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Abstract: We aimed to characterize the anti-obesity and anti-atherosclerosis effects of Lactobacillus cur-
vatus HY7601 and Lactobacillus plantarum KY1032 using high-fat diet (HFD)-fed obese C57BL/6 mice.
We divided the mice into control (CON), HFD, HFD with 108 CFU/kg/day probiotics (HFD + KL,
HY7301:KY1032 = 1:1), and HFD with 109 CFU/kg/day probiotics (HFD + KH, HY7301:KY1032 = 1:1)
groups and fed/treated them during 7 weeks. The body mass, brown adipose tissue (BAT), inguinal
white adipose tissue (iWAT), and epididymal white adipose tissue (eWAT) masses and the total
cholesterol and triglyceride concentrations were remarkably lower in probiotic-treated groups than
in the HFD group in a dose-dependent manner. In addition, the expression of uncoupling protein 1
in the BAT, iWAT, and eWAT was significantly higher in probiotic-treated HFD mice than in the HFD
mice, as demonstrated by immunofluorescence staining and Western blotting. We also measured
the expression of cholesterol transport genes in the liver and jejunum and found that the expression
of those encoding liver-X-receptor α, ATP-binding cassette transporters G5 and G8, and cholesterol
7α-hydroxylase were significantly higher in the HFD + KH mice than in the HFD mice. Thus, a
Lactobacillus HY7601 and KY1032 mixture with 109 CFU/kg/day concentration can assist with body
weight regulation through the management of lipid metabolism and thermogenesis.

Keywords: cholesterol disposal; energy metabolism; thermogenesis; obesity; Lactobacillus HY7601
and KY1032

1. Introduction

Overweight and obesity are closely associated with a variety of metabolic disorders,
such as type 2 diabetes, dyslipidemia, a range of cancers, hypertension, and cardiovas-
cular disease [1,2]. Obesity is caused by an energy imbalance between calorie intake and
consumption [3]; therefore, numerous attempts have been made to combat obesity by
preventing excessive energy storage in adipose tissue [4]. Conventionally, adipose tissue
is categorized as white adipose tissue (WAT) or brown adipose tissue (BAT) [5,6]. Excess
consumption of energy results in the storage of lipids as unilocular fat droplets within
WAT adipocytes. In contrast, BAT is composed of cells including multilocular fat droplets
and a relatively large number of mitochondria, and these are capable of dissipating this
accumulated energy as heat [7,8]. It is known that BAT plays a vital role in the maintenance
of body temperature during infancy, but it becomes inactive in adult humans [9]. This
unique function of BAT has led to it being regarded as a promising target to treat or prevent
obesity [10,11].

Energy metabolism is highly regulated to preserve homeostasis [12]. To date, whereas
there have been numerous studies of the systems that regulate food intake, there have
been fewer regarding the means of increasing energy dissipation [13]. However, methods
for increasing energy consumption are attracting attention because of the challenge of
reducing obesity through the management of food intake [14,15]. It is known that energy
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consumption can be significantly modified by sympathetic signals to peripheral tissues,
including BAT and skeletal muscle [16]. In particular, uncoupling protein 1 (UCP1) is
greatly expressed in BAT, where it is responsible for proton leakage, which uncouples
oxidative phosphorylation, thereby causing heat dissipation [17–19]. As interest in the
function of BAT and beige adipocytes, which function similarly to BAT adipocytes and have
been identified in the WAT of adults, has increased, methods that could increase the activity
of these cells have been sought [11]. The stimulation of “browning” in WAT would increase
energy consumption, which makes it a potential target for obesity therapeutics [20,21].

Cholesterol is a necessary component of cell membranes and a precursor of crucial
steroid hormones and bile acids [22–24]. However, a high-fat diet (HFD) reduces intracel-
lular cholesterol concentrations by reducing its uptake and increasing its export [25]. In
addition, excess cholesterol in the circulation can lead to hyperlipidemia, cardiovascular
disease, and premature death [26]. Liver X receptors (LXRs) are sterol sensors that detoxify
and eliminate cholesterol by increasing the reverse transport and catabolism of cholesterol.
The expression of LXR in the liver and intestines increases with excess cholesterol and
fatty acid consumption [27,28]. The activation of this receptor increases the expression of
cholesterol 7a-hydroxylase (CYP7a1), which is responsible for converting cholesterol to bile
acids and increases beta-oxidation, which is involved in thermogenesis [29,30]. Further-
more, recent studies have shown that LXRs regulate energy expenditure by regulating BAT
activity [31,32].

Recently, various dietary compounds, plant extracts, and lactobacilli have been evalu-
ated as potential new treatments for obesity through their thermogenic effects. Adipocyte
browning is considered to be one of the most important mechanisms underlying the anti-
obesity effects of extracts, such as caffeine, green tea, flavonoids, Garcinia cambogia, and
naringin. These natural thermogenic supplements have been shown to increase the resting
metabolic rate and therefore overall energy expenditure. Furthermore, thermogenesis was
also recently shown to be generated by a probiotic-containing diet. These effects would be
expected to accelerate weight loss and the reduction in WAT mass. Lactobacillus fermentum,
Lacticaseibacillus paracasei, Bifidobacterium longum, and Lactobacillus rhamnosus are reported
to reduce obesity by reducing adipogenesis and increasing thermogenesis [33–35].

In previous studies, we have demonstrated an inhibitory effect of intake of Lactobacillus
curvatus HY7601 and Lactobacillus plantarum KY1032 on triglyceride accumulation in human
adipose [36]. In addition, an antiadipogenic effect of these probiotics has been demonstrated
in HFD-fed obese mice, which is associated with reductions in the serum total cholesterol
concentration and the adipocyte volumes in epididymal fat [37]. However, the thermogenic
effects of the administration of a mixture of Lactobacillus HY7601 and KY1032 in the BAT
and WAT of HFD-fed mice have not been evaluated. Thus, the aim of the present study
was to investigate whether a mixture of Lactobacillus HY7601 and KY1032 would cause
the browning of WAT and activate the cholesterol circulation system. The data suggest
that probiotic mixtures may help prevent obesity by causing the dissipation of energy as
heat in adipose tissue as well as the inhibition of fat accumulation that has previously
been reported.

2. Materials and Methods
2.1. Culture of Bacteria and Preparation

Lactiplantibacillus plantarum KY1032 (KY1032) and Lactobacillus curvatus HY7601 (HY7601)
were isolated from kimchi and stocked in a seed culture library at hy Co., Ltd. (Yongin-si,
Republic of Korea). KY1032 and HY7601 were cultured anaerobically in de Man, Rogosa,
and Sharp (MRS) broth at 37 ◦C for 24 h. Then, the cultured cells were centrifuged at
8000× g at 4 ◦C for 10 min and washed using phosphate-buffered saline. And, the pellets
of cells were resuspended in saline and lyophilized for in vivo experiments.

After freeze-drying, the number of viable cells was measured using the plate counting
method. Briefly, 1 g of each LAB freeze-dried powder was suspended in 10 mL of physio-
logical saline and serially diluted. Afterwards, 1 mL of the diluted solution was spread on
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an MRS (de Man, Rogosa, and Sharpe) agar plate and cultured at 37 ◦C for 24 h. Colonies
were counted to determine the number of viable cells per gram of freeze-dried powder.

2.2. Animal Study Design

Six-week-old male C57BL/6 mice were obtained from Doo Yeol Biotech (Seoul, Re-
public of Korea). After 7 days of acclimatization to a commercial diet (AIN-93G diet),
the mice were randomly divided into four groups (n = 12 each group): a normal-diet
group (CON, AIN-93G diet), an HFD group (60% of energy as fat), an HFD plus low-dose
(108 CFU/kg/day, HY7601:KY1032 = 1:1) KY1032 and HY7601 mixture (HFD + KL) group,
and an HFD plus high-dose (109 CFU/kg/day, HY7601:KY1032 = 1:1) KY1032 and HY7601
mixture (HFD + KH) group. For in vivo assessments, the mice were housed at 22 ± 1 ◦C
and 55% ± 10% humidity under a 12 h light/dark cycle. The mice were orally administered
100 µL of the KY1032 + HY7601 mixture or equal volumes of saline daily (CON and HFD
groups) via oral gavage for 7 weeks. The body weight and food and water intake of all
mice were measured every week.

