipose tissue were significantly 
lower in DM2 than in patients without DM. PPAR-γ mRNA 
expression in omental adipose tissue was also lower in 
patients with DM2, but not in mesenteric adipose tissue.
Conclusions  The changes in DBP-PPAR-γ axis observed 
in mice with diabetes were also detected in patients with 
DM2. Because adiponectin secretion is reported to be 
enhanced through the PPAR-γ-related mechanism, this 
study supports the hypothesis that omental adipose tissue 
is involved in the mechanism of DM2.

INTRODUCTION
Circadian clock regulates 24 hours rhythms 
which are essential to maintaining normal 
human physiology including metabolic func-
tions. Disruption of circadian rhythms (eg, 
shift work and sleep disorders) is associated 
with the increased risk of type 2 diabetes 
mellitus (DM2) and obesity.1 2

Circadian rhythms are controlled by a 
molecular clock system located in the hypo-
thalamic suprachiasmatic nucleus (center 
clock), and in the peripheral tissue (periph-
eral clock).3 The molecular clock system is 

composed of genes such as Clock, brain and 
muscle ARNT-like 1 (Bmal1), period (Per) 
and cryptochrome (Cry), which constitute 
an oscillatory mechanism based on self-
sustaining transcriptional/translational 
feedback loops.3–6 Comprehensive network 
circuits are also regulated through the actions 
of E-box/E’-box, DBP/E4BP4 binding 
element (D-site) and Rev-erbα/ROR binding 
element.7

Albumin D-site-binding protein, known as 
DBP, is a molecular clock component.8 We 
have previously reported that the acetylation 
of histone H3 lysine 9 (H3K9) at the promoter 
regions of Dbp gene and DBP mRNA expres-
sion in mice with obesity having diabetes 
(ob/ob) are significantly reduced in epidid-
ymal adipose tissue.9 Recently, we showed 

Significance of this study

What is already known about this subject?
►► Disruption of circadian rhythms is associated with 
the increased risk of type 2 diabetes mellitus (DM2).

►► Histone acetylation level at the promoter regions of 
Dbp gene, a molecular clock component and DBP 
mRNA expression are significantly reduced in epi-
didymal adipose tissue of mice with obesity having 
diabetes.

What are the new findings?
►► Histone acetylation at the promoter regions of Dbp in 
omental adipose tissue was significantly reduced in 
patients with DM2.

►► In omental adipose tissue, mRNA expressions of DBP 
and novel peroxisome proliferator-activated recep-
tor-γ were significantly lower in patients with DM.

►► These changes were not detected in mesenteric ad-
ipose tissue.

How might these results change the focus of 
research or clinical practice?

►► Omental adipose tissue is involved in the patho-
physiology of DM2, rather than mesenteric adipose 
tissue.
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that the binding of DBP to the promoter region of novel 
peroxisome proliferator-activated receptor (Ppar)-γ and 
the mRNA expression of PPAR-γ1sv, a splicing variant 
of PPAR-γ, were decreased in the fractionated preadi-
pocytes of ob/ob mice.10 It subsequently decreased the 
secretion of adiponectin, leading to the impaired insulin 
sensitivity in ob/ob mice. Because ob/ob mice is one of 
animal models of human DM2,11 we hypothesized that 
the acetylation of histone H3K9 at the promoter region 
of Dbp gene is blunted, and subsequent mRNA expres-
sions of DBP and human novel PPAR-γ isoform, which 
is homolog corresponding to mouse PPAR-γ1sv,12 are 
decreased in visceral adipose tissue in patients with 
DM2. This study was undertaken to address the issues in 
patients with DM2.

Omental and mesenteric adipose tissue are two major 
components of visceral fat. Omentum is the fatty apron 
attached to the greater curvature of the stomach, and 
mesentery is the fat containing the arteries and veins 
supplying the small and large intestine.13 Because phys-
iological and pathological profiles are reported to differ 
between omental and mesenteric adipocytes in patients 
with obesity,13 14 it remains probable that the profiles of 
DBP differ between omental and mesenteric adipose 
tissue in patients with DM2. To evaluate the hypothesis, 
DBP mRNA expressions in two different adipose tissues 
were also compared in this study.

