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Abstract: The miniature pig is a suitable animal model for investigating human cardiovascular
diseases. Nevertheless, the alterations in lipid metabolism within atherosclerotic plaques of miniature
pigs, along with the underlying mechanisms, remain to be comprehensively elucidated. In this study,
we aim to examine the alterations in lipid composition and associated pathways in the abdominal
aorta of atherosclerotic pigs induced by a high-fat, high-cholesterol, and high-fructose (HFCF) diet
using lipidomics and RNA-Seq methods. The results showed that the content and composition of
aortic lipid species, particularly ceramide, hexosyl ceramide, lysophosphatidylcholine, and triglyc-
eride, were significantly altered in HFCF-fed pigs. Meanwhile, the genes governing sphingolipid
metabolism, iron ion homeostasis, apoptosis, and the inflammatory response were significantly regu-
lated by the HFCF diet. Furthermore, C16 ceramide could promote iron deposition in RAW264.7 cells,
leading to increased intracellular reactive oxygen species (ROS) production, apoptosis, and activation
of the toll-like receptor 4 (TLR4)/nuclear Factor-kappa B (NF-қB) inflammatory pathway, which could
be mitigated by deferoxamine. Our study demonstrated that dysregulated ceramide metabolism
could increase ROS production, apoptosis, and inflammatory pathway activation in macrophages by
inducing iron overload, thus playing a vital role in the pathogenesis of atherosclerosis. This discovery
could potentially provide a new target for pharmacological therapy of cardiovascular diseases such
as atherosclerosis.

Keywords: atherosclerosis; lipidomics; ceramide; iron; oxidative stress; miniature pigs

1. Introduction

Cardiovascular disease remains the leading global cause of mortality, and atherosclero-
sis has been established as the primary underlying pathological mechanism [1]. Atheroscle-
rosis manifests as the buildup of lipids within arterial walls, culminating in macrophage
migration and smooth muscle proliferation, resulting in arterial wall hardening, thickening,
and loss of elasticity [2]. Growing evidence indicates the pivotal role of aberrant lipid
metabolism in the initiation and progression of atherosclerosis, potentially serving as a
common thread linking various pathogenic factors, including obesity, hypertension, and
diabetes [3]. Lipid-lowering therapy is indicated for patients with cardiovascular diseases,
including atherosclerosis. Statins and proprotein convertase subtilisin/kexin 9 (PCSK9)
inhibitors constitute the principal means to reduce serum low-density lipoprotein choles-
terol (LDL-C) levels in clinical atherosclerosis treatment. Nevertheless, many patients fail
to attain ideal lipid levels even with medication, potentially encountering drug intolerance
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and associated risks [4]. Hence, identifying new intervention targets related to abnormal
lipid metabolism could offer fresh insights for preventing and treating atherosclerosis and
atherosclerotic cardiovascular diseases.

Lipidomic analysis, based on mass spectrometry, has emerged as a potent tool for
investigating lipid composition in biological samples during disease states. This approach
enables us to reveal the mechanisms underpinning lipid-related diseases such as atheroscle-
rosis by quantifying changes in specific lipid categories [5]. Current clinical research on
atherosclerosis mainly involves identifying lipid biomarkers from blood samples, thereby
inferring their correlation with atherosclerosis due to the challenges associated with actual
plaque sampling [6,7]. However, recent studies have revealed no significant correlation be-
tween arterial plaque tissue and plasma metabolites in atherosclerotic patients and mouse
models [8,9]. Consequently, it is essential to directly assess changes in lipid metabolites
within atherosclerotic plaques. It is now understood that miniature pigs closely resem-
ble humans in cardiovascular anatomical structure and lipoprotein composition, offering
distinct advantages for cardiovascular disease research, including atherosclerosis. Never-
theless, there is a dearth of reports regarding the alterations in lipid composition within
atherosclerotic plaque in miniature pigs. Additionally, atherosclerosis represents a complex
multifactorial disease, with oxidative stress, inflammation, and apoptosis playing pivotal
roles in its onset and progression. However, the intricate interplay among these key factors
remains largely uncharted [10]. Therefore, when studying atherosclerosis in animal mod-
els, integrating lipidomics with additional omics methods like transcriptomics can help
elucidate the potential mechanisms governing specific changes in lipid metabolism and
their interaction with related molecular targets.

Herein, we conducted untargeted lipidomic profiling of atherosclerotic aortas in
Wuzhishan miniature pigs subjected to either a normal chow (NC) diet or a high-fat,
high-cholesterol, and high-fructose (HFCF) diet for six months. Moreover, transcriptome
sequencing was employed to investigate the potential mechanisms behind HFCF diet-
induced aortic ceramide accumulation, apoptosis, and inflammation in atherosclerotic pigs.
Furthermore, in vitro experiments demonstrated the role of the long-chain C16 ceramide in
macrophage iron overload and the activation of downstream pathways.

2. Materials and Methods
2.1. Animals

Ten male Wuzhishan miniature pigs aged 6–7 months were acquired from the Institute
of Animal Sciences, Hainan Academy of Agricultural Sciences (Haikou, China), in this
study. Each pig was individually housed and had a 12 h light and dark cycle. Before
the experiment, the pigs were fed a regular diet and had free access to water. After
4 weeks of acclimatization, the animals were divided into two groups and fed either an
NC (3.2 kcal·g−1, 22% of kcal from protein, 8% of kcal from fat, and 70% of kcal from
carbohydrate) or an HFCF (4.5 kcal·g−1, 12% of kcal from protein, 46% from fat, and 42%
from carbohydrate) diet for 6 months. Each group consisted of five animals. The HFCF
diet consisted of 15% shortening oil, 10% egg yolk power, 1.5% cholesterol, 10% fructose,
and 63.5% normal chow diet. The pigs in each group were fed twice daily with a total daily
amount equivalent to 2.5% of their body weight. The Laboratory Animal Management
and Use Committee of the Zhejiang Chinese Medical University (Hangzhou, China, permit
no. ZSLL-2016-0013) authorized all procedures for this study. A diagram of the animal
experiment is shown in Figure 1.

The body weight of the pigs was recorded monthly. After 6 months of feeding, the
pigs were killed by exsanguination under anesthesia. Blood samples were collected and
centrifuged at 3000× g for 15 min. The serum was separated and stored at −80 ◦C for
further analysis. The entire aorta, from the aortic arch to the iliac artery, was removed and
fixed in 10% buffered formalin for 24 h. The samples were then stained with Sudan IV dye
for 15 min, rinsed, and then photographed. Image J software (NIH, version 1.6.0) was used
to analyze lipid deposition in the whole aorta.
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Figure 1. The flow diagram of the animal experiment. NC, normal chow; HFCF, high-fat, high-
cholesterol, and high-fructose diet; H&E, hematoxylin and eosin; IHC, immunohistochemistry;
IF, immunofluorescence; TUNEL, terminal deoxynucleotidyl transferase-mediated dUTP nick end
labeling; PCA, principal component analysis; and OPLS-DA, orthogonal partial least-squares-
discriminant analysis.

2.2. Biochemical Parameter Measurements

Biochemical markers associated with lipid metabolism, including triglycerides (TG),
total cholesterol (TC), high-density lipoprotein cholesterol (HDL-C), and LDL-C, were
measured with an automatic biochemistry analyzer (Hitachi 7020; Hitachi, Tokyo, Japan).
Iron content in the abdominal aorta tissues was determined with an iron detection kit
(TC1015, Leagene, Beijing, China). Briefly, 20 mg of abdominal aorta was homogenized,
and the protein concentration was measured using a bicinchoninic acid (BCA) protein assay
kit. The absorbance of the collected samples was measured at the wavelength of 562 nm
using a microplate reader, and the concentration of iron was calculated accordingly [11].

2.3. Histological Analysis

The abdominal aorta was fixed in 10% formalin, embedded in paraffin, sectioned
at 4 µm thickness, and stained with hematoxylin and eosin (H&E). The intima to media
thickness ratio was measured with Image J software (NIH, version 1.6.0). The sections were
examined via a light microscope (Nikon Eclipse 80i; Nikon, Tokyo, Japan). Apoptosis in
abdominal aorta tissues was assessed using a TUNEL BrightGreen Apoptosis Detection
Kit (A112-01, Vazyme, Nanjing, China) according to the manufacturer’s instructions. The
apoptotic cells were labeled with green immunofluorescence, while the cell nuclei were
stained with DAPI. In brief, following rehydration with a xylene and ethanol series, the
slides were treated with 20 µg/mL of proteinase K and incubated at 37 ◦C for 20 min.
They were then rinsed with 1× phosphate buffer solution (PBS) for 5 min, three times.
Subsequently, the slides were exposed to 50 µL of TUNEL detection solution and incubated
at 37 ◦C for 60 min, followed by three washes with 1 × PBS. Finally, they were stained with
an anti-fluorescence quenching solution. The rate of apoptotic cells was calculated as the
ratio of TUNEL-positive nuclei to DAPI-stained nuclei. Movat staining was employed to
examine foam cells and collagen fibers in the plaque. Image-Pro Plus 6.0 Software was
used for area quantification.

