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BACKGROUND: Sympathetic activation of brown adipose tissue (BAT) thermogenesis can ameliorate obesity and related metabolic
abnormalities. However, crucial subtypes of the β-adrenergic receptor (AR), as well as effects of its genetic variants on functions of
BAT, remains unclear in humans. We conducted association analyses of genes encoding β-ARs and BAT activity in human adults.
METHODS: Single nucleotide polymorphisms (SNPs) in β1-, β2-, and β3-AR genes (ADRB1, ADRB2, and ADRB3) were tested for the
association with BAT activity under mild cold exposure (19 °C, 2 h) in 399 healthy Japanese adults. BAT activity was measured using
fluorodeoxyglucose-positron emission tomography and computed tomography (FDG-PET/CT). To validate the results, we assessed
the effects of SNPs in the two independent populations comprising 277 healthy East Asian adults using near-infrared time-resolved
spectroscopy (NIRTRS) or infrared thermography (IRT). Effects of SNPs on physiological responses to intensive cold exposure were
tested in 42 healthy Japanese adult males using an artificial climate chamber.
RESULTS: We found a significant association between a functional SNP (rs1042718) in ADRB2 and BAT activity assessed with FDG-
PET/CT (p < 0.001). This SNP also showed an association with cold-induced thermogenesis in the population subset. Furthermore, the
association was replicated in the two other independent populations; BAT activity was evaluated by NIRTRS or IRT (p < 0.05). This SNP
did not show associations with oxygen consumption and cold-induced thermogenesis under intensive cold exposure, suggesting the
irrelevance of shivering thermogenesis. The SNPs of ADRB1 and ADRB3 were not associated with these BAT-related traits.
CONCLUSIONS: The present study supports the importance of β2-AR in the sympathetic regulation of BAT thermogenesis in
humans. The present collection of DNA samples is the largest to which information on the donor’s BAT activity has been assigned
and can serve as a reference for further in-depth understanding of human BAT function.
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INTRODUCTION
Obesity originates from an energy imbalance [1] and is a risk
factor for various chronic diseases, including type 2 diabetes, heart
disease, and cancer [2]. Accordingly, restoring the energy balance
can reduce the risk of developing these diseases. Brown adipose
tissue (BAT) is a major tissue involved in non-shivering thermo-
genesis, associated with high energy expenditure (EE) [3]. Inverse
correlations have been reported between BAT activity and obesity
indices in adults [4, 5]. Biological pathways involved in BAT
thermogenesis have attracted attention as potential targets for
treating and preventing obesity, as the activation of BAT
thermogenesis can ameliorate obesity and its related metabolic
complications. However, molecular mechanisms regulating BAT
activity are not sufficiently understood.
In rodents, BAT is composed primarily of classical brown

adipocytes, and thermogenesis is elicited by sympathetic nervous
system input. Extensive evidence supports the central role of the
β3-adrenergic receptor (β3-AR) in this pathway [6–8]. In humans,
BAT is composed of brown and beige adipocytes [9, 10]. Although
the evidence is not as solid as it is in rodents, the β3-AR is
seemingly a predominant AR subtype in regulating this pathway.
Levels of β3-AR mRNA in human BAT were lower than those in
rodents [11]. Administration of mirabegron, a selective β3-AR
agonist, could induce BAT thermogenesis at high doses while
causing side effects, but a therapeutic dose administration of
mirabegron did not stimulate BAT thermogenesis [12–14]. These
observations suggested that the non-selective activation of
adrenergic receptors mediates BAT thermogenesis in humans.
Blondin et al. showed that β2-AR mediated lipolysis and
thermogenesis in BAT induced by sympathetic nervous stimulation
in humans [12]. However, further studies reported the participation
of other subtypes in BAT thermogenesis in humans [15, 16]. Thus,
the adrenergic receptor subtype primarily responsible for the
regulation of BAT thermogenesis in humans remains controversial.
An association analysis utilizing single nucleotide polymorphisms

(SNPs) is a widely accepted method to discover or confirm loci
influencing polygenic traits in humans. We assessed BAT activity in
over a hundred healthy Japanese adults using positron emission
tomography and computed tomography (FDG-PET/CT) [4, 17–19] and
reported clear inter-participant variations that were influenced by the
age of the participants and the test seasons [4, 5]. To determine the
genetic predisposition of this trait, we conducted an association
analysis of SNPs of the genes encoding β3-AR (ADRB3) and
uncoupling protein 1 (UCP1), which were previously reported to be
associated with obesity and related traits [20, 21]. This study indicated
that obesity-prone alleles at these SNPs impacted the age-related
decline in BAT activity in the Japanese population [20]. However, this
study consisted of a limited number of participants owing to the cost
and invasiveness of the BAT activity assessment. No other genetic
study on human BAT activity has been reported. Variations in the
gene encoding human β2-AR (ADRB2) have been studied for their
association with various diseases and traits, including those related to
the function of BAT, obesity, glucose homeostasis, and cardiovascular
diseases [22–24]. The associations reported for ADRB2 would reflect
the impact of the variation in this gene on BAT thermogenesis. An
association analysis of genes encoding adrenergic receptors and
variation in BAT activity in humans would provide a valuable clue to
determining important subtypes.
In the present study, to gain insights into the involvement of

β-ARs in human BAT thermogenesis, we conducted association
analyses on selected SNPs of the three β-AR genes and FDG-PET/
CT-assessed BAT activity in 399 Japanese adults. The seven tested
SNPs were selected based on allele frequencies and their linkage
disequilibrium (LD) status considering those already reported for
their functional significance and associations with other traits.
Furthermore, the associations found in the FDG-PET/CT study were
validated in two independent adult populations in which BAT
activity was assessed with reliable alternative detection methods.

To the best of our knowledge, to date, this is the largest genetic
study of the variation in BAT activity in humans.