MATERIALS AND METHODS
Patients
Patients with gastric and colorectal cancers were 
enrolled in this study. They underwent lymph node 
dissection for gastric (n=26) and colorectal (n=24) 
cancers in the Division of Gastroenterological Surgery, 
Jichi Medical University. On the day before surgery, 
all patients admitted to the hospital before noon and 
took their lunch. Thereafter, they did not eat any 
foods before surgery. Light-on time is 06:00 hours 
and light-off time is 21:00 hours in a hospital room. 
Patients who were scheduled to begin their operation 
at 09:00 were enrolled to ensure a collection of all 
adipose tissue within a short time window. The exclu-
sion criteria were as follows: (i) age <20 years, (ii) 
patients who could not provide their informed consent 
and (iii) patients with corticosteroid or metformin 
medication, which are known to influence clock gene 
expression.15 16

Number of patients enrolled in every 3 months are 
shown in online supplementary table 3. There were no 
significant seasonal differences between the patients 
without DM2 and patients with DM2 in the gastric or 
colorectal cancer group. Patients characteristics are 
shown in table 1. The values of hemoglobin A1c (HbA1c) 
and/or fasting blood glucose were higher in the DM2 
group than in the non-DM group in patients with gastric 
and colorectal cancer. There were no significant differ-
ences in other parameters between the DM2 and non-DM 

groups in patients with gastric and colorectal cancer. Oral 
antidiabetic drugs were stopped on the day of surgery.

Sample collection
The removal of organs including the adipose tissue of 
omental (in patients with gastric cancer) and mesenteric 
(in patients with colorectal cancer) was performed by a 
gastrointestinal surgeon in the operating room. There-
after, pathologists (HKa or AT) immediately dissected 
the omental and mesenteric adipose tissue for RNA 
extraction and chromatin immunoprecipitation (ChIP) 
analysis.

The median o’clock time of omental and mesenteric 
adipose tissue dissection was 12:10 and 12:30, respec-
tively. Almost all sampling was finished within 90 min after 
the initiation of surgery (10:40–13:40). Because samples 
of one patient without diabetes with gastric cancer and 
one patient without diabetes with colorectal cancer were 
collected at 14:00 and 15:00, respectively, data of these 
patients were not included for all analyses. In addition, 
because sufficient chromatin was not obtained from one 
patient with DM2 and three patients without diabetes 
with gastric cancer, these samples were not assessed via 
ChIP analysis.

RNA extraction and real-time PCR
Total RNA from adipose tissue were extracted using the 
RNeasy mini kit (Qiagen, Valencia, California, USA). 
Reverse transcription was performed using the Quan-
tiTect Reverse Transcription kit (Qiagen). Real-time 
PCR was performed using the SYBR Select Master Mix 
(Thermo Fisher Scientific, Carlsbad, California, USA) 
and the Stratagene Mx3005P QPCR System (Agilent 
Technologies, Santa Clara, California, USA). Specific 
gene primer sequences are described in online supple-
mentary table 1. Expression value of mRNA expression 
was normalized to the expression of ribosomal protein 
S18, and quantified using comparative threshold cycle 
method.

Chromatin immunoprecipitation
Adipose tissue was fixed with 1% formaldehyde for 
15 min at room temperature. Fixed samples were homog-
enized and cross-linked chromatin was sonicated using a 
Bioruptor (Cosmo Bio, Tokyo, Japan) on ice. ChIP was 
performed using Dynabeads Protein G (Thermo Fisher 
Scientific). Fragmented chromatin was incubated over-
night at 4°C with an antibody against acetyl-histone H3K9 
(Cell Signaling Technology, Danvers, Massachusetts, 
USA). Antibody-reacted chromatin was purified using 
proteinase K and phenol-chloroform extraction. Purified 
DNA was subjected to real-time PCR amplification using 
SYBR Select Master Mix. Specific primers described in 
online supplementary table 2 were designed as follows: 
surrounding E-boxes in the promoter region of Dbp 
gene (H3K9 acetylation). Non-specific amplification was 
determined using an antibody against rabbit-IgG (Cell 
Signaling Technology).

https://dx.doi.org/10.1136/bmjdrc-2020-001465
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Statistical analysis
The student’s t-test, Fisher’s exact test or Mann-Whitney 
U test were used to compare the groups. Correlations 
between the groups were analyzed by Spearman’s rank 
analysis. All calculations were performed using GraphPad 
Prism 6 (GraphPad Software, La Jolla, California, USA). 
Data were shown as median with IQR. The p value <0.05 
was considered statistically significant.

RESULTS
Clock genes mRNA expressions in omental and mesenteric 
adipose tissue
DBP mRNA expression was significantly (p<0.01) lower 
in the DM2 group than in the non-DM group in omental 

adipose tissue (figure  1A). However, an equivalent 
difference was not detected in mesenteric adipose tissue 
(figure 1B). The mRNA expressions of other clock genes 
measured in the study did not significantly differ between 
the DM2 and non-DM groups in visceral adipose tissue 
(figure 1).