2.4. Lipid Sample Preparation and Lipidomic Profiling

Lipids were extracted from abdominal aorta tissues using the methyl tert-butyl ether
(MTBE) method as previously described [12]. Briefly, 30 mg of tissue was homogenized
in 200 µL of ice-cold water and 240 µL of methanol, followed by 800 µL of MTBE. The
samples were ultrasonically treated for 20 min at 4 ◦C, then allowed to rest for 30 min at
room temperature. Lipids were extracted by centrifuging the solution at 10 ◦C for 15 min
(14,000× g) to extract lipids. The upper organic layer was collected, and the solvent was
evaporated under nitrogen and stored at −80 ◦C until analysis.

LC-MS/MS analysis was performed using a Q Exactive plus mass spectrometer
(Thermo Scientific, Waltham, MA, USA) coupled to a UHPLC Nexera LC-30A system
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(Shimadzu, Tokyo, Japan). Briefly, lipids were separated using a Waters Acquity UHPLC
system with a CSH C18 column (2.1 × 100 nm, 1.7 µm). MS analysis was performed using
electrospray ionization (ESI) positive and negative ions. Positive and negative ion full-scan
spectra were collected within mass-to-charge ratio (m/z) ranges of 200–1800 and 250–1800,
respectively. Following each full scan, 10 fragment patterns (MS2 scan, HCD) were collected
to determine the mass-to-charge ratio of lipid molecules. The initial lipidomic data were
processed using LipidSearch software version 4.1 (Thermo ScientificTM, Waltham, MA,
USA) for peak recognition, lipid identification (secondary identification), peak extraction,
peak alignment, and quantification. Among the extracted ion features, only variables
with at least 50% nonzero values were retained. Unsupervised multivariate analyses and
fatty acyl chain composition analyses were carried out on identified lipids. Samples from
each group were pooled equally to create a pooled quality control (QC). The experimental
process included QC samples to evaluate system stability and data reliability.

2.5. Unsupervised Multivariate Data Analyses

Multivariate statistical analysis was conducted using SIMCA-P 16.0 software (Umet-
rics, Umea, Sweden). Following the Pareto scaling, principal component analysis (PCA)
and orthogonal partial least-squares-discriminant analysis (OPLS-DA) were performed. By
combining the VIP value obtained from the OPLS-DA model with a two-tailed Student’s
t-test, significant differential metabolites were determined. Moreover, metabolites with
VIP values greater than 1.0 and p values less than 0.05 were significant and considered
differentially expressed. Hierarchical cluster analysis was performed with R software
(version 3.5.1).

2.6. cDNA Library Construction and RNA-Seq Analysis

Pigs from each group were used for RNA sequencing. TRIzol reagent (Invitrogen,
Carlsbad, CA, USA) was used to isolate total RNA from abdominal aorta tissues. Quantity
and purity of RNA were assessed using the Bioanalyzer 2100 (Agilent, Santa Clara, CA, USA)
and Animal Tissue RNA Purification Kit (LC Sciences, Houston, TX, USA), respectively.

RNA samples of high quality were used for cDNA library construction. More detailed
information on the cDNA library construction, paired-end sequencing, quality control,
reads mapping, and the fragments per kilobase of exon per million reads mapped (FPKM)
calculations can be found in our previous studies [13,14]. Using the Illumina paired-
end RNA-Seq approach, we sequenced the transcriptome, generating a total of a million
2 × 150 bp paired-end reads. We aligned reads of all samples to the sus scrofa refer-
ence genome (Ssscrofa 10.2) using the HISAT2 (https://daehwankimlab.github.io/hisat2/,
accessed on 27 March 2021) package. The mapped reads of each sample were assem-
bled using StringTie (http://ccb.jhu.edu/software/stringtie/, accessed on 27 March 2021).
Differentially expressed genes (DEGs) were selected based on a fold change > 2 or <0.5
with statistical significance determined with a p-value < 0.05 using R language. The raw
data were deposited into the Gene Expression Omnibus (GEO) database under accession
number GSE245530.

2.7. Bioinformatic Analysis

Gene Ontology (GO) annotation and Kyoto Encyclopedia of Genes and Genomes
(KEGG) pathway enrichment analysis were applied to analyze the main function of DEGs
according to the NCBI Gene Ontology database. An adjusted p-value < 0.05 was set as the
threshold for significantly enriched GO terms and KEGG pathways. We performed gene
set enrichment analysis using the software Gene Set Enrichment Analysis (GSEA, version
4.3.2) to identify whether a set of genes in Reactome shows significant differences in the
two groups. The normalized enrichment score (NES) > 1, nominal (NOM) p-value < 0.05,
and false discovery rate (FDR) q-value < 0.25 were used to highlight significant pathways
of enrichment.

https://daehwankimlab.github.io/hisat2/
http://ccb.jhu.edu/software/stringtie/
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2.8. Cell Culture

RAW264.7 cells were purchased from the Cell Resource Center of the Chinese Academy
of Medicinal Sciences (Beijing, China). RAW264.7 cells were cultured at 37 ◦C in a 5% CO2
atmosphere. The DMEM was supplemented with 10% fetal bovine serum and contained
100 U/mL of penicillin and 100 µg/mL of streptomycin. RAW264.7 cells were seeded in
triplicates in 96-well plates at a certain density (2 × 105 cells/well). Then, the cells were
treated with different concentrations of C16 ceramide (860516P, Avanti Polar Lipids) (1, 10,
100, and 200 µM) for 24 h. After 24 h of incubation, 50 µL of MTT reagent was added to each
well and cultured in an incubator for 4 h in the dark. The supernatant was removed, and
the optical density of the formazan solution was measured by using a microplate reader
at 570 nm.

To investigate the impact of C16 ceramide on cellular iron homeostasis and function,
RAW264.7 cells underwent different treatments, including PBS, 100 µM C16 ceramide,
and 50 µM deferoxamine (DFO) (HY-B0988, MCE). For the measurement of reactive oxy-
gen species (ROS), cells from the various groups were first washed twice with PBS and
then incubated with the 2′,7′-dichlorodihydro-fluorescein diacetate (DCFH-DA) probe
(10 µmol/L) (S0033S, Beyotime, Shanghai, China) for 20 min at 37 ◦C. The fluorescence
intensity was subsequently determined at an excitation wavelength of 488 nm and an emis-
sion wavelength of 525 nm using a fluorescence microscope. For flow cytometry analysis,
cells were harvested and washed twice in ice-cold PBS after 24 h of treatment. Then, the
cells were resuspended in 100 µL of 1 × Binding Buffer provided in the kit. To each tube,
5 µL of Annexin V-PE and 5 µL of 7-AAD were added, mixed gently, and incubated for
15 min in the dark at room temperature. Finally, 400 µL of 1 × Binding Buffer was added
to the samples, and they were promptly subjected to flow cytometry analysis (Beckman
Coulter, Brea, CA, USA).

2.9. Quantitative Real-Time PCR Analysis

Real-time PCR analysis was performed as previously described [14]. Briefly, total
RNA was isolated from abdominal aorta tissues using TRIzol reagent (Invitrogen). One
microgram of total RNA was reverse-transcribed using random primers and MMLV reverse
transcriptase (Promega, Madison, WI, USA). Quantitative Real-time PCR (qRT-PCR) was
carried out using the StepOnePlus Real-Time PCR Detection System (Applied Biosystems,
Foster City, CA, USA). Relative expression levels of genes were analyzed using the 2−∆∆CT

method. The primers used are listed in Supplementary Materials, S1: Table S1.