At the end of the experimental period, the mice were sacrificed using carbon dioxide,
and samples of blood, feces, epididymal WAT, inguinal WAT, liver, BAT, and spleen were
collected. The blood samples were centrifuged at 3000× g for 20 min to separate the serum,
which was subjected to biochemical testing. The weights of tissue and fecal samples were
detected and stored at −80 ◦C until subsequent evaluation. The animal study was approved
by the Institutional Animal Care and Use Committee of hy Co., Ltd. (IACUC, Yongin-si,
Republic of Korea; IACUC approval number AEC-2024-0004-Y).

2.3. Measurement of Body Temperature

After 7 weeks of treatment, we measured the mice’s rectal temperatures four times
by using a thermometer (Testo 925 Type, Testo, Lenzkirch, Germany) and calculated the
mean values.

2.4. Histologic Analysis

The epididymal WAT, inguinal WAT, and BAT were fixed with 10% (v/v) formalin
solution (Sigma-Aldrich, St. Louis, MO, USA), and embedded in paraffin. Tissue samples
were cut, sectioned, and stained using hematoxylin and eosin (H&E). Section images were
obtained using an Olympus CX33 microscope (Olympus, Tokyo, Japan).

Immunofluorescence (IF) staining of the inguinal WAT and BAT sections was per-
formed with anti-UCP-1 polyclonal antibody (diluted 1:250; BS-1925R, Bioss, Woburn, MA,
USA), goat anti-rabbit IgG H&L (diluted 1:400, ab150080; Abcam, Cambridge, UK), and
4′-6-diamidino-2-phenylindole (DAPI; Boster, Biological Technology, CA, USA). Stained im-
ages were obtained using a ZOE Fluorescent Cell Imager (Bio-Rad Laboratories, Hercules,
CA, USA). The histologic analyses were processed by Doo Yeol Biotech (Seoul, Republic
of Korea).

2.5. Biochemical Analyses

The circulating triglyceride (TG), total cholesterol (T-Chol), high-density lipoprotein
cholesterol (HDL-Chol), low-density lipoprotein cholesterol (LDL-Chol), glucose, lactate,
blood urea nitrogen (BUN), creatine concentrations, creatine kinase (CK), alanine transam-
inase (ALT), aspartate transaminase (AST), lactate dehydrogenase (LDH) activities, and
HbA1c level were measured at Doo Yeol Biotech (Seoul, Republic of Korea).

2.6. Western Blot

Adipose tissues including BAT, epididymal WAT, and inguinal WAT were lysed by
using PRO-PREPTM (iNtRON Biotechnology, Seoul, Republic of Korea) buffer supple-
mented with the Halt protease inhibitor cocktail (Thermo Scientific, Waltham, MA, USA,
#78410). Then, the protein concentrations of the lysates were quantified using the DC
Bio-Rad Protein Assay (Bio-Rad Laboratories, Hercules, CA, USA), according to the com-
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mercial protocol. For Western blotting, 18ug proteins were diluted with 5 × sample buffer
(50 mM Tris at pH 6.8, 2% SDS, 10% glycerol, 5% β-mercaptoethanol, and 0.1% bromophe-
nol blue) and boiled for 3 min at 95 ◦C before performing SDS-PAGE (sodium dodecyl
sulfate–polyacrylamide gel electrophoresis). The constituent proteins were resolved in
sodium dodecyl sulfate–polyacrylamide gel electrophoresis and transferred to polyvinyli-
dene fluoride membranes. The membranes were blocked in 5% skim milk, rinsed with
Tris-buffered saline buffer, including Tween 20 (Sigma-Aldrich), and then incubated with
primary antibody overnight at 4 ◦C. The membranes were incubated with secondary an-
tibody conjugated to IgG horseradish peroxidase. The antibodies used were obtained
from Cell Signaling Technology (Danvers, MA, USA), and they are listed in Table 1. Reac-
tive bands were visualized using a chemiluminescence system with LAS image software
(ImageQuantTM LAS 4000, version 1.2, Build 1.2.1.119, Fuji, New York, NY, USA).

Table 1. Antibody list used in Western blot analysis.

Antibody Target Catalog No.

Glyceraldehyde-3-phosphate dehydrogenase CS 2188
Uncoupling protein 1 CS 77298
Phosphorylated adenosine monophosphate-activated protein kinase (Thr172) CS 50081
Adenosine monophosphate-activated protein kinase CS 2535
Peroxisome proliferator-activated receptor gamma coactivator 1-alpha CS 2178
Sirtuin-1 CS 2028

2.7. RNA Extraction and Gene Expression Analysis

RNA was isolated from adipose and liver tissue samples using an Easy-spin Total
RNA Extraction Kit (iNtRON Biotechnology), according to manufacturer’s protocol. The
extracted RNA was reverse-transcribed to cDNA using a Maxime RT PreMix (LiliFTM

Diagnostics, Seoul, Republic of Korea). Then, 1 µg of RNA with an A260/280 ratio between
1.90 and 2.10 was used for cDNA synthesis. cDNA was amplified with a QuantStudio 6-
Flex Real-time PCR System (Applied Biosystems, Fosster City, CA, USA), Gene Expression
Master Mix (Applied Biosystems), and Taqman assays (Applied Biosystems). Target genes
and the Taqman probes used in the real-time PCR are listed in Table 2. Amplifications were
performed with the following thermal cycling conditions: initial activation of 10 min at
95 ◦C, followed by 50 cycles of 30 s of denaturation at 95 ◦C, 30s of annealing at 54–58 ◦C,
and 30 s of elongation at 72 ◦C. The expression of the genes was normalized to that of Gapdh.

Table 2. List of the target genes and corresponding Taqman probe kits used in gene expression
analysis.

Gene Product Name Catalog No.

Gapdh Glyceraldehyde-3-phosphate dehydrogenase Mm99999915_g1
Pparα Peroxisome proliferator-activated receptor alpha Mm00440939_m1
Hmgcr 3-hydroxy-3-methylglutaryl-coenzyme A reductase Mm01282499_m1
Srebf2 Sterol regulatory element-binding factor 2 Mm01306292_m1
Abcg5 ATP-binding cassette, sub-family G (WHITE), member 5 Mm00446241_m1
Abcg8 ATP-binding cassette, sub-family G (WHITE), member 8 Mm00445980_m1
Nr1h3 (Lxrα) Nuclear receptor subfamily 1, group H, member 3 Mm00443451_m1
Nr1h21 (Lxrβ) Nuclear receptor subfamily 1, group H, member 2 Mm00437265_g1
Cyp7a1 Cytochrome P450, family 7, subfamily a, polypeptide 1 Mm00484150_m1
Npc1l1 NPC1-like 1 Mm01191972_m1

2.8. Fecal Cholesterol and Bile Acid Analysis

To obtain cholesterol and bile acid, the stool samples were extracted with 200 µL of a
chloroform: isopropanol: NP-40 (7:11:0.1) mixture in a micro-homogenizer. The extracts
were centrifuged at 15,000× g for 10 min, and the liquids (organic phase) were transferred
to new tubes. All samples were dried at 50 ◦C to remove chloroform. The fecal cholesterol
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and bile acid concentrations of the mice were evaluated using a Total Cholesterol Assay Kit
(BM-CHO-100, Biomax, Guri-si, Gyeonggi-do, Republic of Korea) and a Bile Acid Assay Kit
(Colorimetric; ab239702, Abcam), respectively, according to the manufacturers’ protocols.

2.9. Statistical Analysis

All data are demonstrated as the mean ± standard deviation (SD) and were statically
analyzed through one-way ANOVA, followed by Duncan’s test. The analyses were per-
formed using SPSS version 26.0 (IBM, Inc., Armonk, NY, USA). p < 0.05 was considered
significant (a > b > c > d).