H3K9 acetylation at the promoter region of Dbp in omental 
and mesenteric adipose tissue
H3K9 acetylation at the promoter region (5’-upstream 
and intron 1) of Dbp in omental adipose tissue was signifi-
cantly (p<0.05) reduced in the DM2 group compared with 
in the non-DM group (figure  2A). However, in mesen-
teric adipose tissue, H3K9 acetylation at the promoter 

Table 1  Patient characteristics

(A) Gastric cancer

Total (n=25)  
P valueNon-DM (n=13) DM2 (n=12)

Male/Female (n) 9/4 11/1 0.32

Age (years) 67.7±8.0 66.8±7.5 0.78

Body weight (kg) 59.3±11.6 64.0±10.5 0.31

BMI (kg/m2) 23.1±3.4 24.0±3.1 0.48

HbA1c (%) 5.9±0.5 7.0±1.0 <0.01

Fasting blood glucose (mg/dL) 107.6±8.8 120.5±31.6 0.17

Serum insulin (µIU/mL) 8.4±6.8 6.2±4.8 0.35

Complication (n) Hypertension 8 10  �

Dyslipidemia 3 6  �

Osteoporosis 3 0  �

DM treatment (n) Insulin (-) 4  �

DPP-4 inhibitors 9  �

Sulfonylureas 4  �

α-Glucosidase inhibitors 6  �

(B) Colorectal cancer

Total (n=23)  
P valueNon-DM (n=12) DM2 (n=11)

Male/Female (n) 8/4 7/4 0.99

Age (years) 62.6±7.0 67.6±7.7 0.11

Body weight (kg) 66.1±12.2 61.2±9.9 0.32

BMI (kg/m2) 24.4±3.2 23.7±2.8 0.56

HbA1c (%) 5.7±0.5 6.9±0.8 <0.01

Fasting blood glucose (mg/dL) 97.3±16.8 110.1±14.5 0.06

Serum insulin (µIU/mL) 5.3±7.1 5.6±6.2 0.91

Complication (n) Hypertension 5 8  �

Dyslipidemia 2 7  �

Osteoporosis 0 0  �

DM treatment (n) Insulin (-) 2  �

DPP-4 inhibitors 7  �

Sulfonylureas 3  �

α-Glucosidase inhibitors 0  �

BMI, body mass index; DM, diabetes mellitus; DPP-4, dipeptidyl peptidase-4; HbA1c, hemoglobin A1c.
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region of Dbp in the DM2 group was not different from 
that in the non-DM group (figure 2B).

The mRNA expressions of three PPAR-γ isoforms in omental 
and mesenteric adipose tissue
The mRNA expression of PPAR-γ2 was higher than that 
of novel PPAR-γ and PPAR-γ1 in omental and mesenteric 
adipose tissue. The mRNA expressions of novel PPAR-γ 
and PPAR-γ1 were similar in these adipose tissue.

The novel PPAR-γ mRNA expression in the DM2 group 
was significantly (p<0.01) lower than that in the non-DM 
group in omental (figure  3A) but not in mesenteric 
adipose tissue (figure 3B). PPAR-γ2 mRNA expression in 
the DM2 group was also significantly (p<0.05) lower in 
omental, but not in mesenteric adipose tissue. PPAR-γ1 
mRNA expressions of the DM2 and non-DM groups did 
not significantly differ in visceral adipose tissue (figure 3).

Correlation between DBP mRNA and novel PPAR-γ mRNA 
expressions in omental and mesenteric adipose tissue
There was a significant (p<0.01) positive correlation 
between DBP mRNA and novel PPAR-γ mRNA expres-
sions in omental (figure  4A), but not in mesenteric 
(figure 4B) adipose tissue.

DISCUSSION
The following data were obtained in omental adipose 
tissue in this study: (i) H3K9 acetylation at the promoter 
regions of Dbp was significantly reduced in the DM2 
group compared with in the non-DM group; (ii) the 
mRNA expressions of DBP and novel PPAR-γ were signifi-
cantly lower in the DM2 group than in the non-DM group 
and (iii) positive correlation was detected between DBP 
mRNA and novel PPAR-γ mRNA expressions.

It is well known that histone modifications, such as 
acetylation, exert a major role of transcriptional activity 
of downstream genes,17 and that a high intensity of H3K9 
acetylation is detected around the transcription start site 
of downstream genes.18 19 Our previous studies showed 
that acetylation level of histone H3K9 at the promoter 
region of Dbp and DBP mRNA expression in epididymal 
adipose tissue were significantly reduced in ob/ob mice, 
one of the animal models of human DM2.9 10 We also found 
that histone deacetylases (HDACs) inhibitors increased 
DBP mRNA expression and decreased blood glucose in 
these animals with diabetes. In healthy cells, there is a 
tightly controlled equilibrium between the effects of 
histone acetyltransferases (HATs) and HDACs enabling 
histone (de)acetylation and the dynamic control of gene 