2.10. Western Blot Analysis

Western blotting was conducted as previously described [13,14]. Briefly, total protein
was isolated from frozen abdominal aorta tissues. Then, the cells were lysed using RIPA
buffer and further quantified using a BCA protein assay Kit (KGP2100, Keygen, China).
Next, the proteins were subjected to SDS-PAGE and electrotransferred onto PVDF mem-
branes (Bio-Rad, Hercules, CA, USA). Then, the membranes were incubated with primary
antibodies overnight at 4 ◦C, followed by the corresponding secondary antibodies (Li-COR
Biosciences, Lincoln, NE, USA) for 1 h at room temperature. The primary antibodies used
were as follows: β-actin (4970S, Cell Signaling Technology, CST, Boston, MA, USA), Caspase-
3 (9662S, CST, USA), Caspase-8 (4790T, CST, Boston, USA), Caspase-9 (9508S, CST, Boston,
MA, USA), NF-қB p65 (8242S, CST, Boston, MA, USA), Phospho-NF-қB p65 (Ser536) (3033T,
CST, Boston, MA, USA), TLR2 (13744S, CST, USA), TLR4 (A00017S441, Boster, Wuhan,
China), p38 MAPK (9212S, CST, USA), Phospho-p38 MAPK (Thr180/Tyr182) (4613S, CST,
Boston, MA, USA), BCL-2 (ab32124, Abcam, Cambridge, MA, USA), Bax (ab32503, Ab-
cam, Cambridge, MA, USA), and TFRC (ab269513, Abcam, Cambridge, MA, USA). The
target protein bands were visualized using the Odyssey Infrared Imaging System (Li-COR
Biosciences, USA).
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2.11. Immunohistochemistry and Immunofluorescence Staining

As previously described [13], the expression of NF-қB p65 (6956T, CST, Boston, MA,
USA), α-SMA (ab5694, Abcam, Cambridge, MA, USA), CD68 (ab201340, Abcam, Cam-
bridge, MA, USA), TFRC (ab269513, Abcam, Cambridge, MA, USA), and FTL (ab269513,
Abcam, Cambridge, MA, USA) in the abdominal aorta tissues were assessed via immunos-
taining. Briefly, sections were blocked with a 3% hydrogen peroxide (H2O2) to block the
endogenous peroxidase. Then, the sections were incubated overnight with primary anti-
NF-қB p65, anti-α-SMA, anti-TFRC, and anti-FTL antibodies at 4 ◦C. Next, washing was
performed and the secondary antibody was incubated for 1 h at room temperature. After
washing, sections were counterstained with hematoxylin and visualized with a diaminoben-
zidine (DAB) kit (Vector Laboratories, Burlingame, CA, USA). For immunofluorescence
staining, the sections were incubated with primary anti-CD68 overnight at 4 ◦C. After-
wards, the sections were incubated with the appropriate fluorescently labeled secondary
antibodies for 1 h at room temperature. After washing, DAPI (Roche) was used to stain
the nuclei for 8 min. Images were taken with a DS-Fil digital camera mounted on a Nikon
Eclipse 80i fluorescence microscope (Nikon).

2.12. Statistical Analysis

GraphPad Prism 8.0 (Graphpad Software Inc., San Diego, CA, USA) was used for
statistical calculations and data plotting. Statistical differences between two groups of
unpaired design were determined using the Student’s t-test. The comparison among
multiple groups was conducted using one-way analysis of variance (ANOVA) and followed
by Tukey’s test. The results are presented as mean ± standard error. A p-value of less than
0.05 was considered statistically significant.

3. Results
3.1. Phenotype of Atherosclerotic Pigs Induced by High-Fat, High-Cholesterol, and
High-Fructose Diet

Pigs on the HFCF diet exhibited significant weight gain (29.9± 5.1 kg vs. 14.2± 4.8 kg)
and higher serum cholesterol levels, including TC (p < 0.01) and LDL-C (p < 0.01), compared
with the pigs in the normal chow group (Figure 2A,B,D). No significant differences in
TG concentrations were observed between the HFCF and NC groups. Sudan IV staining
revealed a substantial increase in atherosclerotic lesion areas in HFCF-fed pigs (Figure 2F,G).
Histological examination of H&E sections showed that the intimal area and intima-media
thickness of aortas in the HFCF group were 13.0- and 1.5-fold higher than those in the NC
group (p < 0.05) (Figure 2H–J). Distinctive features of atherosclerosis, including foam cell
infiltration, necrotic core formation, and smooth muscle cell proliferation, were observed
in arterial tissues of the HFCF group (Figure 2H). Sections were stained with Movat
pentachrome to assess intimal and medial areas and plaque classification, while α-SMA
staining confirmed collagen deposition and smooth muscle cell migration (Figure 2K,L).
Moreover, increased CD68-positive staining was observed in the aorta of the HFCF group
(p < 0.01) (Figure 2M).

3.2. Alteration in Aortic Lipidomics in Atherosclerotic Pigs Induced by High-Fat, High-Cholesterol,
and High-Fructose Diet

To explore changes in the overall lipid composition and distribution in the aorta of
atherosclerotic pigs fed the HFCF diet, we conducted mass spectrometry-based lipidomic
analysis on abdominal aorta tissues from both the HFCF and the NC groups. The detected
lipid classes and their abbreviations are listed in the Supplementary Materials, S1: Table
S2 and S2: Table S3. We identified more than 796 distinct lipid species in abdominal aorta
tissue, comprising 197 phosphatidylcholines (PCs), 166 triacylglycerols (TGs), 104 phos-
phatidylethanolamines (PEs), 92 sphingomyelins (SMs), 63 ceramides (Cers), 25 lysophos-
phatidylcholines (LPCs), 20 hexosyl ceramides (CerG1), and other lipid classes (Figure 3A).
Using OPLS-DA, we identified two separate groups (HFCF vs. NC; positive ion mode:
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R2X = 0.834, R2Y = 0.999, and Q2 = 0.897; negative ion mode: R2X = 0.852, R2Y = 0.998, and
Q2 = 0.900; Supplementary Materials, S1: Figure S1). Approximately 23% of the identified
lipid species exhibited significant changes, with 139 lipid species increased and 42 decreased.
Grouping the quantification results based on lipid categories, we observed a significant
increase in the total abundance of fatty acyls and sphingolipids. In contrast, the abundance of
glycerolipids, glycerophospholipids, saccharolipids, sterol lipids, and prenol lipids remained
unaltered. A more detailed analysis of lipid subclasses showed increased levels of acylcarni-
tine (AcCa), fatty acids (FA), Cer, CerG1, CerG3, and TG in the HFCF group (Figure 3B,C).
Additionally, LPC and lysophosphatidylethanolamine (LPE) levels in glycerophospholipids
in the HFCF group tended to be higher than in the NC group (p = 0.069 and 0.079). To further
investigate individual lipid species regulated by the HFCF diet, significantly altered lipid
species were visualized in a bubble plot (Figure 3D).
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Figure 2. Phenotype of atherosclerotic pigs induced by a high-fat, high-cholesterol, and high-fructose
diet. (A) Body weight of pigs during the dietary intervention time; (B) serum total cholesterol;
(C) serum high-density lipoprotein cholesterol; (D) serum low-density lipoprotein cholesterol;
(E) serum triglyceride; (F) representative photographs of Sudan-IV-stained aorta; (G) quantifica-
tion of the Sudan-IV-positive lesion area in en face aorta; (H) H&E staining of the abdominal aorta;
scale bars, 1 mm; (I) mean plaque size of abdominal aortas; (J) intima-media thickness of abdominal
aortas; (K) representative photomicrographs and quantification of Movat staining in sections of
the abdominal aorta; (L) representative photomicrographs and quantification of α-SMA immuno-
histochemistry in sections of the abdominal aorta; and (M) representative photomicrographs and
quantification of CD68 staining in sections of the abdominal aorta. Green, CD68; blue, DAPI. Original
magnification, ×50. NC, normal chow; HFCF, high-fat, high-cholesterol, and high-fructose diet.
All data were assessed using Student’s t-test and are presented as mean ± SEM, n = 5 per group.
* p < 0.05, ** p < 0.01, *** p < 0.001.
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NC group, we observed a significant increase in twenty-six ceramides, including Cer 
d18:0/16:0, Cer d18:0/18:0, Cer d18:0/22:0, Cer d18:1/14:0, Cer d18:1/18:0, Cer d18:1/20:0, 
Cer d18:1/22:0, Cer d18:1/24:0, Cer d18:1/24:1, and Cer d18:2/20:0, as well as twenty sphin-
gomyelins, including SM d34:0, SM d36:0, and SM d40:0, in the abdominal aorta of HFCF-
fed pigs (Figure 4A). Seven LPC lipid species, such as LPC (16:0e), LPC (16:1), LPC (18:0), 

Figure 3. Changes in the overall lipid composition and distribution in the aorta of atherosclerotic pigs
fed a high-fat, high-cholesterol, and high-fructose diet. (A) Distribution of lipid classes considered
for subsequent analysis in all of the samples detected via LC-MS/MS; (B) the intensity fold change
in fatty acyls, glycerolipids, glycerophospholipids, sphingolipids, saccharolipids, and prenol lipids;
(C) the intensity fold change in AcCa, FA, Cer, CerG1, CerG3, and TG; only lipids with p < 0.05 are
displayed; and (D) bubble plot of altered lipid species in the aorta of atherosclerotic pigs fed a HFCF
diet. Each dot represents a lipid species, and the dot size indicates significance. NC, normal chow;
HFCF, high-fat, high-cholesterol, and high-fructose diet; ns, no significant. All data were assessed
using Student’s t-test and are presented as mean ± SEM, n = 5 per group. * p < 0.05, ** p < 0.01.