3. Results
3.1. A Lactobacillus HY7601 and KY1032 Mixture Ameliorates HFD-Induced Obesity

To examine the effects of the probiotics HY7601 and KY1032 on adiposity, we induced
obesity in 6-week-old mice by feeding an HFD for 7 weeks. As shown in Figure 1A, HFD
feeding caused larger increases in body mass than a normal diet (CON). The average body
mass of the HFD group at week 7 was 38.7 g, but those of the HFD + KL and HFD + KH
groups, which were administered the Lactobacillus mixture along with the HFD, were 32.1 g
and 29.6 g, respectively. As shown in Figure 1B–F, the mice in the HFD + KL and HFD + KH
groups had 249% and 252% heavier eWAT and iWAT depots, respectively, than the CON
mice. However, the HFD + KL mice had less eWAT (85.8%) and iWAT (86.1%) than the
HFD mice. The HFD + KH mice had lower eWAT (66.0%) and iWAT (66.7%) masses than
the HFD mice. However, there were no significant differences in the masses of the BAT
or spleen between the groups (Figure 1F,H). The masses of the livers, normalized to the
body masses of the three HFD-fed mice, were significantly lower than those of the CON
mice, owing to their larger adipose depots. Finally, there were no differences in the food or
water consumption of the four groups, which implies the differences in body weight were
not the result of differences in dietary intake (Figure 1H–I). These findings indicate that
HFD-induced obesity in mice can be ameliorated through dietary supplementation with a
Lactobacillus HY7601 and KY1032 mixture.

3.2. The Lactobacillus HY7601 and KY1032 Mixture Reduces the Expansion of Adipose Tissue in
HFD-Fed Mice

Excessive calories of an HFD cause the expansion of adiposity for the storage of neutral
lipids, mediated by increases in the number and proportion of adipocytes [38]. As shown
in Figure 2B, significantly larger adipocytes were identified in the eWAT and iWAT of HFD
mice than in the equivalent depots in CON mice. We also found that supplementation with
the Lactobacillus mixture was associated with smaller eWAT and iWAT depots. The mean
number of adipocytes per image area in the iWAT was 55.6 ± 5.1 in the CON mice but
only 26.3 ± 3.5 in the HFD mice due to increased adipocytes size. However, both doses
of the probiotics HY7601 and KY1032 normalized the numbers because they reduced the
adipocyte size. Similarly, the mean number of adipocytes in the eWAT was 100.3 ± 16.6 per
unit area in the CON group but only 44.6 ± 5.7 per unit area in the HFD group, and those
of the HFD-fed mice were increased by the probiotics in a concentration-dependent manner.
This increase in the number of adipocytes per unit area in the probiotic-fed groups means
that the size of lipid droplets is significantly reduced. Interestingly, the BAT masses did not
significantly differ between the four groups, although the brown adipocytes differed in size
between the CON and HFD groups when sections were examined histologically (Figure 2).
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Food intake and (I) water intake per unit of body weight. Data are expressed as mean ± SD (n = 12). 
Groups accompanied by different letters were significantly different: p < 0.05 (a > ab > b > bc > c > d). 
CON, control; HFD, HFD-fed obese mice; HFD-KL, 108 CFU/kg/day Lactobacillus HY7601 and KY103 
plus HFD; HFD-KH, 109 CFU/kg/day Lactobacillus HY7601 and KY103 plus HFD. 
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Figure 1. Effects of Lactobacillus HY7601 and KY1032 on the body and tissue masses of the mice.
(A) Body masses of the mice after 7 weeks. (B) Images of brown adipose tissue (BAT), inguinal white
adipose tissue (inguinal WAT), and epididymal adipose tissue (epididymal WAT) samples. Masses of
the (C) epididymal WAT, (D) inguinal WAT, (E) BAT, (F) livers, and (G) spleens of the mice. (H) Food
intake and (I) water intake per unit of body weight. Data are expressed as mean ± SD (n = 12). Groups
accompanied by different letters were significantly different: p < 0.05 (a > ab > b > bc > c > d). CON,
control; HFD, HFD-fed obese mice; HFD-KL, 108 CFU/kg/day Lactobacillus HY7601 and KY103 plus
HFD; HFD-KH, 109 CFU/kg/day Lactobacillus HY7601 and KY103 plus HFD.
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Figure 2. Histology of adipose tissue depots in each of the mouse groups. (A) Brown adipose
tissue (BAT, top), inguinal white adipose tissue (WAT, middle), and epididymal white adipose tissue
(bottom), stained with hematoxylin and eosin (scale bar = 50 µm). (B) Number of adipocytes in
epididymal WAT and inguinal WAT, determined using ImageJ (version 1.53t). N = 6–8 mice/group.
Data are expressed as mean ± SD (n = 12). Groups accompanied by different letters were significantly
different: p < 0.05 (a > b > c).
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3.3. The Lactobacillus HY7601 and KY1032 Mixture Affects the Serum Lipid Profile of the Mice

The serum adiponectin and lipid-related parameters were measured next. Lactobacillus
HY7601 and KY1032 increased the serum adiponectin concentrations when administered
at 108 CFU/kg/day or 109 CFU/kg/day by 32.6 ± 6.3 pg/mL and 44.8 ± 10.0 pg/mL,
respectively, compared with the HFD mice (Figure 3A). Additionally, the serum TG, T-
Chol, and LDL-Chol concentrations of the CON group were 40.8 mg/dL, 136.8 mg/dL,
and 5.8 mg/dL, while those of the HFD group were significantly higher at 77.2 mg/dL,
203.2 mg/dL, and 13.7 mg/dL, respectively. However, the serum TG, T-Chol, and LDL-
Chol concentrations of the HFD group administered the Lactobacillus mixture were signif-
icantly reduced by both doses (Figure 3B–D). However, the HFD + KL group had lower
serum TG (77.3%), T-Chol (83.7), and LDL-Chol (71.4%) concentrations than the HFD group.
The HFD + KH group had lower TG (59.1%), T-Chol (79.9%), and LDL-Chol (70.6%) concen-
trations than the HFD group. However, both probiotic treatments returned the HDL-Chol
concentrations (111.1% and 112.9%) to those of the CON mice, such that it significantly
differed from that of the HFD group, as shown in Figure 3E. Finally, the BUN was 136.7%
higher in the HFD group than in the CON group, consistent with a higher risk of obesity
and diabetes, but it was normalized by both doses of probiotics (Figure 3F).
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Figure 3. Effects of Lactobacillus HY7601 and KY1032 on serum lipid and cholesterol-related param-
eters in HFD-fed mice. Serum concentrations of (A) adiponectin, (B) triglyceride (TG), (C) total
cholesterol (T-Chol), (D) low-density lipoprotein cholesterol (LDL-Chol), (E) high-density lipoprotein
cholesterol (HDL-Chol), and (F) blood urea nitrogen (BUN). Data are mean ± SD (n = 12). Groups
accompanied by different letters were significantly different: p < 0.05 (a > ab > b > c).