Figure 1  Clock genes mRNA expressions in omental (A) and mesenteric (B) adipose tissue in the type 2 diabetes mellitus 
(DM2) and non-DM groups. Median with IQR, omental; n=13 in non-DM and n=12 in DM2, mesenteric; n=12 in non-DM and 
n=11 in DM2.
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transcription.20 21 In this study, we demonstrated for the 
first time that H3K9 acetylation at the promoter regions 
of Dbp in omental adipose tissue was significantly reduced 
in patients with DM2. However, a mechanism of the 
reduction of H3K9 acetylation is not clear and remains 
to be determined. An imbalance between the activities 
of HATs and HDACs in favor of histone deacetylation is 
considered to be pathogenic in disease progression,20 21 
which leads us to speculate that an imbalance between the 
activities of HATs and HDACs in the promoter regions of 
Dbp is also involved in the etiology of DM2. To address the 
issue, further clinical studies using drugs such as HDACs 
inhibitor are warranted in patients with DM2.

Tissue distribution and functions of PPAR-γ isoforms 
in mice are as follows: PPAR-γ1 is ubiquitously expressed 
except for adipose tissue and is involved in organ develop-
ment such as placenta and heart. PPAR-γ1sv, a homolog 
corresponding to human novel PPAR-γ, and PPAR-γ2 are 
adipocyte-specific and synergistically regulate the early 
stage of adipocyte differentiation.12 22 In this study, only 
novel PPAR-γ has altered expression in omental adipose 
tissue in patients with DM2 with gastric cancer. However, 
there were no data which might explain the finding.

In this study, mRNA expressions of DBP and novel 
PPAR-γ were significantly lower in the DM2 group, 
which are similar with previous findings obtained in ob/
ob mice.10 DBP is reported to bind directly to D-sites 
of promoter region of Ppar-γ and enhance the mRNA 

expression of the gene.23 Because the significant posi-
tive correlation was detected between DBP mRNA and 
novel PPAR-γ mRNA expressions, the reduction in novel 
PPAR-γ mRNA expression might depend on a decreased 
DBP protein.

Our previous study showed that HDACs inhibition 
increased the mRNA expressions of DBP and subsequent 
PPAR-γ1sv, the homolog of human novel PPAR-γ, in epidid-
ymal adipose tissue in ob/ob mice, but not in the control 
animals (C57BL/6JHamSlc).10 The following findings 
were also obtained by HDACs inhibition in ob/ob mice: 
(i) increased proportion of smaller size of preadipocytes 
in epididymal adipose tissue, which might be mediated 
through the action of elevated PPAR-γ1sv protein12; (ii) 
elevated plasma adiponectin concentration, which is 
mainly secreted by small size adipose tissue24; (iii) improve-
ment of peripheral insulin signal transduction measured 
by phosphorylation of insulin-receptor substrate 1 (IRS-1) 

Figure 2  H3 lysine 9 (H3K9) acetylation at the promoter 
region of Dbp in omental (A) and mesenteric (B) adipose 
tissue in the type 2 diabetes mellitus (DM2) and non-DM 
groups. Median with IQR, omental; n=10 in non-DM and 
n=11 in DM2, mesenteric; n=12 in non-DM and n=11 in DM2.

Figure 3  The mRNA expressions in three peroxisome 
proliferator-activated receptor (PPAR)-γ isoforms in omental 
(A) and mesenteric (B) adipose tissue in the type 2 diabetes 
mellitus (DM2) and non-DM groups. Median with IQR, 
omental; n=13 in non-DM and n=12 in DM2, mesenteric; 
n=12 in non-DM and n=11 in DM2.
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and AKT in muscle by the elevated plasma adiponectin 
concentration.25 In this study, patients with DM2 were 
treated with antidiabetic drugs including sulfonylureas 
and DPP-4 inhibitors until 1 day before surgery. Because 
these antidiabetic drugs are reported to elevate plasma 
adiponectin concentration,26–28 metabolic variables such 
as adiponectin, leptin, blood glucose and HbA1c were not 
measured in the present study. Therefore, an influence of 
reduced H3K9 acetylation at the promoter regions of Dbp 
in visceral adipose tissue on glucose metabolism could not 
be evaluated. Further studies including patients with DM2 
without any antidiabetic drugs are needed to evaluate a 
potential influence of a reduced DBP protein on glucose 
metabolism.