We employed hierarchical clustering heatmaps to illustrate changes in lipid subclasses
of sphingolipids and glycerophospholipids (Figure 4A). In comparison with the NC group,
we observed a significant increase in twenty-six ceramides, including Cer d18:0/16:0, Cer
d18:0/18:0, Cer d18:0/22:0, Cer d18:1/14:0, Cer d18:1/18:0, Cer d18:1/20:0, Cer d18:1/22:0,
Cer d18:1/24:0, Cer d18:1/24:1, and Cer d18:2/20:0, as well as twenty sphingomyelins,
including SM d34:0, SM d36:0, and SM d40:0, in the abdominal aorta of HFCF-fed pigs
(Figure 4A). Seven LPC lipid species, such as LPC (16:0e), LPC (16:1), LPC (18:0), LPC
(18:0e), LPC (18:1), and LPC (18:2), and two LPE lipid species, including LPE (20:4) and
LPE (22:4), were also significantly elevated in the abdominal aorta of the HFCF group
(Figure 4A).

We analyzed lipid changes in plaques from atherosclerotic pigs, APOE−/− mice, and
human patients. We found five common lipid species, including Cer (d18:0/16:0), Cer
(d18:1/16:0), Cer (d18:1/24:1), LPC (18:0), and LPC (18:1), which were significantly in-
creased in atherosclerotic plaques (Figure 4B). We also analyzed the correlation between
these common lipids and atherosclerotic parameters and found positive correlations with
serum cholesterol content, intima–media thickness, plaque area, and, intriguingly, plaque
iron content, especially with Cer (d18:1/16:0) (C16 Cer) (Figure 4C), suggesting that ce-
ramides might contribute to atherosclerosis by influencing iron deposition.
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Figure 4. Comparison of significantly altered lipids in the atherosclerotic aorta of pigs and other
species. (A) Heatmap showing the differentially expressed sphingolipid and glycerophospholipid
subclasses; (B) Log2 (fold change) values of significantly altered lipids in the atherosclerotic aorta
of humans, pigs, and APOE−/− mice; and (C) pairwise comparisons of significantly altered lipids
are shown with a color gradient denoting Spearman’s correlation coefficient. NC, normal chow;
HFCF, high-fat, high-cholesterol, and high-fructose diet; IMT, intima-media thickness; LDR, lipid
deposition rate; and AI, atherosclerotic index. All data were assessed using Student’s t-test and are
presented as mean ± SEM, n = 5 per group. * p < 0.05, ** p < 0.01, *** p < 0.001.

Maintaining cell membrane homeostasis is crucial for cardiovascular health, with the
carbon chain length and degree of saturation of fatty acyls in the membrane lipids influenc-
ing membrane biophysical properties [15]. We further analyzed the fatty acyl chain profile
associated with sphingolipids. Our data indicated that the HFCF diet led to a substantial
alteration in the fatty acyl chain profile of ceramides, CerG1, and CerG3, with increased
levels of long-chain fatty acyls with 34C and polyunsaturated fatty acyls with low double
bond numbers (1~2 double bonds) in the abdominal aorta tissue of pigs (Supplementary
Materials, S1: Figure S2). Regarding the effects of the HFCF diet on sphingolipid composi-
tion, we observed an increase in short-chain fatty acyls (16C) and medium-length (24C) fatty
acyls in the abdominal aorta tissue. Most of the fatty acyl chain profiles of sphingomyelins
remained unaltered due to HFCF diet feeding (Supplementary Materials, S1: Figure S2).
These findings suggest that the fatty acyl chains associated with sphingolipids undergo
dynamic changes after HFCF diet feeding.

3.3. Significantly Increased Ceramide Metabolism, Inflammation, and Apoptosis-Related Genes
Were Observed in the Aorta of Atherosclerotic Pigs Induced by High-Fat, High-Cholesterol, and
High-Fructose Diet

We applied RNA sequencing (RNA-Seq) to map the transcriptional alterations in
the abdominal aorta tissue. We identified 3396 DEGs, including 2652 upregulated and
744 downregulated genes (Supplementary Materials, S2: Table S4).

For a comprehensive understanding of the functions of these DEGs, we conducted GO
and KEGG pathway analyses. KEGG pathway analysis revealed significant enrichment in
several immune and inflammatory response pathways, including the chemokine signaling
pathway, mitogen-activated protein kinase (MAPK) signaling pathway, toll-like receptor sig-
naling pathway, NF-kappa B signaling pathway, and NOD-like receptor signaling pathway.
Interestingly, multiple lipid metabolism pathways, such as steroid biosynthesis, sphin-
golipid signaling pathway, sphingolipid metabolism, glycerophospholipid metabolism,
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and arachidonic acid metabolism, were also significantly enriched. Moreover, other path-
ways, including apoptosis and ferroptosis, exhibited significant enrichment (Figure 5A,
Supplementary Materials, S2: Table S5). GO annotation revealed significantly enriched
biological processes in the aorta of the HFCF group of pigs, encompassing inflammatory
response, positive regulation of MAP kinase activity, positive regulation of the MAPK
cascade, toll-like receptor 4 signaling pathway, response to lipid, regulation of the apoptotic
process, reactive oxygen species metabolic processes, iron ion homeostasis, and cellular
iron ion homeostasis (Supplementary Materials, S2: Table S6). We further performed GSEA
to identify the biological processes in atherosclerotic pigs. The results revealed significant
changes in sphingolipid metabolism, iron uptake and transport, toll-like receptor cascades,
and apoptosis (Figure 5B, Supplementary Materials, S1: Figure S3). Taken together, these re-
sults indicate that HFCF diet feeding can lead to alterations in multiple signaling pathways
in the abdominal aorta tissue of pigs.
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and corresponding significance values are displayed as log10 (p-value). (B) Gene set enrichment
analysis showing significant enrichment in sphingolipid metabolism. (C) Heatmap showing the
ceramide-generation-related genes. The greater the log2 (fold change), the higher the significance.
(D–G) qRT-PCR analysis of CERS6, ASAH1, SGMS1, and SGPP1 (n = 5). (H) relative expression
levels of selected genes involved in the NF-қB signaling pathway from the RNA-Seq dataset; (I) rel-
ative expression levels of selected genes involved in apoptosis from the RNA-Seq dataset. (J) The
quantification of TUNEL-positive cells (n = 3). (K) The quantification of NF-қB-positive cells (n = 4).
(L) Representative photographs of TUNEL-stained aorta of the NC and HFCF groups of pigs. Green,
TUNEL; blue, DAPI. Scale bars, 200 and 1000 µm. (M) Representative photomicrographs of NF-
қB staining in sections of the abdominal aorta in the NC and HFCF groups of pigs. Scale bars,
100 µm. NC, normal chow; HFCF, high-fat, high-cholesterol, and high-fructose diet. All data were
assessed using Student’s t-test and are presented as mean ± SEM. * p < 0.05, ** p < 0.01, *** p < 0.001,
**** p < 0.0001.

We generated heat maps to depict the expression of genes enriched in sphingolipid
metabolism. Among these genes, ceramide synthase 6 (CERS6), sphingomyelin synthase 1
(SGMS1), neutral ceramidase 1 (ASAH1), sphingosine-1-phosphate phosphatase 1 (SGPP1),
sphingosine-1-phosphate lyase 1 (SGPL1), and galactosylceramidase (GALC) displayed
high expression levels in the abdominal aorta of atherosclerotic pigs (Figure 5C), suggesting
that HFCF diet feeding promotes ceramide accumulation in the abdominal aorta of pigs.
Ceramide synthesis in the abdominal aorta tissue was validated via qRT-PCR analysis,
which confirmed significantly increased mRNA levels of CERS6, SGPP1, ASAH1, and
SGMS1 in the HFCF group (p < 0.001) (Figure 5D–G).

The above-mentioned results consistently revealed significant enrichment of apoptosis
and the NF-kappa B signaling pathway. Several key genes associated with the NF-kappa
B signaling pathway, including toll-like receptor 2 (TLR2), TLR4, inhibitor of nuclear
factor kappa B kinase subunit epsilon (IKBKE), CC cytokine ligand-4 (CCL4), C-X-C motif
chemokine ligand 10 (CXCL10), interferon regulatory factor 7 (IRF7), and tumor necrosis
factor-associated factor 1 (TRAF1), exhibited increased expression in the abdominal aorta
tissue of the HFCF group (Figure 5H). Genes related to apoptosis, such as cathepsin D
(CTSD), Bcl2-associated agonist of cell death (BAD), tumor necrosis factor (TNF), and
Caspase-8 (CASP8), were also upregulated in the abdominal aorta tissue of the HFCF
group (Figure 5I). TUNEL staining and NF-қB immunohistochemical staining confirmed
increased apoptosis (p < 0.05) and NF-қB protein expression (p < 0.001) in the abdominal
aorta tissue of the HFCF group, consistent with the RNA-Seq results (Figure 5J–M).