METHODS
BAT measurements using FDG-PET/CT, near-infrared time-resolved spectro-
scopy (NIRTRS), and infrared thermography (IRT) were conducted under
proper cold exposure conditions. In total, 718 unrelated healthy adults
participated in this study. The study design complied with the Declaration
of Helsinki and was approved by the ethics committees of the authors’
institutes (T2019-0028, SH3957, 22-6, 22-133). All participants provided
written informed consent before inclusion in the study.

FDG-PET/CT
A total of 399 healthy adults living in/near Sapporo City, Hokkaido, Japan,
underwent the FDG-PET/CT-based BAT measurement from December to
March (Tables 1 and S1). The exclusion criterion was HbA1c (NGSP) ≥ 6.0%
in the blood chemical test. These participants partly overlapped with those
in our previous studies [20]. Procedures for cold exposure and FDG-PET/CT
followed our previous studies [4, 5, 20]. Briefly, after 6–12 h of fasting,
participants wore light clothes (a T-shirt and underwear or a disposable
lightweight gown) and stayed in a room at 19 °C, a temperature at which
shivering is prevented. After 1 h under this cold condition, participants
were intravenously injected with 18F-fluoro-2-deoxyglucose (1.66–5.18
MBq kg−1 body weight) and kept under the same conditions for an
additional 1 h. Subsequently, PET/CT scans were performed. The BAT
activity in the neck and the paravertebral regions was quantified by
calculating the maximum standardized uptake value (SUVmax). SUVmax ≥
2.0, indicating high metabolic activity of BAT; participants were classified
as BAT-positive or BAT-negative [5, 25, 26].
For a total of 50 healthy adult males of the 399 participants, oxygen

consumption (V̇O2) and carbon dioxide production (V̇CO2) before and after
cold exposure were measured using a respiratory gas analyzer (AR-1, Arco
System, Kashiwa, Japan). The measurement and calculation methods of
whole-body EE and fat oxidation were reported in previous studies [26, 27].
Cold-induced thermogenesis (CIT) was the difference in EE adjusted for fat-
free mass before and after cold exposure, and ΔFat oxidation was the
difference in fatty acid oxidation before and after cold exposure.

NIRTRS
A total of 206 healthy adults living in/near Tokyo, Japan, participated in the
BAT measurement experiment using NIRTRS (Table S2). There was no
significant difference in the [total-Hb]sup between winter (December to
March) and other seasons (data not shown). The details of the NIRTRS

-based
BAT measurements have been described in our previous study [28, 29].
BAT density in the supraclavicular region was evaluated by the total
hemoglobin concentration [total-Hb]sup using TRS-20 (Hamamatsu Photo-
nics K.K., Hamamatsu, Japan). The measurements were performed on
patients sitting for 1 min at room temperature (23–27 °C).

IRT
Seventy-one healthy adults (Table S3) living in/near Kashiwa City, Chiba,
Japan, underwent a BAT measurement test with IRT [30] from December
2021 to March 2022 and from June 2022 to September 2022. The
participants included Japanese, Chinese, Korean, and Taiwanese subjects.
The experiments were performed in the morning (9:00–12:00), and all the
participants were instructed to skip breakfast. They wore a disposable
lightweight gown, stayed in a 27 °C room for 30min, and were
subsequently exposed to 90-min cold stress in an air-conditioned 19 °C
room in sitting postures. Thermal images of the upper body were acquired
using a FLIR-E6-XT thermal imaging camera (Teledyne FLIR, Wilsonville,
Oregon, USA) immediately after the start of cold exposure for 90min.
Image acquisition was duplicated or triplicated for each measurement. In
addition, the surface temperatures of the foci, supraclavicular, and chest
were measured using FLIR tools (Teledyne FLIR, Wilsonville, Oregon, USA).
Cold-induced BAT activation was evaluated by subtracting the chest
temperature from the supraclavicular temperature (ΔTemp) [30].

Artificial climate chamber experiment
Forty-two healthy male adults living in/near Fukuoka city, Fukuoka, Japan,
were assessed for physiological responses to intensive cold exposure in a
controlled artificial climate chamber installed at Kyushu University (Table
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S4). The participants fasted for over 2 h before the experiment. Thirty
minutes before the experiment, participants wore T-shirts and shorts and
were fitted with temperature sensors and gas analyzers in a thermoneutral
condition (28 °C). The rectal temperature probes were inserted at a depth
of 13 cm beyond the anal sphincter. Participants rested in a supine position
in an artificial climate chamber. The ambient temperature within the
climate chamber dropped from 28 °C to 5 °C 60min afterward and was
kept at 5 °C for 30min. Rectal temperature measurements and exhaled gas
collection (Douglas bag method) were performed consecutively through-
out the experiments. V̇O2 and V̇CO2 were measured using a respiratory gas
analyzer AE-310S (Minato Medical Science, Osaka, Japan). CIT was
calculated using the same methods as the FDG-PET/CT population. This
experiment was conducted with all participants in winter (February and
March) and summer (September and October).

SNP genotyping
Methods for genomic DNA preparation are summarized in Table S5. Four
SNPs in/near ADRB2 were selected based on the literature, minor allele
frequencies, and LD status in a public database (1000 Genome Project Phase
III) [31]. Two well-studied non-synonymous SNPs, rs1042713 and rs1042714,
also known as Arg16Gly and Gln27Glu, respectively, were selected. Both SNPs
are common in East Asians, and associations with various traits have been
previously reported [32–35]. Rs1042718, a common silent SNP in ADRB2
known as Arg175Arg, was also selected. This SNP was a quantitative
expression trait locus (eQTL) of ADRB2 and in tight LD with upstream non-
coding SNPs that fall into putative regulatory regions inferred from histone
modifications and DNase I hypersensitivity [36]. Additionally, rs2053044 in
the putative promoter region of ADRB2 was tested. This SNP was in nearly
absolute LD with loci for blood immune cell content in previous genome-
wide association studies [37, 38] and putative regulatory SNPs in 6 kb
upstream of the ADRB2 gene [36]. In addition, we selected two ADRB1 SNPs
(rs1801252 and rs1801253), which were reported for cardiovascular-related
traits in East and South Asians [39, 40], and an ADRB3 SNP (rs4994) that was
previously proposed as a locus for BAT activity in Japanese [20]. All of these
SNPs had minor allele frequencies (>0.05) and pairwise r2 values < 0.7 in the
FDG-PET/CT population (Fig. S1). Genotypes of the SNPs were determined
using TaqMan SNP Genotyping Assays (Thermo Fisher Scientific K.K., Tokyo,
Japan), Light Cycler Probe Master, and a Light Cycler 96 instrument (Roche
Diagnostics K.K., Tokyo, Japan). The significance level for the Hardy–Weinberg
test was set at 0.007, considering the number of SNPs tested.