3.4. The Lactobacillus HY7601 and KY1032 Mixture Affects the Energy Metabolism of the Mice

To determine whether probiotics HY7601 and KY1032 have a thermogenic effect in
HFD-fed obese mice, we measured their body temperatures using a rectal temperature.
We found that the probiotics significantly increased the body temperatures of the mice
compared to both the HFD-fed and CON mice, as shown in Figure 4A. A recent study
reported that BAT is specialized in the heat production caused by cold- or diet-induced
thermogenic effects. Because it metabolizes the production of heat by burning fat and
controls glucose homeostasis and insulin levels, this fat is considered an effective target for
anti-obesity treatment [39]. Therefore, body temperature is frequently measured to identify
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heat generation by mice in studies of the effects of food supplements [40]. In addition,
because obesity has deleterious effects on plasma-free fatty acid concentrations and glucose
homeostasis, we also determined the effects of the probiotics HY7601 and KY1032 on
these parameters. The serum fasting blood glucose concentrations of the HFD group were
190% higher than those of the CON group, and probiotic administration reduced this in
a dose-dependent manner to 90.8% and 83.3% (HFD + KL and HFD + KH, respectively)
of the CON values (Figure 4B). HFD intake significantly increased the serum HbA1c level
compared with the CON mice, but the mixture of Lactobacillus HY7601 and KY1032 did
not affect this (Figure 4C). Also, the HFD + KL and HFD + KG mice had lower serum CK
(75.9%) and (61.0%) concentration than the HFD mice (Figure 4D). The circulating lactate
concentration is known to cause induction in the presence of hyperinsulinemia and in the
early stages of diabetes [41]. The serum lactate concentrations of the mice were not affected
by HFD feeding, but the probiotic mixture reduced this (Figure 4E).
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thermometer. Serum concentrations of (B) glucose, (C) glycated or glycosylated hemoglobin A1c
(HbA1C), (D) creatine kinase (CK), and (E) lactate. Data are expressed as mean ± SD (n = 12). Groups
accompanied by different letters were significantly different: p < 0.05 (a > ab > b > c).

3.5. The Lactobacillus HY7601 and KY1032 Mixture Increases UCP1 Activation in Adipose Tissue

We next compared the expression of UCP1, an important mediator of thermogenesis,
in the BAT and a representative subcutaneous WAT depot of the various mouse groups
using fluorescence staining. As shown in Figure 5, this revealed that the adipose depots of
the HFD-fed mice had lower UCP1 expression than those of the CON mice. However, the
fluorescence staining intensity corresponding to UCP1 was dose-dependently increased
by the probiotic administration in both the BAT and subcutaneous WAT. These results
indicate that the probiotic mixture promotes browning and therefore would increase energy
dissipation as heat.
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Figure 5. Adipose sections immunostained for uncoupling protein 1 (UCP1) in the various mouse
groups. Representative images of (A) BAT and (B) inguinal WAT (bright field, UCP1 (red), DAPI
(blue), and merged UCP1 and DAPI).

3.6. The Lactobacillus HY7601 and KY1032 Mixture Increases the Expression of Thermogenic
Factors in Adipose Tissue

To further characterize the effects of Lactobacillus HY7601 and KY1032 on thermo-
genesis, we evaluated the expression of proteins involved in the mice’s BAT. UCP1 is a
mitochondrial uncoupling protein that is expressed at high levels in BAT, and it stimulates
energy expenditure, which can reduce body mass [42]. SirT1 is an NAD-dependent protein
deacetylase that induces the browning of WAT [43]. The SirT1 and UCP1 activation in
the BAT of the HFD-fed mice was 76.7% and 59.6%, respectively, lower than that in the
CON mice, but it was significantly accumulated through treatment with the probiotics at a
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high dose (Figure 6A). Interestingly, the expression ratio of phosphorylated AMP-activated
protein kinase (p-AMPK)/AMPK in the inguinal and epididymal WAT of the CON mice
did not significantly differ from that in the equivalent depot of the HFD mice. However, the
higher dose of probiotics significantly increased it up to 153.1% and 151.2%, respectively.
In addition, the levels of SirT1, PGC1α, and UCP1 expression in the inguinal WAT of the
HFD were significantly lower (81.5%, 81.5% and 91.2%, respectively) than those of the
CON group, but Lactobacillus HY7601 and KY1032 administration near-normalized these.
In contrast, whereas the PGC1α and UCP1 protein expression levels in the eWAT were
lower (99.7% and 80.78%) in the HFD mice than in the CON mice and upregulated by the
probiotics, the SriT1 protein level in the eWAT was not significantly affected by HFD or
probiotic intake. These findings demonstrate that the Lactobacillus mixture increases the
protein expression of key thermogenic mediators in BAT and WAT depots, consistent with
an increase in non-shivering thermogenesis.
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Figure 6. Effects of Lactobacillus HY7601 and KY1032 on the expression of key thermogenic proteins
in (A) BAT, (B) inguinal WAT, and (C) epididymal WAT. Western blot data for sirtuin 1 (SirT1), UCP1,
phosphorylated-AMP-activated protein kinase (p-AMPK), AMPK, peroxisome proliferator-activated
receptor gamma coactivator 1-alpha (PGC1α), and glyceraldehyde 3-phosphate dehydrogenase
(GAPDH). Groups accompanied by different letters were significantly different: p < 0.05 (a > ab > b > c).

3.7. The Lactobacillus HY7601 and KY1032 Mixture Induces Cholesterol Disposal and the Fatty
Acids’ β-Oxidation in the Liver

The serum aspartate aminotransferase (AST), alanine aminotransferase (ALT), and lac-
tate dehydrogenase (LDH) levels of mice are increased by liver disease and obesity [44,45].
Figure 7A–C show that the serum ALT, AST, and LDH activities in the CON mice were
11.8 ± 1.3, 62.1 ± 4.2, and 464.4 ± 95.0, while in the HFD mice they were 34.4 ± 6.3,
76.0 ± 6.6, and 605.5 ± 37.3 respectively. And, these were significantly reduced to 16.1 ± 2.2,
60.0 ± 4.4, and 388.8 ± 27.2 by the higher dose of probiotics. We next evaluated the effects of
the Lactobacillus mixture on the expression of key mediators of hepatic metabolism (PPARα,
Hmgcr, SREBP2, ABCG5, ABCG8, LXRα, LXR, and CYP7A1) in the livers of the mice
through qRT-PCR. In particular, we aimed to determine whether the Lactobacillus mixture
activates cholesterol disposal through increases in LXR expression and the β-oxidation of
fatty acids of livers in HFD-fed mice. Figure 7D,E show that the 109 CFU/kg/day dose of
the HY7601 and KY1032 probiotic mixture reduced the mRNA expression of Hmgcr and
Srebp2 in the HFD mice. Conversely, the expression of the six mediators of liver cholesterol
secretion were significantly higher in the HFD-fed mice treated with probiotics than in the
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HFD-fed control mice (Figure 7F–K). In particular, after treatment with high concentra-
tions of 109 CFU/kg/day, the expression of PPARα (1.56-fold), Abcg5 (2.14-fold), Abcg8
(1.84-fold), LXRα (1.48-fold), LXRβ (1.26-fold), and Cyp7a1 (1.50-fold) was higher than
in the HFD-fed mice, although the differences in LXRα expression were not significant
according to ANOVA.
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Figure 7. Effects of Lactobacillus HY7601 and KY1032 on the circulating concentrations of liver-
related enzymes and the liver mRNA expression of the mouse groups. Serum activities of (A) alanine
transferase (ALT), (B) aspartate transaminase (AST), and (C) lactate dehydrogenase (LDH). Expression
of the genes encoding (D) 3-hydroxy-3-methylglutaryl-coenzyme A reductase (Hmgcr), (E) sterol
regulatory element-binding protein 2 (Srdbp2), (F) peroxisome proliferator-activated receptor alpha
(PPARa), (G) ATP-binding cassette (ABC) transporter G5 (Abcg5), (H) Agcg8, (I) liver X receptor alpha
(LXRb), (J) LXRβ, and (K) cholesterol 7 alpha-hydroxylase (Cyp7a1), normalized to that of Gapdh.
Groups accompanied by different letters were significantly different: p < 0.05 (a > ab > b > bc > c).