Subcutaneous adipose tissue represents the normal 
physiological buffer for excess energy intake with limited 
energy expenditure. It acts as a metabolic sink where excess 
free fatty acids and glycerol are stored as triglycerides.29 
Previous study reported that clock genes expressions are 
decreased in subcutaneous adipose tissue in patients with 
obesity having DM2,30 but other study showed that clock 
genes expressions are maintained in these patients.31 

Omental and mesenteric adipose tissue are two major 
components of visceral fat. Their profiles are summa-
rized as13: (i) omentum is the fatty apron attached to the 
greater curvature of the stomach, and mesentery is the 
fat containing the arteries and veins supplying the small 
and large intestine and (ii) visceral tissue adipocytes are 
more metabolically active, more sensitive to lipolysis and 
more insulin resistance than subcutaneous adipocytes. 
Previous study in patients without DM2 showed that the 
mRNA expressions of CLOCK, BMAL1, PER1, PER2 and 
CRY1 in omental adipose tissue were similar between 
obese and lean.32 The present study added data indi-
cating that DM2 might not alter the expressions of these 
clock genes in omental and mesenteric adipose tissue.

To our knowledge, data concerning a potential 
different role of omental and mesenteric adipose tissue 
in insulin resistance of DM2 are largely lacking due to 
the difficulty in obtaining these tissue.33 34 In addition, 
these two studies provided diverse findings about the role 
of mesenteric33 and omentum34 adipose tissue in insulin 
resistance. In this study, the mRNA expressions of DBP 
and subsequent novel PPAR-γ in the patients with DM2 
were significantly lower in the omental adipose tissue 
than in the mesenteric adipose tissue. On the other 
hand, Yang et al reported that PPAR-γ mRNA expres-
sion was upregulated in the mesenteric adipose tissue 
in patients with obesity having DM2.14 However, obesity 
per se is reported to elevate the PPAR-γ mRNA expres-
sion in visceral adipose tissue,32 which might partially 
explain the elevated expression of PPAR-γ mRNA in the 
omental adipose tissue in the study by Yang et al (mean 
BMI 44.9 kg/m2). Patients with obesity were not included 
in this study (mean BMI 24.0 kg/m2). Therefore, a big 
difference in BMI between our study patients and patients 
in the study by Yang et al might cause diverse influence on 
PPAR-γ mRNA expression in the omental adipose tissue.

Limitations
1.	 Gender differences are reported in chrono-

physiological35 and chrono-pharmacological36 profiles 
in human subjects. In this study, the ratio of male/fe-
male in the DM2-gastric cancer group is larger (but 
not significantly) than that in the non-DM-gastric can-
cer group. Therefore, gender differences cannot be 
excluded as the cause of the significant difference be-
tween the DM2 and non-DM groups for the omental 
fat.

2.	 There were no significant seasonal differences in the 
number of patients enrolled in this study between the 
non-DM and DM2 groups. However, season would 
change the length of day light that a patient might be 
exposed and this would influence circadian gene ex-
pression profiles.

3.	 It is well-known that impaired adiponectin secretion 
is involved in the pathogenesis of insulin resistance, 
which leads to hyperinsulinemia. Serum insulin did 
not elevate in the patients with DM2 in this study. 
Therefore, a study involving patients with hyperin-

Figure 4  Correlations between DBP mRNA and novel 
peroxisome proliferator-activated receptor (PPAR)-γ mRNA 
expressions in omental (A) and mesenteric (B) adipose tissue.
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sulinemia is warranted for further evaluation of Dbp 
expression in visceral adipose tissue in patients with 
DM2.

4.	 Eating patterns may be strongly altered in patients 
with gastric cancer, which were not controlled before 
surgery in this study. Because a high-fat diet is report-
ed to cause a phase advance in the mRNA expression 
of DBP,37 a difference in eating pattern in each patient 
with gastric cancer might affect Dbp gene expression 
in omental adipose tissue. Further study involving pa-
tients with gastric cancer under a control of eating pat-
tern is needed.

5.	 Patients with cancer may lose body weight which may 
affect adipose tissue gene expression, and they may 
also undergo various diagnostic procedures. There-
fore, whether the present findings also apply to pa-
tients with DM2 without cancer remains to be deter-
mined.

6.	 Clock genes mRNA expression showed a profound 
diurnal rhythm in subcutaneous adipose tissue in 
patients with DM2.30 To avoid the potential diurnal 
rhythm of clock genes in visceral adipose tissue, sam-
ples were obtained within relatively narrow o’clock 
time range (10:40–13:40) in this study. However, it 
remains to be determined whether the differences in 
DBP mRNA expression between DM2 group and the 
control group also persist throughout the circadian 
cycle.

In summary, the present study showed that H3K9 
acetylation at the promoter regions of Dbp in omental 
adipose tissue was significantly reduced in patients with 
DM2. Consequently, mRNA expressions of DBP and 
novel PPAR-γ were significantly lower in patients with 
DM2. These changes were not detected in mesenteric 
adipose tissue. Because adiponectin secretion is reported 
to be enhanced through the PPAR-γ-related mechanism, 
this study supports the hypothesis that omental adipose 
tissue is involved in the mechanism of DM2.