Statistical analyses
For the FDG-PET/CT population, the age difference between BAT-positive
and BAT-negative groups was assessed using the Mann–Whitney U test.
The correlations between SUVmax values and age were evaluated using

Spearman’s test. The difference in the BAT-positivity rate among the test
months was assessed using the two-sample test for proportion. Differences
in conventional metabolic parameters between BAT-positive and BAT-
negative groups were evaluated using multiple linear regression models
adjusted for sex and age.
The associations between the SNP genotypes and the BAT status or

metabolic indicators (blood test measurements, CIT, and ΔFat oxidation)
were assessed using multiple logistic regression or multiple linear
regression models adjusted for age, sex, test month, or test season,
interactions of age and sex, and ethnicity, as appropriate. In the FDG-PET/
CT data analyses, the significance level for the genotypes was set at 0.0023,
considering the number of SNPs and genetic models tested. The power of
the association analysis for an SNP with an allele frequency of 0.4 and a
relative risk ratio of 1.6 in an additive or a dominant model was greater
than 0.8 when considering the proportion of BAT-negative case of 0.54
based on previous studies [5]. For the CIT and ΔFat oxidation, a dummy
variable to adjust for batch effect was included as the independent
variable because the measurement of CIT was done in two different
studies [26, 27]. In the artificial climate chamber experiments, a two-way
analysis of variance (ANOVA) was applied to test body weight-adjusted
V̇O2 values during the cold exposure. The effects of genotype, time, and
interaction between genotype and time were tested. To assess the
differences in other traits between genotypes, the Student’s t test or
Mann–Whitney U test were used. The normal distribution of data was
assessed based on the Shapiro–Wilk test. Non-normally distributed values
were log-transformed before the analyses. Except for the initial association
analyses on the FDG-PET/CT population, the significance level for the
genotypes was set at 0.05. All statistical tests were two-sided. The statistical
analyses were performed using SPSS27 (IBM, Tokyo, Japan).

RESULTS
BAT-positive and BAT-negative groups show differences in
age distribution and male/female proportion
A summary of the FDG-PET/CT population is presented in Table 1.
BAT-positive and BAT-negative groups showed significant differ-
ences in age (Mann–Whitney U test, p= 0.00062) and male/female
proportions (two-sample test for a proportion, p= 0.00024). In
addition, a strong negative correlation between age and SUVmax

values was observed among male participants but not female
participants in this population (Spearman’s test, p= 0.000001 and
0.616, respectively), as reported in previous studies [5, 25].
Moreover, the BAT-positivity rate was lower in participants who
underwent PET-CT in either December or March than in those who

Table 1. Summary of participants who underwent FDG-PET/CT.

n= 399 p values

BAT-positive (n= 247) BAT-negative (n= 152)

% of malesa 91 78.1 0.00047b

% of participants in Dec or Marc 13.1 22.6 0.021b

SUVmax 8.0 ± 6.5 0.9 ± 0.4 <0.0001d

BMI (kg/m2) 21.5 ± 2.6 22.4 ± 3.2 0.0052e

BF percentage (%) 20.8 ± 7.2 17.8 ± 5.5 N.S.e

Fasting plasma glucose (mg/dl) 83.3 ± 6.4 83.0 ± 6.8 N.S.e

HbA1c (NGSP) (%) 5.1 ± 0.3 5.1 ± 0.3 N.S.e

Insulin (μIU/ml) 4.5 ± 2.6 4.7 ± 2.6 N.S.e

Triglycerides (mg/dl) 76.7 ± 48.9 72.2 ± 35.9 N.S.e

HDL cholesterol (mg/dl) 63.6 ± 12.9 63.2 ± 12.4 N.S.e

Total cholesterol (mg/dl) 180.0 ± 30.5 187.3 ± 29.9 N.S.e

Continuous data are expressed as mean ± standard deviation.
aPercentage of males in BAT high and low actives.
bp values of the two-sample test for proportion are shown.
cPercentage of experimental participants in December and March among BAT high and low actives.
dp values of the Mann–Whitney U test are shown.
ep values of the exploratory variable “group” in multiple linear regression models are shown; N.S. indicates p≧ 0.05.
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underwent the procedure in either January or February (49% and
64% of participants in each period, respectively; two-sample test
for a proportion, p= 0.014). There were no differences in age
distribution between the test month groups (Mann–Whitney U
test, p= 0.131). Meanwhile, the male-to-female ratio was slightly
higher in the December or March group than in the January or
February group (Chi-square test, p= 0.037). The heterogeneity
related to the test month was likely due to the outdoor air
temperature near the test site; January and February are the
coldest seasons in Sapporo. We additionally tested six conven-
tional metabolic parameters and observed that the body mass
index was significantly lower in the BAT-positive group than in the
BAT-negative group, even after adjusting for the sex and age of
the participants (p= 0.0035, multiple linear regression).

rs1042718 is significantly associated with BAT activity
The logistic regression model showed that in four SNPs in or near
ADRB2, rs1042718 was significantly associated with FDG-PET/CT
assessment of the presence of active BAT in the dominant model
(p= 0.000996, Fig. 1). Carriers of the derived minor A allele were
less prevalent in the BAT-positive group. The association was
significant at the 95% level after Bonferroni correction for the
number of SNPs and the genetic models tested. We assessed the
effects of rs1042718 on CIT in the subset of male participants
(n= 50). In this subset, 35 of 50 participants tested BAT-positive.
We confirmed that the carriers of the A allele had significantly
lower CIT adjusted for fat-free mass and tended to have lower
supraclavicular SUVmax values and a decreased rate of fat
oxidization (Figs. 2a and S2a, b). rs1042718 was not associated
with anthropometric or blood chemical parameters, including BMI,
body fat percentage, fasting plasma glucose, HbA1c, insulin,
triglycerides, total cholesterol, and HDL cholesterol, in this

population (Table S1). Regarding the remaining SNPs, rs2053044
and rs1042713 showed p values less than 0.05 in the additive or
dominant models, although the associations did not survive the
multiple testing correction. We did not observe significant
associations for the SNPs in/near ADRB1 or ADRB3 (Fig. 1).