3.8. The Lactobacillus HY7601 and KY1032 Mixture Stimulates Cholesterol Excretion from
the Jejunum

Excess cholesterol in the plasma travels to intestinal cells and is excreted by ABCG5
and AGCG8 complexes [46], and the transcription factor LXRα promotes ABCG5/G8 ex-
pression, which is necessary for intestinal cholesterol disposal [47]. Furthermore, Niemann–
Pick C1-Like 1 (NPC1L1) protein is important for jejunum cholesterol transport [48]. It is
reported that Lactobacillus strains ameliorate cholesterol levels via the regulation of gene
expression involved in the oxidation and metabolism of cholesterol and bile acid excre-
tion [49]. Therefore, in this study, we investigated whether the Lactobacillus HY7601 and
KY103 mixture has beneficial effects on cholesterol metabolism in HFD-fed mice. As indi-
cated in Figure 8A–D, the gene levels encoding proteins involved in cholesterol transport
in the jejunum of the HFD-fed mice were altered by the probiotic mixture. The mRNA level
of Abcg5 did not differ between the HFD-fed groups. The low and high doses of probiotics
increased the Abcg8 mRNA level by 1.28-fold and 1.43-fold, respectively, vs. the HFD mice
and increased the LXRα gene level by 1.19-fold and 1.37-fold, respectively. Bile acid is
one of the cholesterol metabolites that is exclusively produced in the liver, and, as shown
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in Figure 8E, the fecal bile acid concentrations of the HFD group were increased by the
Lactobacillus mixture [50]. Finally, the fecal total cholesterol concentrations of the HFD-fed
mice were significantly increased by the high dose of probiotics (Figure 8F). The fecal
concentrations of bile acids and total cholesterol tended to be dose-dependently increased
by the probiotics, but the difference between each group has no significance [51].
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Figure 8. Effects of the Lactobacillus HY7601 and KY1032 mixture on cholesterol-metabolism-related
parameters in the jejuna of the mouse groups. Expression of genes encoding (A) ATP-binding cassette
(ABC) transporter G5 (Abcg5), (B) Agcg8, (C) liver X receptor alpha (LXRα), and (D) NPC1-like
intracellular cholesterol transporter 1 (Npcl1), normalized to that of Gapdh. Fecal concentrations of
(E) bile acids and (F) total cholesterol. Groups accompanied by different letters were significantly
different: p < 0.05 (a > ab > b > c).

4. Discussion

Given the increasing global prevalence and health concerns associated with obesity,
it is pivotal to identify effective treatment and prevention strategies [52]. Browning, the
process whereby WAT develops characteristics of BAT, including thermogenic capability,
is a promising therapeutic target for obesity because it induces the loss of body mass and
improves blood glucose control [53]. In addition, it is reported that BAT requires fatty acid
oxidation to promote heat generation [21]. This process enhances thermogenesis through
the transfer of acyl-CoA from the cytoplasm to the mitochondrial matrix, resulting in the
fatty acids’ beta-oxidation in mitochondria [54]. Therefore, there has been an increase in
studies of natural substances that could prevent obesity by reducing body fat accumulation,
promoting beta-oxidation, and increasing thermogenesis by browned WAT [11,55].

Probiotics are living microorganisms that have worthwhile effects on human health,
such as anti-inflammatory, anti-diabetic, and anti-hypercholesterolemic effects [56]. Lacto-
bacillus strains have traditionally been proven to be safe enough to be used as starters for
food preservation, dairy products, and fermented vegetables, and they have been used in
various human clinical trials [57]. Of these, Lactobacillus strains are known to have potent
inhibitory effects on obesity through fat accumulation reduction, and an effect on increasing
heat generation through the browning of WAT would be of great interest [58]. Furthermore,
Lactobacillus strains play a crucial role in the regulation of intestinal cholesterol metabolism
and transport [59,60]. Previous studies have illustrated the anti-obesity effects of mixtures
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of Lactobacillus curvatus HY7601 and Lactobacillus plantarum KY1032, mediated through the
regulation of adipogenic factors, such as adiponectin and leptin, by means of both animal
experiments and clinical trials [61]. We also investigated whether HY7601 and KY1032
alter the gut microbiota by increasing beneficial bacteria, such as Bifidobacteriaceae and
Akkermansiaceae, and decreasing Prevotellaceae and Selenomonadaceae in humans [61].
Moreover, L. curvatus HY7601 and L. plantarum KY1032 probiotics have been listed as a new
FDA NDI health food ingredient and obtained Self-Affiliated Generally Recognized As
Safe (GRAS) recognition. However, the mechanisms whereby Lactobacillus curvatus HY7601
and Lactobacillus plantarum KY1032 enhance thermogenesis and cause the loss of excess
cholesterol in HFD-fed obese mice had not been elucidated. Therefore, we aimed to char-
acterize the effects of Lactobacillus HY7601 and KY1032 on thermogenesis and cholesterol
fluxes in HFD-fed obese mice in this study.

During the 7 weeks of the experiments, the HFD group showed large increases in body
weight and in the masses of the iWAT, eWAT, and BAT depots, which were significantly
ameliorated by Lactobacillus HY7601 and KY1032 supplementation. H&E staining of the fat
depots showed that probiotic administration decreased the size and proportion of the lipid
droplets in all three. However, the food and water consumption of the four groups of mice
did not differ. In addition, treatment with the Lactobacillus mixture did not affect HbA1c,
an index of long-term glycemic control, but significantly reduced the high serum fasting
blood glucose concentration associated with obesity. Interestingly, although the difference
was not significant, the core temperatures of the probiotic-fed groups were slightly higher
than those of the CON and HFD mice. These data suggest that this probiotic mixture may
cause a promotion in energy consumption in obese mice.

The iWAT and eWAT, which are types of white fat, play important roles in the reg-
ulation of energy balance and lipid homeostasis. Both tissues are known to be able to
be reassembled to have a similar phenotype to BAT, which are called “beige adipose
tissue” [62]. This beige fat has a higher mitochondrial content and high expression of
BAT-specific genes, such as PGC1α and UCP1. The expression of UCP1 located in the inner
mitochondrial membrane and PGC1α, which improves fatty acid and lipid catabolism, is
highly associated with the thermogenic capacity. In particular, it is known that increased
UCP1 expression leads to shivering thermogenesis, helping to maintain body tempera-
ture [21,63]. In this study, the high body temperature of the Lactobacillus-HY7601- and
KY1032-treated mice suggested an upregulation of thermogenesis in adipose tissue. Con-
sistent with this, immunofluorescence and Western blotting showed that the probiotics
effectively increased the UCP1 expression in the BAT, iWAT, and eWAT. Furthermore,
the expression of SIRT1, a key metabolic sensor in adipose tissue, was also significantly
increased in these adipose depots by the probiotic treatment. Finally, the expression of
Pgc1α was also significantly upregulated by this treatment in the iWAT and eWAT by the
probiotic treatment vs. HFD-fed mice. SirT1 and PGC1α promote UCP1 expression in
WAT, which can cause the browning of adipocytes to produce beige adipocytes. To sum
up, Lactobacillus HY7601 and KY1032 could induce differentiation into beige adipocytes in
WAT, which was demonstrated by UCP1 activation and rectal temperature.

Obesity is associated with various risk factors for disease, including high serum triglyc-
eride, HDL-Chol, LDL-Chol, and glucose concentrations and high blood pressure [51,64,65].
These abnormalities are features of the metabolic disease and can be related to lower energy
consumption, in the form of fatty acid oxidation, in adipose tissue. In addition, metabolic
syndrome and dyslipidemia are associated with the development of intravascular glucose
concentration or insulin resistance, which may be explained by a promotion in the hepatic
fatty acids’ beta-oxidation [66]. In this study, the mice in the HFD group had high serum
TG, total-Chol, and LDL-Chol concentrations and low serum HDL-Chol concentrations
compared to those of the CON group. Both doses of Lactobacillus HY7601 and KY1032
reduced the serum TG, total-Chol, and LDL-Chol concentrations and increased the serum
HDL-Chol concentrations of the HFD-fed mice. Moreover, this mixture dose-dependently
increased the serum adiponectin concentrations of the HFD-fed mice.
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Cholesterol synthesized in liver tissue is transported to the intestines as a precursor of
bile acid, where it aids in the digestion of dietary lipid [67]. Lactobacillus microorganisms
regulate the amount of cholesterol that is converted into bile acids. In addition, conjugated
bile acids play a role as an emulsifier to aid in the absorption of dietary fats because of their
amphiphilic nature [68]. The mechanism whereby Lactobacillus improves energy home-
ostasis through the regulation of cholesterol circulation has not previously been reported.
However, numerous studies have indicated that proteins included in fatty acid oxidation,
such as cholesterol 7α-hydroxylase (CYP7A1), are essential for heat generation [68]. Thus,
the probiotics may cause thermogenesis through an induction of fatty acid oxidation, which
is associated with a reduction in cholesterol concentration. To determine the effects of
the Lactobacillus HY7601 and KY1032 mixture on cholesterol and bile acid excretion, we
detected the fecal concentrations of bile acids and cholesterol of the mice and found that the
probiotic mixture significantly elevated the fecal cholesterol and bile acid excretion of the
HFD-fed mice. These findings indicate that treatment with this probiotic mixture promotes
the disposal of cholesterol and bile acids by obese mice. In addition, we measured the
effects of the mixture on the mRNA expression associated with cholesterol metabolism in
the livers of the mice and found that the expression of Abcg5, Abcg8, Lxra, and Lxrb was
higher than that of the HFD mice, but only significantly so when the higher dose was ad-
ministered. Furthermore, the serum activities of ALT, AST, and LDH were decreased by the
Lactobacillus mixture in HFD-fed mice. In summary, the Lactobacillus HY7601 and KY1032
mixture reduces cholesterol concentrations by inhibiting the reabsorption of cholesterol in
the intestinal tissue and increasing the bile acids’ excretion.