3.4. Significantly Increased Iron Metabolism-Related Genes Were Observed in the Aorta of
Atherosclerotic Pigs Induced by High-Fat, High-Cholesterol, and High-Fructose Diet

Prior studies have highlighted iron accumulation in human atherosclerotic plaque
areas and its close relationship to atherosclerosis [16]. GO, KEGG, and GSEA analyses
revealed dysregulation of the expression of iron absorption and transport genes in the
abdominal aorta of the HFCF group of pigs. Notably, we observed a significant increase
in the expression of transferrin receptor (TFRC), which is primarily responsible for iron
uptake, and iron transporter (SLC40A1), which is primarily responsible for iron export, in
the abdominal aorta of the HFCF group. Other genes involved in iron homeostasis, such as
ferritin light chain (FTL) and nuclear receptor coactivator 4 (NCOA4), were also significantly
upregulated following the HFCF diet (Figure 6A). We corroborated the RNA-Seq results via
qRT-PCR, demonstrating that TFRC (p < 0.0001), SLC40A1 (p < 0.0001), NCOA4 (p < 0.01),
and FTL (p < 0.01) were upregulated in the HFCF group (Figure 6B). Immunohistochemistry
results indicated that TFRC and FTL protein expression significantly increased (Figure 6C).
Moreover, a significantly higher iron content was found in the abdominal aorta of the HFCF
group compared with the NC group, corroborated by Perls’ iron staining (Figure 6D, E).
Taken together, these results suggest that HFCF diet feeding leads to iron overload due to
the dysregulation of iron metabolism in the abdominal aorta of pigs.
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Figure 6. Iron deposition in the aorta of atherosclerotic pigs induced by a high-fat, high-cholesterol,
and high-fructose diet. (A) Heatmap showing the differentially expressed genes related to iron
accumulation; (B) qRT-PCR analysis of TFRC, FTL, SLC40A1, and NCOA4 (n = 5); (C) representative
photomicrographs and quantifications of TFRC and FTL staining in sections of the abdominal aorta
in the NC and HFCF groups of pigs (n = 3); scale bars, 100 µm; (D) representative photomicrographs
and quantifications of DAB-enhanced Perls’ iron staining of the aorta in the NC and HFCF groups
of pigs (n = 3–4); scale bars, 250 µm; and (E) quantification of aortic iron concentrations (n = 5).
NC, normal chow; HFCF, hig-fat, high-cholesterol, and high−fructose diet. All data were assessed
using Student’s t-test and are presented as mean ± SEM. * p < 0.05, ** p < 0.01, **** p < 0.0001.

3.5. C16 Cer Increases ROS Production, Apoptosis, and Inflammatory Pathway Activation in
Macrophages by Inducing Iron Overload

While ceramide has been shown to induce apoptosis and inflammation [17], little is
currently known about whether it can induce these biological processes by affecting iron
deposition, particularly in macrophages. By analyzing human and mouse aortic single-cell
RNA-Seq data, we observed that key genes related to ceramide generation and iron depo-
sition were highly expressed in macrophages (Supplementary Materials, S1: Figure S4).
Therefore, we investigated whether ceramide affects macrophage iron metabolism, sub-
sequently impacting oxidative stress, apoptosis, and inflammation. RAW264.7 cells were
treated with C16 Cer at concentrations ranging from 0 to 200 µM for 24 h (Figure 7A), and
100 µM C16 Cer was selected for the subsequent experiments. DCFH-DA probe results and
flow cytometry revealed increased levels of ROS (p < 0.001) and apoptosis (p < 0.0001) in
RAW264.7 cells after C16 Cer treatment (Figure 7B–E). Furthermore, C16 Cer treatment
downregulated the protein expression of BCL-2 in RAW264.7 cells (p < 0.01). Notably, it sig-
nificantly upregulated the protein expression levels of Caspase-8 (p < 0.01) and Caspase-9
(p < 0.05). Additionally, protein expression levels of Bax and Caspase-3 increased after C16
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Cer treatment, although the difference was not statistically significant. Moreover, after the
C16 Cer treatment, there was a significant increase in the protein expression levels of TLR4
(p < 0.001) and p-p65 NF-қ B (p < 0.05) in RAW264.7 cells (Figure 7F–I).
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Figure 7. C16 ceramide induces oxidative stress, apoptosis, and inflammatory response in
macrophages. (A) Cell viability of RAW264.7 cells treated with 1–200 µM of C16 Cer for 24 h (n = 6);
(B) ROS generation with C16 Cer treatment was analyzed via 2′,7′-dichlorodihydro-fluorescein di-
acetate (DCFH-DA) staining; (C) the quantification of ROS levels in RAW264.7 cells (n = 3); (D) the
apoptosis of RAW264.7 cells after C16 Cer treatment was assessed via flow cytometric analysis;
(E) the relative levels of apoptosis in RAW264.7 cells (n = 3); (F) immunoblot analysis of Bcl2, Bax,
Caspase-3, Caspase-8, and Caspase-9 in RAW264.7 cells; (G) the normalized band intensities of Bcl2,
Bax, Caspase-3, Caspase-8, and Caspase-9 compared with β-actin (n = 3); (H) immunoblot analysis
of TLR2, TLR4, p-p65 NF-қB, p65 NF-қB, p-p38 MAPK, and p38 MAPK; (I) the normalized band
intensities of TLR2, TLR4, p-p65 NF-қB, p65 NF-қB, p-p38 MAPK, and p38 MAPK compared with
β-actin (n = 3). C16 Cer, C16 ceramide. All data were assessed using Student’s t-test and are presented
as mean ± SEM. * p < 0.05, ** p < 0.01, *** p < 0.001, **** p < 0.0001.

To confirm the role of iron in C16 ceramide-induced oxidative stress, apoptosis, and
inflammation in macrophages, we pretreated RAW264.7 cells with 50 µM of DFO. The
results showed that the C16 Cer treatment significantly increased intracellular iron content
(p < 0.05) and upregulated the protein expression levels of TFRC (p < 0.001) in RAW264.7
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cells (Figure 8A–C). Pretreatment with DFO mitigated the increase in TFRC (p < 0.01),
intracellular iron content (p < 0.05), and ROS levels (p < 0.01) induced by C16 Cer treat-
ment (Figure 8A–E). Additionally, DFO pretreatment ameliorated the increased protein
expression levels of TLR4 (p = 0.051) and Caspase-8 (p < 0.05) induced by C16 Cer treatment
(Figure 8A,B).
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4. Discussion

Over the years, pigs have been widely utilized in cardiovascular disease research
to study pathological mechanisms and therapeutic drug development for conditions like
atherosclerosis. However, there is a dearth of studies investigating the characteristics and
biological implications of lipid composition in atherosclerotic plaques in pigs. In this study,
we employed LC-MS/MS-based lipidomics and RNA-Seq to expand our understanding of
how lipid metabolism is altered in the abdominal aorta tissue of atherosclerotic pigs induced
by an HFCF diet. Our results uncovered significant changes in lipid species composition in
the aortas of atherosclerotic pigs, particularly sphingolipids, influenced by the length of acyl
chains associated with sphingolipids as affected by the HFCF diet. Furthermore, the HFCF
diet altered the aortic transcriptional profile, with DEGs enriched in pathways associated
with sphingolipid metabolism, cellular iron ion homeostasis, apoptosis, and inflammatory
responses. Interestingly, our findings suggested that C16 ceramide could be a key player in
promoting iron deposition in macrophages, subsequently triggering increased intracellular
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ROS production, apoptosis, and the activation of the TLR4/NF-қB inflammatory pathway.
These effects may play a crucial role in the pathogenesis of atherosclerosis in pigs induced
by the HFCF diet.