Author affiliations
1Division of Clinical Pharmacology, Department of Pharmacology, Jichi Medical 
University, Shimotsuke, Tochigi, Japan
2Division of Pharmaceutics, Sanyo-Onoda City University, Sanyoonoda, Yamaguchi, 
Japan
3Department of Pharmaceutics & Drug Delivery Systems, Tokyo University of 
Science, Noda, Chiba, Japan
4Division of Human Pathology, Department of Pathology, Jichi Medical University, 
Shimotsuke, Tochigi, Japan
5Division of Gastroenterological Surgery, Department of Surgery, Jichi Medical 
University, Shimotsuke, Tochigi, Japan

Contributors  Designed the research: KU and AF. Performed the laboratory 
experiments: KU, CS, HKi and KS. Performed the surgery: HH and YH. Dissected the 
tissues: HKa and AT. Analyzed data: KU, CS and HKi. Wrote the manuscript: KU, CY, 
YI and AF.

Funding  This study was supported by Japan Society for the Promotion of Science; 
Grant-in-Aid for Young Scientists (B) (16K18954 to KU) and Fund for the Promotion 
of Joint International Research (Fostering Joint International Research) (17KK0198 
to KU).

Competing interests  None declared.

Patient consent for publication  Not required.

Ethics approval  The protocol of this study was reviewed and approved by the 
Ethics Review Board of Jichi Medical University (No. 18-hen29, Tochigi, Japan). 
Written informed consent was obtained from each patient before surgery.

Provenance and peer review  Not commissioned; externally peer reviewed.

Data availability statement  All data relevant to the study are included in the 
article or uploaded as supplementary information.

Open access  This is an open access article distributed in accordance with the 
Creative Commons Attribution Non Commercial (CC BY-NC 4.0) license, which 
permits others to distribute, remix, adapt, build upon this work non-commercially, 
and license their derivative works on different terms, provided the original work is 
properly cited, appropriate credit is given, any changes made indicated, and the 
use is non-commercial. See: http://​creativecommons.​org/​licenses/​by-​nc/​4.​0/.

ORCID iD
Kentaro Ushijima http://​orcid.​org/​0000-​0003-​2637-​3916

REFERENCES
	 1	 Ha M, Park J. Shiftwork and metabolic risk factors of cardiovascular 

disease. J Occup Health 2005;47:89–95.
	 2	 Takahashi JS, Hong H-K, Ko CH, et al. The genetics of mammalian 

circadian order and disorder: implications for physiology and 
disease. Nat Rev Genet 2008;9:764–75.

	 3	 Yoo S-H, Yamazaki S, Lowrey PL, et al. PERIOD2::LUCIFERASE 
real-time reporting of circadian dynamics reveals persistent circadian 
oscillations in mouse peripheral tissues. Proc Natl Acad Sci U S A 
2004;101:5339–46.

	 4	 Gekakis N, Staknis D, Nguyen HB, et al. Role of the CLOCK protein 
in the mammalian circadian mechanism. Science 1998;280:1564–9.

	 5	 Kume K, Zylka MJ, Sriram S, et al. mCRY1 and mCRY2 are essential 
components of the negative limb of the circadian clock feedback 
loop. Cell 1999;98:193–205.

	 6	 Yamamoto T, Nakahata Y, Soma H, et al. Transcriptional oscillation 
of canonical clock genes in mouse peripheral tissues. BMC Mol Biol 
2004;5:18.

	 7	 Ueda HR, Hayashi S, Chen W, et al. System-level identification of 
transcriptional circuits underlying mammalian circadian clocks. Nat 
Genet 2005;37:187–92.

	 8	 Lopez-Molina L, Conquet F, Dubois-Dauphin M, et al. The 
DBP gene is expressed according to a circadian rhythm in the 
suprachiasmatic nucleus and influences circadian behavior. Embo J 
1997;16:6762–71.

	 9	 Ishikawa-Kobayashi E, Ushijima K, Ando H, et al. Reduced histone 
H3K9 acetylation of clock genes and abnormal glucose metabolism 
in ob/ob mice. Chronobiol Int 2012;29:982–93.

	10	 Suzuki C, Ushijima K, Ando H, et al. Induction of Dbp by a 
histone deacetylase inhibitor is involved in amelioration of insulin 
sensitivity via adipocyte differentiation in ob/ob mice. Chronobiol Int 
2019;36:955–68.