Fig. 1 Association analyses in the FDG-PET/CT population. aIdentifiers in the Single Nucleotide Polymorphism database at the National
Center for Biotechnology Information are shown. bAncestral allele/derived allele of each SNP is indicated. cThe tested genetic models are as
follows: A additive model, D dominant model, R recessive model, DAF derived allele frequency, P-HW p values for Hardy–Weinberg test, OR
odds ratio, CI confidence interval; A binary variable representing the presence (1) or absence (0) of active BAT was used as the dependent
variable. As independent variables other than genotypes, sex (0= female, 1=male), age, the interaction term of age and sex (female: 0*age,
male: 1*age), and a dummy variable representing the test month (0=December and March, 1= January and February) were included. For
each SNP, three genetic models (additive, dominant, and recessive) of the derived allele were tested. The black dots and horizontal bars
represent the ORs of each model and their 95% CIs, respectively.

Fig. 2 rs1042718 genotypes and cold-induced thermogenesis (CIT).
CIT values adjusted for fat-free mass in (a) 50 male participants of
the FDG-PET/CT population and (b) 42 male participants of the
artificial climate chamber experiment are shown. Differences
between genotype groups were tested using multiple linear
regression models. *p < 0.05; N.S. not significant. The box plot
shows median values (central line), mean values (cross mark), and
75th and 25th percentiles (upper and lower boundaries). The largest
and smallest values are represented as whiskers drawn from the
ends of the boxes to the values. Outliers are indicated as dots.
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We next tested rs1042718 in two independent populations, in
which BAT activity was assessed using NIRTRS or IRT (Fig. 3a). In
the population that underwent NIRTRS, the A allele of rs1042718
tended to show smaller [total-Hb]sup, which suggested lower BAT
activity (multiple linear regression, p= 0.06, β= 0.129). The age
distribution of the NIRTRS population was higher than that of the
FDG-PET/CT population (Tables S1 and S2); we assumed that
elderly participants lose BAT activity regardless of the ADRB2 SNP
genotypes. Thus, we tested a subset of participants under 40
years (n= 127) in the NIRTRS population. We observed signifi-
cantly smaller [total-Hb]sup in carriers of the A allele (p= 0.017,
β= 0.205, Fig. 3b). In the population that underwent IRT, carriers
of the rs1042718 A allele showed smaller ΔTemp values,
indicating lower BAT activity (Fig. 3a, c, p= 0.028, β= 0.237).
Our IRT population consisted of participants from the summer
experiment whose BAT activity might not have been properly
evaluated; thus, we tested the association in a winter subset and
observed a similar trend (p= 0.066, β= 0.257, additive model). In
the NIRTRS and IRT populations, no significant association
between rs1042718 and obesity-related traits was observed
(Tables S2 and S3).
Finally, ADRB3 rs4994, which was previously reported to be

associated with BAT activity in a smaller set of the FDG-PET/CT
population [20], did not show a significant association with BAT
activity in either NIRTRS or IRT populations (Fig. 3d, e).

rs1042718 genotype showed no association with EE under
strong cold stress
We next examined whether the rs1042718 genotype affects
physiological responses under intensive cold stress in an artificial
climate chamber (Fig. S3a). For the 42 adult male participants, the
same experiment was conducted in winter and summer. The high
CIT values were attributed to EE by muscle shivering of the
participants. rs1042718 did not show significant differences in the
CIT values (Fig. 2b). Body weight-adjusted V̇O2 values during the
cold stress also showed no differences between genotype groups
in either winter or summer (Fig. S3b, p > 0.1). The rs1042718 A
allele carriers showed lower rectal temperatures than the CC
homozygote participants in the winter experiments (two-way
ANOVA, p= 0.002 for the genotype groups, Fig. S3c) but not in the
summer experiments (p= 0.353, Fig. S3d). Body mass index did
not show significant differences between genotype groups
(Mann–Whitney U test, p > 0.5).

DISCUSSION
Since its discovery in 2009, cold-induced BAT thermogenesis in
adult humans has been recognized as showing great inter-
participant variation; however, very few studies addressed the
genetic factors for this variation. Here, we reported that a well-
known functional SNP in ADRB2 is significantly associated with
BAT activity in adults of East Asian origin. This study provides
evidence for the genetic predisposition to BAT activity in adult
humans. Furthermore, it supports the notion that β2-AR plays a
pivotal role in regulating BAT thermogenesis in humans [12].
We discovered consistent associations between the A allele of

rs1042718 in ADRB2 and lower BAT activity in the three
independent populations. Pharmacogenetic studies suggested
that ADRB2 genotypes are associated with responsiveness to β2-
AR agonists or antagonists [41]. The A allele was significantly
associated with reduced winter CIT in the subset of young male
participants. rs1042718 is a synonymous coding SNP in ADRB2,
and the A allele has been linked to the drastic downregulation of
translation efficiency of ADRB2 in cultured cells [42]. Moreover, this
SNP is reported to be an eQTL of ADRB2 in peripheral blood cells
[43]. A machine-learning-based prediction of the functional
significance of synonymous variants indicated that changing C
to A at this position could have functional consequences [44]. The
ancestral C allele was determined to be highly conserved
throughout mammalian evolution [36] and monomorphic among
223 individuals of various non-human primate species, suggesting
the presence of strong functional constraint [45]. rs1042718 is thus
considered to exert its effect on BAT activity by reducing ADRB2
expression in related tissues. Although we could not observe
associations between rs1042718 and anthropometric or biochem-
ical parameters of the participants, adverse effects of the A allele
on human metabolism have been reported previously. For
instance, the A allele is associated with a high risk of metabolic
abnormalities in Koreans [22] and an increased waist/hip ratio in
Danes [23]. Moreover, in a large-scale GWAS of BMI in Japanese
adults, the A allele was nominally associated with increased BMI
(p= 0.00156, β= 0.0139) [46]. Therefore, it can be surmised that
our population consisted of young, healthy adults who were not
exposed to nongenetic risk factors for metabolic abnormalities. In
addition to rs1042718, rs2053044 showed a nominal association
signal in the FDG-PET/CT population (Fig. 1). rs2053044 is located
783 bp upstream of ADRB2, which falls in enhancer-like epigenetic
marks in various cell types, including adipocytes, and is in no