4.1. Lipidomics Profiling of Atherosclerotic Plaques from Pigs and Other Mammals

It is widely acknowledged that oxidized low-density lipoprotein (ox-LDL), resulting
from the oxidative modification of plasma-derived LDL, plays a significant role in the
development of atherosclerosis. In addition to LDL, human atherosclerotic plaques have
been found to contain various other lipid types, including sphingolipids and glycerophos-
phates. In our study, untargeted lipidomics revealed selective remodeling of several lipid
classes in the abdominal aorta tissue of pigs subjected to an HFCF diet, including Cer,
CerG1, CerG3, AcCa, TG, and LPC. Notably, previous studies have reported variations in
the types and quantities of lipid species detected due to differences in detection conditions
and sample sources. For example, Stegemann et al. [18] identified 150 lipid species across
nine different classes in human carotid endarterectomy specimens using a chip-based
robotic nanoelectrospray platform interfaced with a triple quadrupole mass spectrometer
(QqQ-MS). In their study, radial arteries were used as control samples, and the identified
lipids included cholesterol ester (CE), SM, LPC, and PC. In another study, Edsfeldt et al. [17]
utilized high-performance liquid chromatography coupled with tandem mass spectrometry
(HPLC-MS/MS) to analyze sphingolipids in human carotid plaques. They found significant
increases in Cer, dihydroceramide (dhCer), glucosylceramide (GlcCer), lactosylceramide
(LacCer), SM, and sphingosine-1-phosphate (S1P) in symptomatic plaques compared with
asymptomatic ones. Additionally, Jung et al. [19] employed ultra-performance liquid
chromatography–quadrupole time-of-flight mass spectrometry (UPLC-QTOF-MS) to char-
acterize the global metabolic profile of human aortic tissue samples containing plaques.
Their findings showed elevated levels of sphingolipids (Cer, SM, and glucosylceramide)
and glycerophospholipids (LPC, LPE, and PC) in aortas with plaques compared with
control samples without plaques. Numerous lipidomics studies have been conducted in
mouse models of atherosclerosis, with many focusing on peripheral blood samples [20–22].
Notably, a recent study utilized LC-MS/MS to assess alterations in the lipid profile of tho-
racic aorta samples from APOE−/− mice. A total of 131 differential lipids were identified in
the samples, including TG (n = 53), PE (n = 24), PC (n = 10), PS (n = 10), and SM (n = 7) [23].
They found that the levels of all lipids in the PC and LPC classes were significantly in-
creased in the high-fat diet group. However, the results of this study did not align with
previous findings in APOE−/− mice, with some discrepancies observed, such as no signif-
icant changes in Cer levels. In contrast, Kobayashi et al. [24] discovered higher levels of
Cer classes in the aortas of APOE−/− mice compared with wild-type mice, including C16:0
Cer, C18:0 Cer, and C24:0 Cer. It has been reported that there is a significant accumulation
of ceramides d18:0 and d18:1 in the aorta of PCSK9−/− mice fed a chow diet. When fed a
Western diet, the accumulated ceramides in the aorta were higher in LDLR−/− mice than
those in PCSK9−/− mice [25]. Cao et al. [26] identified 33 plaque-specific lipids in high-fat
diet-fed LDLR−/− mice with mass spectrometry imaging, including one SM, three LPAs,
four LPCs, two LPEs, and one LPI, and found that LPI 18:0 was predominantly localized in
the necrotic core of the plaque. Similarly, Martin-Lorenzo et al. [27] also found increased
lysoPI (20:3) and SM (d18:0/15:0) in the aortic region of high-fat diet-fed LDLR−/− mice
with mass spectrometry imaging. Further studies will need to be performed to investigate
the lipid profile in the aorta of patients or atherosclerotic animal models to provide an
in-depth understanding of the complex pathogenesis of atherosclerosis.

4.2. Changes in PC and LPC in Pig Atherosclerotic Plaques

In the present study, we observed significantly elevated levels of seven LPCs in pigs
subjected to the HFCF diet compared with the NC group, including LPC (16:0e), LPC
(16:1), LPC (18:0), LPC (18:0e), LPC (18:1), and LPC (18:2). In cells, LPC and PC can be
interconverted, with PC being cleaved by phospholipase A2 (PLA2) to form LPC, while
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LPC can be converted back to PC by lysophosphatidylcholine acyltransferase (LPCAT).
Furthermore, we noted alterations in various PC species, with increased PC (16:0/18:1)
and PC (16:0/18:2), and decreased PC (18:0p/18:1) and PC (18:0/20:4). Similar results
have been reported in studies on diseased iliac arteries from pigs with induced diabetes
and hypercholesterolemia, indicating increased arterial LPC content and changes in PC
composition, such as LPC (16:0), LPC (18:0), LPC (18:1), LPC (18:2), PC (16:0/18:2), and PC
(18:1/18:2) [28]. Additionally, our transcriptome data revealed significantly higher mRNA
expression levels of lysophosphatidylcholine acyltransferase 2 (LPCAT2), phospholipase
A2 group IVA (PLA2G4A), and group VII (PLA2G7) in the HFCF group of pigs compared
with the NC group, consistent with the study by De Keyzer et al. [29], who observed higher
expression of PLA2G7 in monocytes and plaque macrophages of miniature pigs fed a
cholesterol-rich diet when compared with controls.

4.3. Changes in Gene Expression Related to Sphingolipid Metabolism in Pig
Atherosclerotic Plaques

It is well established that the ceramide synthesis pathway is complex, involving multi-
ple processes. It can be generated from plasma membrane sphingomyelin by activating
sphingomyelinases or synthesized de novo. Additionally, ceramide can be converted into
sphingomyelin by sphingomyelin synthase or further metabolized through ceramidases.
In our study, transcriptomic analysis revealed increased expression of genes responsi-
ble for ceramide biosynthesis (CERS6, SGPP1, and GALC) and utilization (ASAH1 and
SGMS1). Research has shown that mammalian ceramide synthases play a role in the de
novo generation of ceramides with specific fatty acid chain lengths. CERS6, in particular,
is responsible for the preferential generation of C16 ceramide and has been implicated in
atherosclerosis regulation [30]. In our analysis of the aorta transcriptome of APOE−/−

mice induced by a Western diet, we found an upregulation of mRNA expression of CERS6,
consistent with the increase in C16 Cer in the aortas of HFCF-fed pigs. We also observed an
upregulation of SGPP1, which has been reported to catalyze the degradation of sphingosine-
1-phosphate (S1P) through salvage and recycling of sphingosine into long-chain ceramides,
having a pro-apoptotic effect by increasing ceramide expression [31]. Additionally, we
noted increased expression of ASAH1 and GALC, two lysosomal enzymes—the former
cleaving ceramide into sphingosine and free fatty acid, and the latter responsible for de-
grading galactosylceramide and sphingolipids to produce ceramide [32,33]. SGMS1, a
member of the sphingomyelin synthase family, is involved in ceramide metabolism [34].
Previous studies have indicated elevated expression of ASAH1 in human atherosclerotic
plaques [32]. Furthermore, CERS6, ASAH1, SGPP1, and SGMS1 are significantly enriched
in M1-type macrophages within atherosclerotic plaques [35]. These findings suggest a
disruption in the balance of ceramide synthesis and degradation in atherosclerotic pig
plaques induced by the HFCF diet, potentially leading to transformations between different
sphingolipids. Edsfeldt et al. [17] consistently sought to detect the gene expression profile
of human atherosclerotic plaque but found no changes in the expression of genes related
to sphingolipid metabolism. They speculated that this might be due to the activity of
enzymes, especially considering that serum lipid levels in atherosclerosis patients were not
significantly increased.

4.4. Dysregulation of Ceramide Metabolism Is Linked to Iron Deposition and Activation of Related
Pathways in Macrophages

Ceramide reportedly induces apoptosis and proinflammatory responses in various
cell types, particularly in murine and human macrophages, which are significant sites for
iron storage. An overload of intracellular iron ions leads to the generation of ROS, resulting
in apoptosis and inflammatory responses. In our study, we observed the induction of genes
related to iron storage in atherosclerotic pig plaques induced by the HFCF diet, includ-
ing TFRC, SLC40A1, and FTL. Treatment with long-chain C16 Cer induced TFRC protein
expression and iron deposition in RAW264.7 cells. Moreover, it led to ROS production,
apoptosis, and the expression of proteins associated with the TLR4/NF-қB pathway in
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these cells. Importantly, these changes could be reversed by pretreatment with deferoxam-
ine. Our findings suggest a unique relationship between ceramide and iron in mediating
cytotoxicity. In human HepG2 cells, ceramide accumulation promoted hepcidin expression,
subsequently increasing intracellular iron content and triggering ceramide production [36].
A previous study by Matsunage et al. [37] demonstrated that C2 Ceramide induced oxida-
tive damage and apoptosis in bovine aortic endothelial cells (BAECs), which DFO could
reverse. These findings are in agreement with our results, indicating that ceramide may
promote the development of atherosclerosis induced by the HFCF diet by affecting the iron
ion balance, subsequently inducing macrophage apoptosis and activating inflammatory
pathways. Targeted regulation of ceramide and iron metabolism in macrophages may hold
potential clinical value for treating atherosclerosis induced by a high-fructose diet.

4.5. Therapeutic Potential of Ceramide

Ceramides are implicated in a variety of pathological processes associated with car-
diovascular disease, including inflammation, oxidative stress, and apoptosis. Studies have
shown that the administration of ceramide analogs elevates ROS production in endothelial
cells, perhaps owing to NADPH oxidase activation [38]. Studies have also confirmed that
ceramide elicited an inflammation response in macrophages [39]. In addition, the findings
from studies of animal models suggest that administration of the serine palmitoyltrans-
ferase inhibitor myriocin decreased atherosclerotic lesion size in the aorta of APOE−/−

mice [40,41]. All these observations support a potential therapeutic role for ceramides in
the treatment of atherosclerosis. However, ceramides are indispensable for a variety of
biological processes, especially in the nervous and immune systems. Global inhibition of
ceramide production is likely not the most feasible approach for treating atherosclerotic
cardiovascular disease [42]. In this study, we found that the enzymes responsible for
ceramide synthesis were induced in the aorta of atherosclerotic pigs, leading to excessive
accumulation of ceramide. Thus, targeting local ceramide production in the vascular tissue
to reduce iron deposition and related processes may be more effective.