	11	 Taguchi K, Matsumoto T, Kamata K, et al. Inhibitor of G protein-
coupled receptor kinase 2 normalizes vascular endothelial function 
in type 2 diabetic mice by improving β-arrestin 2 translocation 
and ameliorating Akt/eNOS signal dysfunction. Endocrinology 
2012;153:2985–96.

	12	 Takenaka Y, Inoue I, Nakano T, et al. A novel splicing variant of 
peroxisome proliferator-activated receptor-γ (Pparγ1sv) cooperatively 
regulates adipocyte differentiation with PPARγ2. PLoS One 
2013;8:e65583.

	13	 Ibrahim MM. Subcutaneous and visceral adipose tissue: structural 
and functional differences. Obes Rev 2010;11:11–18.

	14	 Yang Y-K, Chen M, Clements RH, et al. Human mesenteric adipose 
tissue plays unique role versus subcutaneous and omental fat in 
obesity related diabetes. Cell Physiol Biochem 2008;22:531–8.

	15	 Dickmeis T. Glucocorticoids and the circadian clock. J Endocrinol 
2009;200:3–22.

	16	 Barnea M, Haviv L, Gutman R, et al. Metformin affects the circadian 
and metabolic rhythms in a tissue-specific manner. Biochim Biophys 
Acta 1822;2012:1796–806.

	17	 Kuo MH, Allis CD. Roles of histone acetyltransferases and 
deacetylases in gene regulation. Bioessays 1998;20:615–26.

	18	 Kratz A, Arner E, Saito R, et al. Core promoter structure and 
genomic context reflect histone 3 lysine 9 acetylation patterns. BMC 
Genomics 2010;11:257.

	19	 Liang G, Lin JCY, Wei V, et al. Distinct localization of histone H3 
acetylation and H3-K4 methylation to the transcription start sites in 
the human genome. Proc Natl Acad Sci U S A 2004;101:7357–62.

http://creativecommons.org/licenses/by-nc/4.0/
http://orcid.org/0000-0003-2637-3916
http://dx.doi.org/10.1539/joh.47.89
http://dx.doi.org/10.1038/nrg2430
http://dx.doi.org/10.1073/pnas.0308709101
http://dx.doi.org/10.1126/science.280.5369.1564
http://dx.doi.org/10.1016/S0092-8674(00)81014-4
http://dx.doi.org/10.1186/1471-2199-5-18
http://dx.doi.org/10.1038/ng1504
http://dx.doi.org/10.1038/ng1504
http://dx.doi.org/10.1093/emboj/16.22.6762
http://dx.doi.org/10.3109/07420528.2012.706765
http://dx.doi.org/10.1080/07420528.2019.1602841
http://dx.doi.org/10.1210/en.2012-1101
http://dx.doi.org/10.1371/journal.pone.0065583
http://dx.doi.org/10.1111/j.1467-789X.2009.00623.x
http://dx.doi.org/10.1159/000185527
http://dx.doi.org/10.1677/JOE-08-0415
http://dx.doi.org/10.1002/(SICI)1521-1878(199808)20:8<615::AID-BIES4>3.0.CO;2-H
http://dx.doi.org/10.1186/1471-2164-11-257
http://dx.doi.org/10.1186/1471-2164-11-257
http://dx.doi.org/10.1073/pnas.0401866101


8 BMJ Open Diab Res Care 2020;8:e001465. doi:10.1136/bmjdrc-2020-001465

Genetics/Genomes/Proteomics/Metabolomics

	20	 Saha RN, Pahan K. HATs and HDACs in neurodegeneration: a 
tale of disconcerted acetylation homeostasis. Cell Death Differ 
2006;13:539–50.

	21	 Harrison IF, Smith AD, Dexter DT. Pathological histone acetylation 
in Parkinson's disease: neuroprotection and inhibition of 
microglial activation through SIRT 2 inhibition. Neurosci Lett 
2018;666:48–57.

	22	 Barak Y, Nelson MC, Ong ES, et al. PPAR gamma is required for 
placental, cardiac, and adipose tissue development. Mol Cell 
1999;4:585–95.

	23	 Takahashi S, Inoue I, Nakajima Y, et al. A promoter in the novel exon 
of hPPARgamma directs the circadian expression of PPARgamma. J 
Atheroscler Thromb 2010;17:73–83.

	24	 Yamauchi T, Kamon J, Waki H, et al. The mechanisms by which both 
heterozygous peroxisome proliferator-activated receptor gamma 
(PPARgamma) deficiency and PPARgamma agonist improve insulin 
resistance. J Biol Chem 2001;276:41245–54.

	25	 Yamauchi T, Kamon J, Waki H, et al. The fat-derived hormone 
adiponectin reverses insulin resistance associated with both 
lipoatrophy and obesity. Nat Med 2001;7:941–6.