Fig. 3 Effects of ADRB2 and ADRB3 SNP genotypes on BAT activity in the group of NIRTRS or IRT. a Representative thermal images for each
genotype (CC vs. A allele carrier) in the IRT experiment. Images at 27 °C baseline (left) and after 90min of cold exposure (right) are shown.
Consent to publish thermal images was obtained from the participants; b, d The box plot shows the distribution of [total-Hb]sup in genotype
groups of the NIRTRS population; c, e The box plots show the distribution of ΔTemp in the genotype groups of the IRT population after 90min
of the cold exposure. ΔTemp refers to supraclavicular temperature minus chest temperature. b, c Associations of ADRB2 rs1042718 are
indicated; d, e Associations of ADRB3 rs4994 genotype (G allele carrier vs. AA) are indicated. Genotypes, age, sex, test season (IRT population
experimented in winter and summer; winter= 1, summer= 0), and ethnicity (only the IRT population comprising Japanese and Chinese
participants) were included as independent variables. *p < 0.05; N.S. not significant. The box plot shows median values (central line), mean
values (cross mark), and 75th and 25th percentiles (upper and lower boundaries). The largest and smallest values are represented as whiskers
drawn from the ends of the boxes to the values. Outliers are indicated as dots.
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strong LD with rs1042718 in East Asians (Fig. S1). These
observations imply that rs2053044 also impacts BAT activity
independent of rs1042718.
Given the expression of β2-AR in blood vessels [47], it is

necessary to contemplate the prospect that ADRB2 genotypes
might exert its effect through modulating function of β2-AR
expressed in the capillaries proximal to BAT rather than on the
cell surface of brown/beige adipocytes. rs1042713 of the
ADRB2, which is in the moderate LD status with rs1042718,
was reported to be associated with forearm blood flow
response to beta-agonist isoproterenol [48]. The network of
blood vessels surrounding BAT amplifies blood perfusion upon
cold stimulation, consequently leading to augmented BAT
activity [49, 50]. In mice, β2-AR stimulation could enhance BAT
thermogenesis without direct stimulation of brown adipocytes
[50]. Furthermore, the involvement of β2-AR in skin vasodila-
tion was suggested [47]; thus, the measurements of NIRTRS and
IRT were possibly perturbed if the hemodynamics of the
supraclavicular regions were differentiated by ADRB2 geno-
types. To address these issues, it is necessary to substantiate
the roles of β2-AR in the regulation of vascular systems and its
effects on BAT thermogenesis in humans.
We also assessed the effect of rs1042718 on physiological

responses to cold exposure intensive enough to cause muscle
shivering. The absence of association with V̇O2 or CIT
suggested that the ADRB2 had no impact on shivering
thermogenesis (Figs. S3b and 2b). CC homozygous participants
maintained a higher core body temperature in the winter
experiment but not in the summer experiment (Fig. S3c, d).
Since cold-induced BAT thermogenesis is not effectively
elicited in the summer [4], the absence of disparities between
the genotypes in the summer experiment would reinforce the
involvement of ADRB2 in BAT thermogenesis. The association
with body temperature could be explained by the effect of β2-
AR on hemodynamics; however, we did not observe any
significant differences in blood pressure (Table S4). Addition-
ally, ADRB2 could exert effects on body temperature via
thermal insulation of the skin [47]. Further study is required
to elucidate the complexity of the roles of the β2-AR pathway
in the maintenance of body temperature under intensive cold
stress.
The present genetic analyses of ADRB2, in line with previous

cellular and physiological studies [12], support a significant role
for β2-AR in human BAT thermogenesis. In contrast, we did not
observe significant associations for rs4994 in ADRB3, which is
reported to influence the age-related decline of FDG-PET/CT-
assessed BAT activity in Japanese adults [20]. It is possible that
rs4994 affects BAT activity in elderly participants and could not
be properly detected in our populations, which predominantly
consisted of young participants. Furthermore, our association
analyses incorporated rs4994 solely for ADRB3 and did not
preclude the possibility that other SNPs in or near ADRB3
impacted BAT activity. The involvement of β3-AR in this
pathway must be verified.
This study had several limitations that must be addressed in

future studies. First, the studied SNPs were narrowed down to a
limited number based on the literature. A genome-wide
approach should be applied for a more comprehensive
investigation of the genetic diversity of BAT activity. Second,
although the present FDG-PET/CT investigation constituted the
largest population for the genetic study of BAT activity in
healthy adults, the sample size may still be small, assuming that
BAT activity is a polygenic trait. Third, most of the NIRTRS
population experiments were conducted in winter
(December–March), with a limited number of experiments
conducted in fall (October), spring (April), and summer (August
and September). Therefore, the BAT activity of the participants
in the non-winter experiments could not be accurately

evaluated. Fourth, we utilized ΔTemp in our IRT experiment
because of its strong correlation with SUVmax in Japanese [30].
On the other hand, the raw skin temperature of the
supraclavicular fossa was used to infer BAT activity [51]. Finally,
it is necessary to assess the impact of nucleotide substitutions
in rs1042718 and other tightly linked variants on the function
of the ADRB2 in human BAT. Recent studies using adipocytes
biopsied from multiple human subjects reported that an
intronic SNP of the fat mass and obesity-associated gene
affects the efficiency of browning and thermogenesis in
adipocytes [52, 53]. The methods employed in these studies
could be used to determine the functional significance of SNPs
in ADRB2. However, since a biopsy is highly invasive, the use of
human pluripotent stem cells or clonally isolated brown
adipocytes might be preferable [54, 55].
In conclusion, this candidate gene analysis on the largest

population who underwent BAT measurements supports the
involvement of the genome variations and the importance of β2-
AR in BAT thermogenesis in adult humans. An association study
would provide valuable clues to unveiling the molecular, cellular,
and physiological mechanisms of BAT thermogenesis in humans,
which has features distinct from those of rodents.