5. Conclusions

In conclusion, we have shown that a mixture of Lactobacillus curvatus HY7601 and
Lactobacillus plantarum KY1032 improves the energy metabolism and fats status of HFD-fed
obese mice. These probiotics significantly enhance thermogenesis by increasing UCP1
expression and causing the browning of WAT, which contributes to their anti-obesity effects.
Moreover, they inhibit intestinal and liver cholesterol absorption, further limiting obesity
and dyslipidemia. These results imply that probiotics may influence the improvement
of lipid metabolic function, but it is not yet known how this effect is associated with gut
microbiota change, which will be investigated in future studies. To sum up, our data suggest
that a mixture of HY7601 and KY1032 may represent a potential therapeutic strategy for
overweight and obesity.
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21. Kuryłowicz, A.; Puzianowska-Kuźnicka, M. Induction of adipose tissue browning as a strategy to combat obesity. Int. J. Mol. Sci.

2020, 21, 6241. [CrossRef] [PubMed]
22. Ferrell, J.M.; Chiang, J.Y. Understanding bile acid signaling in diabetes: From pathophysiology to therapeutic targets. Diabetes

Metab. J. 2019, 43, 257. [CrossRef] [PubMed]
23. Gianfrancesco, M.A.; Paquot, N.; Piette, J.; Legrand-Poels, S. Lipid bilayer stress in obesity-linked inflammatory and metabolic

disorders. Biochem. Pharmacol. 2018, 153, 168–183. [CrossRef] [PubMed]
24. Hampton, R.Y. Proteolysis and sterol regulation. Annu. Rev. Cell Dev. Biol. 2002, 18, 345–378. [CrossRef] [PubMed]
25. Ibrahim, M.A.; Asuka, E.; Jialal, I. Hypercholesterolemia; StatPearls Publishing: Treasure Island, FL, USA, 2017.
26. Nelson, R.H. Hyperlipidemia as a risk factor for cardiovascular disease. Prim. Care Clin. Off. Pract. 2013, 40, 195–211. [CrossRef]

[PubMed]
27. Zhao, C.; Dahlman-Wright, K. Liver X receptor in cholesterol metabolism. J. Endocrinol. 2009, 204, 233–240. [CrossRef] [PubMed]
28. Cummins, C.L.; Volle, D.H.; Zhang, Y.; McDonald, J.G.; Sion, B.; Lefrançois-Martinez, A.-M.; Caira, F.; Veyssière, G.; Mangelsdorf,

D.J.; Lobaccaro, J.-M.A. Liver X receptors regulate adrenal cholesterol balance. J. Clin. Investig. 2006, 116, 1902–1912. [CrossRef]
29. Chiang, J.Y.; Ferrell, J.M. Up to date on cholesterol 7 alpha-hydroxylase (CYP7A1) in bile acid synthesis. Liver Res. 2020, 4, 47–63.

[CrossRef] [PubMed]

https://doi.org/10.1210/jc.2004-0372
https://www.ncbi.nlm.nih.gov/pubmed/15181029
https://doi.org/10.3389/fonc.2020.615375
https://www.ncbi.nlm.nih.gov/pubmed/33604295
https://doi.org/10.1007/s10552-017-0869-z
https://www.ncbi.nlm.nih.gov/pubmed/28210884
https://doi.org/10.1016/j.molmet.2021.101237
https://www.ncbi.nlm.nih.gov/pubmed/33878401
https://doi.org/10.1007/s13105-018-0658-5
https://www.ncbi.nlm.nih.gov/pubmed/30506389
https://doi.org/10.4252/wjsc.v6.i1.33
https://doi.org/10.1016/j.cell.2021.12.016
https://www.ncbi.nlm.nih.gov/pubmed/35120662
https://doi.org/10.1152/physrev.00015.2003
https://www.ncbi.nlm.nih.gov/pubmed/14715917
https://doi.org/10.1210/er.2012-1081
https://doi.org/10.3390/nu15092229
https://doi.org/10.1080/21623945.2020.1870060
https://www.ncbi.nlm.nih.gov/pubmed/33403891
https://doi.org/10.1038/s12276-022-00741-z
https://www.ncbi.nlm.nih.gov/pubmed/35301430
https://doi.org/10.1186/1743-7075-1-5
https://www.ncbi.nlm.nih.gov/pubmed/15507147
https://doi.org/10.3389/fendo.2020.00222
https://doi.org/10.3945/an.117.015792
https://www.ncbi.nlm.nih.gov/pubmed/28916570
https://doi.org/10.1016/j.physbeh.2013.11.008
https://www.ncbi.nlm.nih.gov/pubmed/24291381
https://doi.org/10.1016/j.cell.2012.09.010
https://www.ncbi.nlm.nih.gov/pubmed/23063128
https://doi.org/10.1016/j.cmet.2016.07.004
https://www.ncbi.nlm.nih.gov/pubmed/27508873
https://doi.org/10.1016/j.ymben.2023.04.010
https://doi.org/10.3390/ijms20205058
https://www.ncbi.nlm.nih.gov/pubmed/31614705
https://doi.org/10.3390/ijms21176241
https://www.ncbi.nlm.nih.gov/pubmed/32872317
https://doi.org/10.4093/dmj.2019.0043
https://www.ncbi.nlm.nih.gov/pubmed/31210034
https://doi.org/10.1016/j.bcp.2018.02.022
https://www.ncbi.nlm.nih.gov/pubmed/29462590
https://doi.org/10.1146/annurev.cellbio.18.032002.131219
https://www.ncbi.nlm.nih.gov/pubmed/12142284
https://doi.org/10.1016/j.pop.2012.11.003
https://www.ncbi.nlm.nih.gov/pubmed/23402469
https://doi.org/10.1677/JOE-09-0271
https://www.ncbi.nlm.nih.gov/pubmed/19837721
https://doi.org/10.1172/JCI28400
https://doi.org/10.1016/j.livres.2020.05.001
https://www.ncbi.nlm.nih.gov/pubmed/34290896


Nutrients 2024, 16, 2570 16 of 17

30. Zhang, M.; Xie, Z.; Gao, W.; Pu, L.; Wei, J.; Guo, C. Quercetin regulates hepatic cholesterol metabolism by promoting cholesterol-
to-bile acid conversion and cholesterol efflux in rats. Nutr. Res. 2016, 36, 271–279. [CrossRef]

31. Korach-André, M.; Archer, A.; Barros, R.P.; Parini, P.; Gustafsson, J.-Å. Both liver-X receptor (LXR) isoforms control energy
expenditure by regulating brown adipose tissue activity. Proc. Natl. Acad. Sci. USA 2011, 108, 403–408. [CrossRef]

32. Dib, L.; Bugge, A.; Collins, S. LXRα fuels fatty acid-stimulated oxygen consumption in white adipocytes. J. Lipid Res. 2014, 55,
247–257. [CrossRef] [PubMed]