4.6. Limitations of this Study

Our study has certain limitations. First, we solely verified the expression levels of
sphingolipid metabolism genes obtained through RNA sequencing and did not measure
their protein or enzyme activity due to a lack of suitable antibodies and reagents for pigs.
Second, practical challenges in pig experiments prevented us from directly confirming the
relationship between ceramide, apoptosis, and the activation of the TLR4/NF-қB inflam-
matory pathway in vivo. However, additional in vitro experiments provided compelling
evidence that long-chain ceramide plays a crucial role in inducing cellular apoptosis, ox-
idative stress, and inflammation. Lastly, while we used LC-MS/MS technology to detect
nearly 800 lipid species in atherosclerotic pig plaques, some lipid species, including CE,
FA, and sphingosine, were identified in small abundance, suggesting that new lipidomics
detection technology may be required for further analysis in the future.

5. Conclusions

Overall, our lipidomics data unveiled alterations in the lipid composition of abdominal
aorta tissues in HFCF diet-induced atherosclerotic pigs. We identified abnormal ceramide
accumulation in atherosclerotic pig plaques, particularly long-chain C16 Cer. Subsequent
analysis showed that C16 Cer induces the production of reactive oxygen species in an iron-
dependent manner, leading to apoptosis and the activation of the TLR4/NF-қB pathway
in macrophages (Figure 9). Transcriptome results confirmed significant changes in gene
expression related to sphingolipid metabolism, iron ion balance, apoptosis, and the TLR4/NF-
қB pathway. Therefore, targeting C16 ceramide and iron metabolism in macrophages may
represent a novel and effective therapeutic approach against atherosclerosis.
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Kayıkçıoğlu, M.; Lutgens, E.; et al. Women, lipids, and atherosclerotic cardiovascular disease: A call to action from the European
Atherosclerosis Society. Eur. Heart J. 2023, 44, 4157–4173. [CrossRef] [PubMed]

2. Roy, P.; Orecchioni, M.; Ley, K. How the immune system shapes atherosclerosis: Roles of innate and adaptive immunity. Nat. Rev.
Immunol. 2022, 22, 251–265. [CrossRef] [PubMed]

3. Ginsberg, H.N.; Packard, C.J.; Chapman, M.J.; Borén, J.; Aguilar-Salinas, C.A.; Averna, M.; Ference, B.A.; Gaudet, D.; Hegele, R.A.;
Kersten, S.; et al. Triglyceride-rich lipoproteins and their remnants: Metabolic insights, role in atherosclerotic cardiovascular
disease, and emerging therapeutic strategies-a consensus statement from the European Atherosclerosis Society. Eur. Heart J. 2021,
42, 4791–4806. [CrossRef] [PubMed]

4. Fernández-Friera, L.; Fuster, V.; López-Melgar, B.; Oliva, B.; García-Ruiz, J.M.; Mendiguren, J.; Bueno, H.; Pocock, S.; Ibáñez, B.;
Fernández-Ortiz, A.; et al. Normal LDL-Cholesterol Levels Are Associated With Subclinical Atherosclerosis in the Absence of
Risk Factors. J. Am. Coll. Cardiol. 2017, 70, 2979–2991. [CrossRef] [PubMed]

5. Canfrán-Duque, A.; Rotllan, N.; Zhang, X.; Andrés-Blasco, I.; Thompson, B.M.; Sun, J.; Price, N.L.; Fernández-Fuertes, M.; Fowler,
J.W.; Gómez-Coronado, D.; et al. Macrophage-Derived 25-Hydroxycholesterol Promotes Vascular Inflammation, Atherogenesis,
and Lesion Remodeling. Circulation 2023, 147, 388–408. [CrossRef] [PubMed]

6. Cheng, J.M.; Suoniemi, M.; Kardys, I.; Vihervaara, T.; de Boer, S.P.; Akkerhuis, K.M.; Sysi-Aho, M.; Ekroos, K.; Garcia-Garcia,
H.M.; Oemrawsingh, R.M.; et al. Plasma concentrations of molecular lipid species in relation to coronary plaque characteristics
and cardiovascular outcome: Results of the ATHEROREMO-IVUS study. Atherosclerosis 2015, 243, 560–566. [CrossRef] [PubMed]

7. Paapstel, K.; Kals, J.; Eha, J.; Tootsi, K.; Ottas, A.; Piir, A.; Jakobson, M.; Lieberg, J.; Zilmer, M. Inverse relations of serum
phosphatidylcholines and lysophosphatidylcholines with vascular damage and heart rate in patients with atherosclerosis. Nutr.
Metab. Cardiovasc. Dis. 2018, 28, 44–52. [CrossRef]

8. Jové, M.; Ayala, V.; Ramírez-Núñez, O.; Serrano, J.C.; Cassanyé, A.; Arola, L.; Caimari, A.; Del Bas, J.M.; Crescenti, A.; Pamplona,
R.; et al. Lipidomic and metabolomic analyses reveal potential plasma biomarkers of early atheromatous plaque formation in
hamsters. Cardiovasc. Res. 2013, 97, 642–652. [CrossRef]

9. Tomas, L.; Edsfeldt, A.; Mollet, I.G.; Perisic Matic, L.; Prehn, C.; Adamski, J.; Paulsson-Berne, G.; Hedin, U.; Nilsson, J.; Bengtsson,
E.; et al. Altered metabolism distinguishes high-risk from stable carotid atherosclerotic plaques. Eur. Heart J. 2018, 39, 2301–2310.
[CrossRef]

10. Björkegren, J.L.M.; Lusis, A.J. Atherosclerosis: Recent developments. Cell 2022, 185, 1630–1645. [CrossRef]
11. Bai, T.; Li, M.; Liu, Y.; Qiao, Z.; Wang, Z. Inhibition of ferroptosis alleviates atherosclerosis through attenuating lipid peroxidation

and endothelial dysfunction in mouse aortic endothelial cell. Free Rad. Biol. Med. 2020, 160, 92–102. [CrossRef] [PubMed]
12. Chen, W.; Xu, Z.; You, W.; Zhou, Y.; Wang, L.; Huang, Y.; Shan, T. Cold exposure alters lipid metabolism of skeletal muscle

through HIF-1α-induced mitophagy. BMC Biol. 2023, 21, 27. [CrossRef] [PubMed]
13. Cai, Z.; Jiang, X.; Pan, Y.; Chen, L.; Zhang, L.; Zhu, K.; Cai, Y.; Ling, Y.; Chen, F.; Xu, X.; et al. Transcriptomic analysis of hepatic

responses to testosterone deficiency in miniature pigs fed a high-cholesterol diet. BMC Genom. 2015, 16, 59. [CrossRef] [PubMed]
14. Cai, Z.; Yu, C.; Fu, D.; Pan, Y.; Huang, J.; Rong, Y.; Deng, L.; Chen, J.; Chen, M. Differential metabolic and hepatic transcriptome

responses of two miniature pig breeds to high dietary cholesterol. Life Sci. 2020, 250, 117514. [CrossRef]
15. Oliveira, T.G.; Chan, R.B.; Bravo, F.V.; Miranda, A.; Silva, R.R.; Zhou, B.; Marques, F.; Pinto, V.; Cerqueira, J.J.; Di Paolo, G.; et al.

The impact of chronic stress on the rat brain lipidome. Mol. Psychiatry 2016, 21, 80–88. [CrossRef]
16. Bories, G.; Colin, S.; Vanhoutte, J.; Derudas, B.; Copin, C.; Fanchon, M.; Daoudi, M.; Belloy, L.; Haulon, S.; Zawadzki, C.; et al.