DATA AVAILABILITY
The data analyzed during the current study are not publicly available owing to ethical
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REFERENCES
1. Piaggi P, Vinales KL, Basolo A, Santini F, Krakoff J. Energy expenditure in the

etiology of human obesity: spendthrift and thrifty metabolic phenotypes and
energy-sensing mechanisms. J Endocrinol Invest. 2018;41:83–9.

2. Haslam DW, James WPT. Obesity. Lancet. 2005;366:1197–209.
3. Yoneshiro T, Aita S, Matsushita M, Kameya T, Nakada K, Kawai Y, et al. Brown

adipose tissue, whole-body energy expenditure, and thermogenesis in healthy
adult men. Obesity. 2011;19:13–16.

4. Saito M, Okamatsu-Ogura Y, Matsushita M, Watanabe K, Yoneshiro T, Nio-
Kobayashi J, et al. High incidence of metabolically active brown adipose tis-
sue in healthy adult humans: effects of cold exposure and adiposity. Diabetes.
2009;58:1526–31.

5. Yoneshiro T, Aita S, Matsushita M, Okamatsu-Ogura Y, Kameya T, Kawai Y, et al.
Age-related decrease in cold-activated brown adipose tissue and accumulation of
body fat in healthy humans. Obesity. 2011;19:1755–60.

6. Chernogubova E, Cannon B, Bengtsson T. Norepinephrine increases glucose
transport in brown adipocytes via beta3-adrenoceptors through a cAMP, PKA,
and PI3-kinase-dependent pathway stimulating conventional and novel PKCs.
Endocrinology. 2004;145:269–80.

7. Zhao J, Unelius L, Bengtsson T, Cannon B, Nedergaard J. Coexisting beta-
adrenoceptor subtypes: significance for thermogenic process in brown fat cells.
Am J Physiol. 1994;267:C969–79.

8. Warner A, Kjellstedt A, Carreras A, Böttcher G, Peng XR, Seale P, et al. Activation of
β3-adrenoceptors increases in vivo free fatty acid uptake and utilization in brown
but not white fat depots in high-fat-fed rats. Am J Physiol Endocrinol Metab.
2016;311:E901–10.

9. Sharp LZ, Shinoda K, Ohno H, Scheel DW, Tomoda E, Ruiz L, et al. Human BAT
possesses molecular signatures that resemble beige/brite cells. PLoS ONE.
2012;7:e49452.

10. Cypess AM, White AP, Vernochet C, Schulz TJ, Xue R, Sass CA, et al. Anatomical
localization, gene expression profiling and functional characterization of adult
human neck brown fat. Nat Med. 2013;19:635–9.

11. Langin D, Tavernier G, Lafontan M. Regulation of beta 3-adrenoceptor expression
in white fat cells. Fundam Clin Pharm. 1995;9:97–106.

12. Blondin DP, Nielsen S, Kuipers EN, Severinsen MC, Jensen VH, Miard S, et al.
Human brown adipocyte thermogenesis is driven by β2-AR stimulation. Cell
Metab. 2020;32:287–300.e7.

13. Cypess AM, Weiner LS, Roberts-Toler C, Franquet Elía E, Kessler SH, Kahn PA, et al.
Activation of human brown adipose tissue by a β3-adrenergic receptor agonist.
Cell Metab. 2015;21:33–8.

14. O’Mara AE, Johnson JW, Linderman JD, Brychta RJ, McGehee S, Fletcher LA, et al.
Chronic mirabegron treatment increases human brown fat, HDL cholesterol, and
insulin sensitivity. J Clin Invest. 2020;130:2209–19.

Y. Ishida et al.

6

International Journal of Obesity



15. Cero C, Lea HJ, Zhu KY, Shamsi F, Tseng YH, Cypess AM. β3-Adrenergic receptors
regulate human brown/beige adipocyte lipolysis and thermogenesis. JCI Insight.
2021;6:e139160.

16. Riis-Vestergaard MJ, Richelsen B, Bruun JM, Li W, Hansen JB, Pedersen SB. Beta-1
and not beta-3 adrenergic receptors may be the primary regulator of human
brown adipocyte metabolism. J Clin Endocrinol Metab. 2020;105:e994–1005.

17. Cypess AM, Lehman S, Williams G, Tal I, Rodman D, Goldfine AB, et al. Identifi-
cation and importance of brown adipose tissue in adult humans. N Engl J Med.
2009;360:1509–17.

18. van Marken Lichtenbelt WD, Vanhommerig JW, Smulders NM, Drossaerts JM,
Kemerink GJ, Bouvy ND, et al. Cold-activated brown adipose tissue in healthy
men. N Engl J Med. 2009;360:1500–8.

19. Virtanen KA, Lidell ME, Orava J, Heglind M, Westergren R, Niemi T, et al. Func-
tional brown adipose tissue in healthy adults. N Engl J Med. 2009;360:1518–25.

20. Yoneshiro T, Ogawa T, Okamoto N, Matsushita M, Aita S, Kameya T, et al. Impact
of UCP1 and beta3AR gene polymorphisms on age-related changes in brown
adipose tissue and adiposity in humans. Int J Obes. 2013;37:993–8.

21. Nakayama K, Miyashita H, Yanagisawa Y, Iwamoto S. Seasonal effects of UCP1
gene polymorphism on visceral fat accumulation in Japanese adults. PLoS ONE.
2013;8:e74720.