	26	 Liu X, Men P, Wang Y, et al. Impact of dipeptidyl peptidase-4 
inhibitors on serum adiponectin: a meta-analysis. Lipids Health Dis 
2016;15:204.

	27	 Farooq R, Amin S, Hayat Bhat M, et al. Type 2 diabetes and 
metabolic syndrome - adipokine levels and effect of drugs. Gynecol 
Endocrinol 2017;33:75–8.

	28	 Garvey WT, Van Gaal L, Leiter LA, et al. Effects of canagliflozin 
versus glimepiride on adipokines and inflammatory biomarkers in 
type 2 diabetes. Metabolism 2018;85:32–7.

	29	 Freedland ES. Role of a critical visceral adipose tissue threshold 
(CVATT) in metabolic syndrome: implications for controlling dietary 
carbohydrates: a review. Nutr Metab 2004;1:12.

	30	 Stenvers DJ, Jongejan A, Atiqi S, et al. Diurnal rhythms in the white 
adipose tissue transcriptome are disturbed in obese individuals with 
type 2 diabetes compared with lean control individuals. Diabetologia 
2019;62:704–16.

	31	 Otway DT, Mäntele S, Bretschneider S, et al. Rhythmic diurnal gene 
expression in human adipose tissue from individuals who are lean, 
overweight, and type 2 diabetic. Diabetes 2011;60:1577–81.

	32	 Vieira E, Ruano Eg, Figueroa ALC, et al. Altered clock gene 
expression in obese visceral adipose tissue is associated with 
metabolic syndrome. PLoS One 2014;9:e111678.

	33	 Tchkonia T, Giorgadze N, Pirtskhalava T, et al. Fat depot-specific 
characteristics are retained in strains derived from single human 
preadipocytes. Diabetes 2006;55:2571–8.

	34	 Fang L, Guo F, Zhou L, et al. The cell size and distribution of 
adipocytes from subcutaneous and visceral fat is associated with 
type 2 diabetes mellitus in humans. Adipocyte 2015;4:273–9.

	35	 Qian J, Morris CJ, Caputo R, et al. Sex differences in the circadian 
misalignment effects on energy regulation. Proc Natl Acad Sci U S A 
2019;116:23806–12.

	36	 Innominato PF, Ballesta A, Huang Q, et al. Sex‐dependent least toxic 
timing of irinotecan combined with chronomodulated chemotherapy 
for metastatic colorectal cancer: randomized multicenter EORTC 
05011 trial. Cancer Med 2020;9:4148–59.

	37	 Oosterman JE, Kalsbeek A, la Fleur SE, et al. Impact of nutrients 
on circadian rhythmicity. Am J Physiol Regul Integr Comp Physiol 
2015;308:R337–50.

http://dx.doi.org/10.1038/sj.cdd.4401769
http://dx.doi.org/10.1016/j.neulet.2017.12.037
http://dx.doi.org/10.1016/S1097-2765(00)80209-9
http://dx.doi.org/10.5551/jat.2410
http://dx.doi.org/10.5551/jat.2410
http://dx.doi.org/10.1074/jbc.M103241200
http://dx.doi.org/10.1038/90984
http://dx.doi.org/10.1186/s12944-016-0372-7
http://dx.doi.org/10.1080/09513590.2016.1207165
http://dx.doi.org/10.1080/09513590.2016.1207165
http://dx.doi.org/10.1016/j.metabol.2018.02.002
http://dx.doi.org/10.1186/1743-7075-1-12
http://dx.doi.org/10.1007/s00125-019-4813-5
http://dx.doi.org/10.2337/db10-1098
http://dx.doi.org/10.1371/journal.pone.0111678
http://dx.doi.org/10.2337/db06-0540
http://dx.doi.org/10.1080/21623945.2015.1034920
http://dx.doi.org/10.1073/pnas.1914003116
http://dx.doi.org/10.1002/cam4.3056
http://dx.doi.org/10.1152/ajpregu.00322.2014

	Expression of clock gene ﻿Dbp﻿ in omental and mesenteric adipose tissue in patients with type 2 diabetes
	Abstract
	Introduction﻿﻿
	Materials and methods
	Patients
	Sample collection
	RNA extraction and real-time PCR
	Chromatin immunoprecipitation
	Statistical analysis

	Results
	Clock genes mRNA expressions in omental and mesenteric adipose tissue
	H3K9 acetylation at the promoter region of ﻿Dbp﻿ in omental and mesenteric adipose tissue
	The mRNA expressions of three PPAR-γ isoforms in omental and mesenteric adipose tissue
	Correlation between DBP mRNA and novel PPAR-γ mRNA expressions in omental and mesenteric adipose tissue

	Discussion
	Limitations

	References