33. Kim, Y.I.; Lee, E.-S.; Song, E.-J.; Shin, D.-U.; Eom, J.-E.; Shin, H.S.; Kim, J.E.; Oh, J.Y.; Nam, Y.-D.; Lee, S.-Y. Lacticaseibacillus
paracasei AO356 ameliorates obesity by regulating adipogenesis and thermogenesis in C57BL/6J male mice. J. Funct. Foods 2023,
101, 105404. [CrossRef]

34. Yoon, Y.; Kim, G.; Noh, M.-g.; Park, J.-h.; Jang, M.; Fang, S.; Park, H. Lactobacillus fermentum promotes adipose tissue oxidative
phosphorylation to protect against diet-induced obesity. Exp. Mol. Med. 2020, 52, 1574–1586. [CrossRef] [PubMed]

35. Hossain, M.; Park, D.-S.; Rahman, M.; Ki, S.-J.; Lee, Y.R.; Imran, K.; Yoon, D.; Heo, J.; Lee, T.-J.; Kim, Y.-S. Bifidobacterium longum
DS0956 and Lactobacillus rhamnosus DS0508 culture-supernatant ameliorate obesity by inducing thermogenesis in obese-mice.
Benef. Microbes 2020, 11, 361–373. [CrossRef] [PubMed]

36. Jung, S.; Lee, Y.J.; Kim, M.; Kim, M.; Kwak, J.H.; Lee, J.-W.; Ahn, Y.-T.; Sim, J.-H.; Lee, J.H. Supplementation with two probiotic
strains, Lactobacillus curvatus HY7601 and Lactobacillus plantarum KY1032, reduced body adiposity and Lp-PLA2 activity in
overweight subjects. J. Funct. Foods 2015, 19, 744–752. [CrossRef]

37. Park, D.-Y.; Ahn, Y.-T.; Park, S.-H.; Huh, C.-S.; Yoo, S.-R.; Yu, R.; Sung, M.-K.; McGregor, R.A.; Choi, M.-S. Supplementation of
Lactobacillus curvatus HY7601 and Lactobacillus plantarum KY1032 in diet-induced obese mice is associated with gut microbial
changes and reduction in obesity. PLoS ONE 2013, 8, e59470. [CrossRef] [PubMed]

38. Richard, A.J.; White, U.; Elks, C.M.; Stephens, J.M. Adipose tissue: Physiology to metabolic dysfunction. In Endotext [Internet];
National Institutes of Health (NIH): Stapleton, NY, USA, 2020.

39. Branca, R.T.; He, T.; Zhang, L.; Floyd, C.S.; Freeman, M.; White, C.; Burant, A. Detection of brown adipose tissue and thermogenic
activity in mice by hyperpolarized xenon MRI. Proc. Natl. Acad. Sci. USA 2014, 111, 18001–18006. [CrossRef] [PubMed]

40. Oelkrug, R.; Krause, C.; Herrmann, B.; Resch, J.; Gachkar, S.; El Gammal, A.T.; Wolter, S.; Mann, O.; Oster, H.; Kirchner, H.
Maternal brown fat thermogenesis programs glucose tolerance in the male offspring. Cell Rep. 2020, 33, 108351. [CrossRef]

41. Crawford, S.O.; Hoogeveen, R.C.; Brancati, F.L.; Astor, B.C.; Ballantyne, C.M.; Schmidt, M.I.; Young, J.H. Association of blood
lactate with type 2 diabetes: The Atherosclerosis Risk in Communities Carotid MRI Study. Int. J. Epidemiol. 2010, 39, 1647–1655.
[CrossRef]

42. Klaus, S.; Keipert, S.; Rossmeisl, M.; Kopecky, J. Augmenting energy expenditure by mitochondrial uncoupling: A role of
AMP-activated protein kinase. Genes Nutr. 2012, 7, 369–386. [CrossRef]

43. Qiang, L.; Wang, L.; Kon, N.; Zhao, W.; Lee, S.; Zhang, Y.; Rosenbaum, M.; Zhao, Y.; Gu, W.; Farmer, S.R. Brown remodeling of
white adipose tissue by SirT1-dependent deacetylation of Pparγ. Cell 2012, 150, 620–632. [CrossRef] [PubMed]

44. AL-Janabi, A.; Ali, Z.Q.; Noree, Z.M. Lactate dehydrogenase as an indicator of liver, muscular and cancer diseases. J. Coast. Life
Med. 2015, 3, 543–546.

45. Marchesini, G.; Moscatiello, S.; Di Domizio, S.; Forlani, G. Obesity-associated liver disease. J. Clin. Endocrinol. Metab. 2008, 93,
s74–s80. [CrossRef] [PubMed]

46. Klett, E.L.; Lee, M.-H.; Adams, D.B.; Chavin, K.D.; Patel, S.B. Localization of ABCG5 and ABCG8 proteins in human liver, gall
bladder and intestine. BMC Gastroenterol. 2004, 4, 1–12. [CrossRef]

47. Zhang, Y.; Breevoort, S.R.; Angdisen, J.; Fu, M.; Schmidt, D.R.; Holmstrom, S.R.; Kliewer, S.A.; Mangelsdorf, D.J.; Schulman, I.G.
Liver LXRα expression is crucial for whole body cholesterol homeostasis and reverse cholesterol transport in mice. J. Clin. Investig.
2012, 122, 1688–1699. [CrossRef]

48. Jia, L.; Betters, J.L.; Yu, L. Niemann-pick C1-like 1 (NPC1L1) protein in intestinal and hepatic cholesterol transport. Annu. Rev.
Physiol. 2011, 73, 239–259. [CrossRef]

49. Heo, W.; Lee, E.S.; Cho, H.T.; Kim, J.H.; Lee, J.H.; Yoon, S.M.; Kwon, H.T.; Yang, S.; Kim, Y.-J. Lactobacillus plantarum LRCC 5273
isolated from Kimchi ameliorates diet-induced hypercholesterolemia in C57BL/6 mice. Biosci. Biotechnol. Biochem. 2018, 82,
1964–1972. [CrossRef] [PubMed]

50. Zhang, L.; Fang, G.; Zheng, L.; Chen, Z.; Liu, X. Hypocholesterolemic effect of capsaicinoids in rats fed diets with or without
cholesterol. J. Agric. Food Chem. 2013, 61, 4287–4293. [CrossRef]

51. Banno, A.; Wang, J.; Okada, K.; Mori, R.; Mijiti, M.; Nagaoka, S. Identification of a novel cholesterol-lowering dipeptide,
phenylalanine-proline (FP), and its down-regulation of intestinal ABCA1 in hypercholesterolemic rats and Caco-2 cells. Sci. Rep.
2019, 9, 19416. [CrossRef]

52. Wirth, A.; Wabitsch, M.; Hauner, H. The prevention and treatment of obesity. Dtsch. Ärzteblatt Int. 2014, 111, 705. [CrossRef]
53. Herz, C.T.; Kiefer, F.W. Adipose tissue browning in mice and humans. J. Endocrinol. 2019, 241, R97–R109. [CrossRef]
54. Calderon-Dominguez, M.; Mir, J.F.; Fucho, R.; Weber, M.; Serra, D.; Herrero, L. Fatty acid metabolism and the basis of brown

adipose tissue function. Adipocyte 2016, 5, 98–118. [CrossRef]
55. Okla, M.; Kim, J.; Koehler, K.; Chung, S. Dietary factors promoting brown and beige fat development and thermogenesis. Adv.