22. Park HS, Shin ES, Lee JE. Genotypes and haplotypes of beta2-adrenergic receptor
and parameters of the metabolic syndrome in Korean adolescents. Metabolism.
2008;57:1064–70.

23. Gjesing AP, Sparsø T, Borch-Johnsen K, Jørgensen T, Pedersen O, Hansen T, et al.
No consistent effect of ADRB2 haplotypes on obesity, hypertension and quan-
titative traits of body fatness and blood pressure among 6,514 adult Danes. PLoS
ONE. 2009;4:e7206.

24. Prior SJ, Goldberg AP, Ryan AS. ADRB2 haplotype is associated with glucose
tolerance and insulin sensitivity in obese postmenopausal women. Obesity.
2011;19:396–401.

25. Pfannenberg C, Werner MK, Ripkens S, Stef I, Deckert A, Schmadl M, et al. Impact
of age on the relationships of brown adipose tissue with sex and adiposity in
humans. Diabetes. 2010;59:1789–93.

26. Yoneshiro T, Matsushita M, Nakae S, Kameya T, Sugie H, Tanaka S, et al. Brown
adipose tissue is involved in the seasonal variation of cold-induced thermogenesis
in humans. Am J Physiol Regul Integr Comp Physiol. 2016;310:R999–1009.

27. Matsushita M, Nirengi S, Hibi M, Wakabayashi H, Lee S-I, Domichi M, et al. Diurnal
variations of brown fat thermogenesis and fat oxidation in humans. Int J Obes.
2021;45:2499–505.

28. Nirengi S, Yoneshiro T, Sugie H, Saito M, Hamaoka T. Human brown adipose
tissue assessed by simple, noninvasive near-infrared time-resolved spectroscopy.
Obesity. 2015;23:973–80.

29. Fuse S, Nirengi S, Amagasa S, Homma T, Kime R, Endo T, et al. Brown adipose
tissue density measured by near-infrared time-resolved spectroscopy in Japa-
nese, across a wide age range. J Biomed Opt. 2018;23:1–9.

30. Nirengi S, Wakabayashi H, Matsushita M, Domichi M, Suzuki S, Sukino S, et al. An
optimal condition for the evaluation of human brown adipose tissue by infrared
thermography. PLoS ONE. 2019;14:e0220574.

31. 1000 Genomes Project Consortium. A global reference for human genetic var-
iation. Nature. 2015;526:68–74.

32. Pereira TV, Mingroni-Netto RC, Yamada Y. ADRB2 and LEPR gene polymorphisms:
synergistic effects on the risk of obesity in Japanese. Obesity. 2011;19:1523–7.

33. Nakayama K, Inaba Y. Genetic variants influencing obesity-related traits in
Japanese population. Ann Hum Biol. 2019;46:298–304.

34. Zhao S, Zhang W, Nie X. Association of β2-adrenergic receptor gene poly-
morphisms (rs1042713, rs1042714, rs1042711) with asthma risk: a systematic
review and updated meta-analysis. BMC Pulm Med. 2019;19:202.

35. Ahles A, Engelhardt S. Polymorphic variants of adrenoceptors: pharmacology,
physiology, and role in disease. Pharm Rev. 2014;66:598–637.

36. Ward LD, Kellis M. HaploReg: a resource for exploring chromatin states, con-
servation, and regulatory motif alterations within sets of genetically linked var-
iants. Nucleic Acids Res. 2011;40:D930–4.

37. Astle WJ, Elding H, Jiang T, Allen D, Ruklisa D, Mann AL, et al. The allelic landscape
of human blood cell trait variation and links to common complex disease. Cell.
2016;167:1415–29.e19.

38. Chen MH, Raffield LM, Mousas A, Sakaue S, Huffman JE, Moscati A, et al. Trans-
ethnic and ancestry-specific blood-cell genetics in 746,667 individuals from 5
global populations. Cell. 2020;182:1198–213.e14.

39. Kumar A, Pandit AK, Vivekanandhan S, Srivastava MVP, Tripathi M, Prasad K.
Association between beta-1 adrenergic receptor gene polymorphism and
ischemic stroke in North Indian population: a case control study. J Neurol Sci.
2015;348:201–5.

40. Si D, Wang J, Xu Y, Chen X, Zhang M, Zhou H. Association of common poly-
morphisms in β1-adrenergic receptor with antihypertensive response to carve-
dilol. J Cardiovasc Pharm. 2014;64:306–9.

41. Litonjua AA, Gong L, Duan QL, Shin J, Moore MJ, Weiss ST, et al. Very important
pharmacogene summary ADRB2. Pharmacogenet Genomics. 2010;20:64–9.

42. Zhao L, Yang F, Xu K, Cao H, Zheng GY, Zhang Y, et al. Common genetic variants
of the β2-adrenergic receptor affect its translational efficiency and are associated
with human longevity. Aging Cell. 2012;11:1094–101.

43. Westra H-J, Peters MJ, Esko T, Yaghootkar H, Schurmann C, Kettunen J, et al.
Systematic identification of trans eQTLs as putative drivers of known disease
associations. Nat Genet. 2013;45:1238–43.

44. Zeng Z, Aptekmann AA, Bromberg Y. Decoding the effects of synonymous var-
iants. Nucleic Acids Res. 2021;49:12673–91.

45. Gao H, Hamp T, Ede J, Schraiber JG, McRae J, Singer-Berk M, et al. The landscape
of tolerated genetic variation in humans and primates. Science.
2023;380:eabn8153.

46. Akiyama M, Okada Y, Kanai M, Takahashi A, Momozawa Y, Ikeda M, et al.
Genome-wide association study identifies 112 new loci for body mass index in
the Japanese population. Nat Genet. 2017;49:1458–67.

47. Morell A, Milara J, Gozalbes L, Gavaldà A, Tarrasón G, Godessart N, et al. β2-
adrenoreceptors control human skin microvascular reactivity. Eur J Dermatol.
2021;31:326–34.

48. Garovic VD, Joyner MJ, Dietz NM, Boerwinkle E, Turner ST. Beta(2)-adrenergic
receptor polymorphism and nitric oxide-dependent forearm blood flow
responses to isoproterenol in humans. J Physiol. 2003;546:583–9.

49. Orava J, Nuutila P, Lidell ME, Oikonen V, Noponen T, Viljanen T, et al. Different
metabolic responses of human brown adipose tissue to activation by cold and
insulin. Cell Metab. 2011;14:272–9.

50. Ernande L, Stanford KI, Thoonen R, Zhang H, Clerte M, Hirshman MF, et al.
Relationship of brown adipose tissue perfusion and function: a study through β2-
adrenoreceptor stimulation. J Appl Physiol. 2016;120:825–32.

51. Symonds ME, Henderson K, Elvidge L, Bosman C, Sharkey D, Perkins AC, et al.
Thermal imaging to assess age-related changes of skin temperature within the
supraclavicular region co-locating with brown adipose tissue in healthy children.
J Pediatr. 2012;161:892–8.

52. Vámos A, Arianti R, Vinnai BÁ, Alrifai R, Shaw A, Póliska S, et al. Human abdominal
subcutaneous-derived active beige adipocytes carrying FTO rs1421085 obesity-
risk alleles exert lower thermogenic capacity. Front Cell Dev Biol. 2023;11:1155673.

53. Tóth BB, Arianti R, Shaw A, Vámos A, Veréb Z, Póliska S, et al. FTO intronic SNP
strongly influences human neck adipocyte browning determined by tissue and
PPARγ specific regulation: a transcriptome analysis. Cells. 2020;9:987.

54. Ahfeldt T, Schinzel RT, Lee Y-K, Hendrickson D, Kaplan A, Lum DH, et al. Pro-
gramming human pluripotent stem cells into white and brown adipocytes. Nat
Cell Biol. 2012;14:209–19.

55. Shinoda K, Luijten IHN, Hasegawa Y, Hong H, Sonne SB, Kim M, et al. Genetic and
functional characterization of clonally derived adult human brown adipocytes.
Nat Med. 2015;21:389–94.

ACKNOWLEDGEMENTS
We thank all the participants in the present study. We also thank Dr. Shigeki Watanuki
for allowing us to conduct artificial climate experiments. This study was partly
supported by JSPS KAKENHI, grant numbers JP15H03100, JP18H02515, JP18H04687,
JP19H04061, JP19H05342, JP21H02571, and JP22H04446.

AUTHOR CONTRIBUTIONS
Conceptualization: TH, MS, and KN; Methodology: YI, TY, MMatsushita, MS, SF, TH, MK,
RT, YK, TN, MMotoi, TM, and KN; Investigation: YI, TY, MMatsushita, MS, SF, TH, MK, RT,
YK, TN, MMotoi, TM, and KN; Writing—original draft: YI, and KN; Review and editing:
YI, TY, MMatsushita, MS, SF, TH, TN, MMotoi, TM, and KN; Visualization: YI and KN;
Funding acquisition: MS, TH, and KN.

FUNDING
Open Access funding provided by The University of Tokyo.

COMPETING INTERESTS
The authors declare no competing interests.

ETHICS APPROVAL AND CONSENT TO PARTICIPATE
The study design complied with the Declaration of Helsinki and was approved by the
ethics committees of the authors’ institutes (T2019-0028, SH3957, 22-6, 22-133). All
participants provided written informed consent before inclusion in the study.

Y. Ishida et al.

7

International Journal of Obesity



ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41366-024-01522-6.

Correspondence and requests for materials should be addressed to
Kazuhiro Nakayama.

Reprints and permission information is available at http://www.nature.com/
reprints

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims
in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons licence, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons licence, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons licence and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this licence, visit http://
creativecommons.org/licenses/by/4.0/.

© The Author(s) 2024

1Department of Integrated Biosciences, Graduate School of Frontier Sciences, The University of Tokyo, Kashiwa, Chiba 277-8562, Japan. 2Department of Nutrition, School of
Nursing and Nutrition, Tenshi College, Sapporo, Hokkaido 065-0013, Japan. 3Research Center for Advanced Science and Technology, The University of Tokyo, Meguro-ku,
Tokyo 153-8904, Japan. 4Department of Molecular Metabolism and Physiology, Graduate School of Medicine, Tohoku University, Aoba-ku, Sendai 980-8575, Japan.
5Laboratory of Biochemistry, Faculty of Veterinary Medicine, Hokkaido University, Sapporo, Hokkaido 060-0818, Japan. 6Department of Sports Medicine for Health
Promotion, Tokyo Medical University, Shinjuku-ku, Tokyo 160-8402, Japan. 7Faculty of Sports and Health Science, Fukuoka University, Fukuoka, Fukuoka 814-0180, Japan.
8Department of Human Life Design and Science, Faculty of Design, Kyushu University, Fukuoka, Fukuoka 815-8540, Japan. 9Physiological Anthropology Research Center,
Faculty of Design, Kyushu University, Fukuoka, Fukuoka 815-8540, Japan. ✉email: knakayama@edu.k.u-tokyo.ac.jp

Y. Ishida et al.

8

International Journal of Obesity

https://doi.org/10.1038/s41366-024-01522-6
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
mailto:knakayama@edu.k.u-tokyo.ac.jp

	Genetic evidence for involvement of β2-adrenergic receptor in brown adipose tissue thermogenesis in�humans
	Introduction
	Introduction
	Methods
	FDG-PET/CT
	NIRTRS
	IRT
	Artificial climate chamber experiment
	SNP genotyping
	Statistical analyses

	Results
	BAT-positive and BAT-negative groups show differences in age distribution and male/female proportion
	rs1042718 is significantly associated with BAT activity
	rs1042718 genotype showed no association with EE under strong cold�stress

	Discussion
	References
	Acknowledgements
	Author contributions
	Funding
	Competing interests
	Ethics approval and consent to participate
	ACKNOWLEDGMENTS
	ADDITIONAL INFORMATION