Nutr. 2017, 8, 473–483. [CrossRef] [PubMed]
56. Bodke, H.; Jogdand, S. Role of probiotics in human health. Cureus 2022, 14, e31313. [CrossRef]

https://doi.org/10.1016/j.nutres.2015.11.019
https://doi.org/10.1073/pnas.1017884108
https://doi.org/10.1194/jlr.M043422
https://www.ncbi.nlm.nih.gov/pubmed/24259533
https://doi.org/10.1016/j.jff.2023.105404
https://doi.org/10.1038/s12276-020-00502-w
https://www.ncbi.nlm.nih.gov/pubmed/32917958
https://doi.org/10.3920/BM2019.0179
https://www.ncbi.nlm.nih.gov/pubmed/32755263
https://doi.org/10.1016/j.jff.2015.10.006
https://doi.org/10.1371/journal.pone.0059470
https://www.ncbi.nlm.nih.gov/pubmed/23555678
https://doi.org/10.1073/pnas.1403697111
https://www.ncbi.nlm.nih.gov/pubmed/25453088
https://doi.org/10.1016/j.celrep.2020.108351
https://doi.org/10.1093/ije/dyq126
https://doi.org/10.1007/s12263-011-0260-8
https://doi.org/10.1016/j.cell.2012.06.027
https://www.ncbi.nlm.nih.gov/pubmed/22863012
https://doi.org/10.1210/jc.2008-1399
https://www.ncbi.nlm.nih.gov/pubmed/18987273
https://doi.org/10.1186/1471-230X-4-21
https://doi.org/10.1172/JCI59817
https://doi.org/10.1146/annurev-physiol-012110-142233
https://doi.org/10.1080/09168451.2018.1497939
https://www.ncbi.nlm.nih.gov/pubmed/30032716
https://doi.org/10.1021/jf304471t
https://doi.org/10.1038/s41598-019-56031-8
https://doi.org/10.3238/arztebl.2014.0705
https://doi.org/10.1530/JOE-18-0598
https://doi.org/10.1080/21623945.2015.1122857
https://doi.org/10.3945/an.116.014332
https://www.ncbi.nlm.nih.gov/pubmed/28507012
https://doi.org/10.7759/cureus.31313


Nutrients 2024, 16, 2570 17 of 17

57. Giraffa, G.; Chanishvili, N.; Widyastuti, Y. Importance of lactobacilli in food and feed biotechnology. Res. Microbiol. 2010, 161,
480–487. [CrossRef] [PubMed]

58. Choi, W.J.; Dong, H.J.; Jeong, H.U.; Ryu, D.W.; Song, S.M.; Kim, Y.R.; Jung, H.H.; Kim, T.H.; Kim, Y.-H. Lactobacillus plantarum
LMT1-48 exerts anti-obesity effect in high-fat diet-induced obese mice by regulating expression of lipogenic genes. Sci. Rep. 2020,
10, 869. [CrossRef]

59. Xie, N.; Cui, Y.; Yin, Y.-N.; Zhao, X.; Yang, J.-W.; Wang, Z.-G.; Fu, N.; Tang, Y.; Wang, X.-H.; Liu, X.-W. Effects of two Lactobacillus
strains on lipid metabolism and intestinal microflora in rats fed a high-cholesterol diet. BMC Complement. Altern. Med. 2011,
11, 53. [CrossRef] [PubMed]

60. Koppula, S.; Wankhede, N.L.; Sammeta, S.S.; Shende, P.V.; Pawar, R.S.; Chimthanawala, N.; Umare, M.D.; Taksande, B.G.;
Upaganlawar, A.B.; Umekar, M.J. Modulation of Cholesterol metabolism with Phytoremedies in Alzheimer’s disease: A
comprehensive Review. Ageing Res. Rev. 2024, 99, 102389. [CrossRef] [PubMed]

61. Mo, S.-J.; Lee, K.; Hong, H.-J.; Hong, D.-K.; Jung, S.-H.; Park, S.-D.; Shim, J.-J.; Lee, J.-L. Effects of Lactobacillus curvatus HY7601 and
Lactobacillus plantarum KY1032 on overweight and the gut microbiota in humans: Randomized, double-blinded, placebo-controlled
clinical trial. Nutrients 2022, 14, 2484. [CrossRef]

62. Labbé, S.M.; Caron, A.; Chechi, K.; Laplante, M.; Lecomte, R.; Richard, D. Metabolic activity of brown, “beige,” and white adipose
tissues in response to chronic adrenergic stimulation in male mice. Am. J. Physiol.-Endocrinol. Metab. 2016, 311, E260–E268.
[CrossRef]

63. Kozak, L.; Anunciado-Koza, R. UCP1: Its involvement and utility in obesity. Int. J. Obes. 2008, 32, S32–S38. [CrossRef] [PubMed]
64. Klop, B.; Elte, J.W.F.; Castro Cabezas, M. Dyslipidemia in obesity: Mechanisms and potential targets. Nutrients 2013, 5, 1218–1240.

[CrossRef] [PubMed]
65. Brochu, M.; Mathieu, M.E.; Karelis, A.D.; Doucet, É.; Lavoie, M.E.; Garrel, D.; Rabasa-Lhoret, R. Contribution of the lean body

mass to insulin resistance in postmenopausal women with visceral obesity: A Monet study. Obesity 2008, 16, 1085–1093. [CrossRef]
[PubMed]

66. Weyer, C.; Pratley, R.E.; Salbe, A.D.; Bogardus, C.; Ravussin, E.; Tataranni, P.A. Energy expenditure, fat oxidation, and body
weight regulation: A study of metabolic adaptation to long-term weight change. J. Clin. Endocrinol. Metab. 2000, 85, 1087–1094.
[CrossRef] [PubMed]

67. Li, T.; Chiang, J.Y. Regulation of bile acid and cholesterol metabolism by PPARs. PPAR Res. 2009, 2009, 501739. [CrossRef]
68. Di Gregorio, M.C.; Cautela, J.; Galantini, L. Physiology and physical chemistry of bile acids. Int. J. Mol. Sci. 2021, 22, 1780.

[CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1016/j.resmic.2010.03.001
https://www.ncbi.nlm.nih.gov/pubmed/20302928
https://doi.org/10.1038/s41598-020-57615-5
https://doi.org/10.1186/1472-6882-11-53
https://www.ncbi.nlm.nih.gov/pubmed/21722398
https://doi.org/10.1016/j.arr.2024.102389
https://www.ncbi.nlm.nih.gov/pubmed/38906182
https://doi.org/10.3390/nu14122484
https://doi.org/10.1152/ajpendo.00545.2015
https://doi.org/10.1038/ijo.2008.236
https://www.ncbi.nlm.nih.gov/pubmed/19136989
https://doi.org/10.3390/nu5041218
https://www.ncbi.nlm.nih.gov/pubmed/23584084
https://doi.org/10.1038/oby.2008.23
https://www.ncbi.nlm.nih.gov/pubmed/18356851
https://doi.org/10.1210/jcem.85.3.6447
https://www.ncbi.nlm.nih.gov/pubmed/10720044
https://doi.org/10.1155/2009/501739
https://doi.org/10.3390/ijms22041780

	Introduction 
	Materials and Methods 
	Culture of Bacteria and Preparation 
	Animal Study Design 
	Measurement of Body Temperature 
	Histologic Analysis 
	Biochemical Analyses 
	Western Blot 
	RNA Extraction and Gene Expression Analysis 
	Fecal Cholesterol and Bile Acid Analysis 
	Statistical Analysis 

	Results 
	A Lactobacillus HY7601 and KY1032 Mixture Ameliorates HFD-Induced Obesity 
	The Lactobacillus HY7601 and KY1032 Mixture Reduces the Expansion of Adipose Tissue in HFD-Fed Mice 
	The Lactobacillus HY7601 and KY1032 Mixture Affects the Serum Lipid Profile of the Mice 
	The Lactobacillus HY7601 and KY1032 Mixture Affects the Energy Metabolism of the Mice 
	The Lactobacillus HY7601 and KY1032 Mixture Increases UCP1 Activation in Adipose Tissue 
	The Lactobacillus HY7601 and KY1032 Mixture Increases the Expression of Thermogenic Factors in Adipose Tissue 
	The Lactobacillus HY7601 and KY1032 Mixture Induces Cholesterol Disposal and the Fatty Acids’ -Oxidation in the Liver 
	The Lactobacillus HY7601 and KY1032 Mixture Stimulates Cholesterol Excretion from the Jejunum 

	Discussion 
	Conclusions 
	References