Liver X receptor activation stimulates iron export in human alternative macrophages. Circ. Res. 2013, 113, 1196–1205. [CrossRef]
17. Edsfeldt, A.; Dunér, P.; Ståhlman, M.; Mollet, I.G.; Asciutto, G.; Grufman, H.; Nitulescu, M.; Persson, A.F.; Fisher, R.M.; Melander,

O.; et al. Sphingolipids Contribute to Human Atherosclerotic Plaque Inflammation. Arterioscler. Thromb. Vasc. Biol. 2016, 36,
1132–1140. [CrossRef]

18. Stegemann, C.; Drozdov, I.; Shalhoub, J.; Humphries, J.; Ladroue, C.; Didangelos, A.; Baumert, M.; Allen, M.; Davies, A.H.;
Monaco, C.; et al. Comparative lipidomics profiling of human atherosclerotic plaques. Circ. Cardiovasc. Genet. 2011, 4, 232–242.
[CrossRef]

19. Jung, S.; Song, S.W.; Lee, S.; Kim, S.H.; Ann, S.J.; Cheon, E.J.; Yi, G.; Choi, E.Y.; Lee, S.H.; Joo, H.C.; et al. Metabolic phenotyping of
human atherosclerotic plaques: Metabolic alterations and their biological relevance in plaque-containing aorta. Atherosclerosis
2018, 269, 21–28. [CrossRef]

20. Chen, Y.; Wen, S.; Jiang, M.; Zhu, Y.; Ding, L.; Shi, H.; Dong, P.; Yang, J.; Yang, Y. Atherosclerotic dyslipidemia revealed by plasma
lipidomics on ApoE−/− mice fed a high-fat diet. Atherosclerosis 2017, 262, 78–86. [CrossRef]

21. Wang, H.; Zhang, L.; Zhang, X.; Song, J.; Guo, Q.; Zhang, X.; Bai, D. Prediction model for different progressions of Atherosclerosis
in ApoE−/− mice based on lipidomics. J. Pharm. Biomed Anal. 2022, 214, 114734. [CrossRef] [PubMed]

22. Law, S.H.; Chan, H.C.; Ke, G.M.; Kamatam, S.; Marathe, G.K.; Ponnusamy, V.K.; Ke, L.Y. Untargeted Lipidomic Profiling Reveals
Lysophosphatidylcholine and Ceramide as Atherosclerotic Risk Factors in apolipoprotein E Knockout Mice. Int. J. Mol. Sci. 2023,
24, 6956. [CrossRef] [PubMed]

23. Zhang, L.; Xiong, L.; Fan, L.; Diao, H.; Tang, M.; Luo, E.; Guo, W.; Yang, X.; Xing, S. Vascular lipidomics analysis reveales increased
levels of phosphocholine and lysophosphocholine in atherosclerotic mice. Nutr. Metab. 2023, 20, 1. [CrossRef] [PubMed]

https://doi.org/10.1093/eurheartj/ehad472
https://www.ncbi.nlm.nih.gov/pubmed/37611089
https://doi.org/10.1038/s41577-021-00584-1
https://www.ncbi.nlm.nih.gov/pubmed/34389841
https://doi.org/10.1093/eurheartj/ehab551
https://www.ncbi.nlm.nih.gov/pubmed/34472586
https://doi.org/10.1016/j.jacc.2017.10.024
https://www.ncbi.nlm.nih.gov/pubmed/29241485
https://doi.org/10.1161/CIRCULATIONAHA.122.059062
https://www.ncbi.nlm.nih.gov/pubmed/36416142
https://doi.org/10.1016/j.atherosclerosis.2015.10.022
https://www.ncbi.nlm.nih.gov/pubmed/26523994
https://doi.org/10.1016/j.numecd.2017.07.011
https://doi.org/10.1093/cvr/cvs368
https://doi.org/10.1093/eurheartj/ehy124
https://doi.org/10.1016/j.cell.2022.04.004
https://doi.org/10.1016/j.freeradbiomed.2020.07.026
https://www.ncbi.nlm.nih.gov/pubmed/32768568
https://doi.org/10.1186/s12915-023-01514-4
https://www.ncbi.nlm.nih.gov/pubmed/36750818
https://doi.org/10.1186/s12864-015-1283-0
https://www.ncbi.nlm.nih.gov/pubmed/25887406
https://doi.org/10.1016/j.lfs.2020.117514
https://doi.org/10.1038/mp.2015.14
https://doi.org/10.1161/CIRCRESAHA.113.301656
https://doi.org/10.1161/ATVBAHA.116.305675
https://doi.org/10.1161/CIRCGENETICS.110.959098
https://doi.org/10.1016/j.atherosclerosis.2017.11.034
https://doi.org/10.1016/j.atherosclerosis.2017.05.010
https://doi.org/10.1016/j.jpba.2022.114734
https://www.ncbi.nlm.nih.gov/pubmed/35378366
https://doi.org/10.3390/ijms24086956
https://www.ncbi.nlm.nih.gov/pubmed/37108120
https://doi.org/10.1186/s12986-022-00723-y
https://www.ncbi.nlm.nih.gov/pubmed/36600244


Antioxidants 2024, 13, 4 20 of 20

24. Kobayashi, K.; Nagata, E.; Sasaki, K.; Harada-Shiba, M.; Kojo, S.; Kikuzaki, H. Increase in secretory sphingomyelinase activity and
specific ceramides in the aorta of apolipoprotein E knockout mice during aging. Biol. Pharm. Bull 2013, 36, 1192–1196. [CrossRef]
[PubMed]

25. Chiesa, G.; Busnelli, M.; Parolini, C.; Manzini, S.; Ganzetti, G.S.; Dellera, F.; Suoniemi, M.; Hilvo, M.; Hurme, R.; Ekroos, K.; et al.
Lipidomics of plasma, liver and aorta of Pcsk9-KO mice. Atherosclerosis 2023, 252, e103–e104. [CrossRef]

26. Cao, J.; Goossens, P.; Martin-Lorenzo, M.; Dewez, F.; Claes, B.S.R.; Biessen, E.A.L.; Heeren, R.M.A.; Balluff, B. Atheroma-Specific
Lipids in ldlr-/- and apoe-/- Mice Using 2D and 3D Matrix-Assisted Laser Desorption/Ionization Mass Spectrometry Imaging. J.
Am. Soc. Mass. Spectrom. 2020, 31, 1825–1832. [CrossRef]

27. Martin-Lorenzo, M.; Cao, J.; Van Kuijk, K.; Gijbels, M.J.; Claes, B.S.R.; Heeren, R.M.A.; Sluimer, J.; Alvarez-Llamas, G.; Balluff, B.
In-situ lipid alterations of aortic atherosclerosis in LDLR-deficient mice using mass spectrometry imaging. Atherosclerosis 2022,
355, 76. [CrossRef]

28. Wilensky, R.L.; Shi, Y.; Mohler, E.R., 3rd; Hamamdzic, D.; Burgert, M.E..; Li, J.; Postle, A.; Fenning, R.S.; Bollinger, J.G.; Hoffman,
B.E.; et al. Inhibition of lipoprotein-associated phospholipase A2 reduces complex coronary atherosclerotic plaque development.
Nat. Med. 2008, 14, 1059–1066. [CrossRef]

29. De Keyzer, D.; Karabina, S.A.; Wei, W.; Geeraert, B.; Stengel, D.; Marsillach, J.; Camps, J.; Holvoet, P.; Ninio, E. Increased PAFAH
and oxidized lipids are associated with inflammation and atherosclerosis in hypercholesterolemic pigs. Arterioscler. Thromb. Vasc.
Biol. 2009, 29, 2041–2046. [CrossRef]

30. Wang, P.; Zeng, G.; Yan, Y.; Zhang, S.Y.; Dong, Y.; Zhang, Y.; Zhang, X.; Liu, H.; Zhang, Z.; Jiang, C.; et al. Disruption of adipocyte
HIF-1α improves atherosclerosis through the inhibition of ceramide generation. Acta Pharm. Sin. B 2022, 12, 1899–1912. [CrossRef]

31. Giussani, P.; Maceyka, M.; Le Stunff, H.; Mikami, A.; Lépine, S.; Wang, E.; Kelly, S.; Merrill, A.H., Jr.; Milstien, S.; Spiegel, S.
Sphingosine-1-phosphate phosphohydrolase regulates endoplasmic reticulum-to-golgi trafficking of ceramide. Mol. Cell Biol.
2006, 26, 5055–5069. [CrossRef] [PubMed]

32. Perisic, L.; Hedin, E.; Razuvaev, A.; Lengquist, M.; Osterholm, C.; Folkersen, L.; Gillgren, P.; Paulsson-Berne, G.; Ponten, F.;
Odeberg, J.; et al. Profiling of atherosclerotic lesions by gene and tissue microarrays reveals PCSK6 as a novel protease in unstable
carotid atherosclerosis. Arterioscler. Thromb. Vasc. Biol. 2013, 33, 2432–2443. [CrossRef] [PubMed]

33. Weinstock, N.I.; Shin, D.; Dhimal, N.; Hong, X.; Irons, E.E.; Silvestri, N.J.; Reed, C.B.; Nguyen, D.; Sampson, O.; Cheng, Y.C.; et al.
Macrophages Expressing GALC Improve Peripheral Krabbe Disease by a Mechanism Independent of Cross-Correction. Neuron
2020, 107, 65–81.e9. [CrossRef] [PubMed]

34. Li, Z.; Fan, Y.; Liu, J.; Li, Y.; Huan, C.; Bui, H.H.; Kuo, M.S.; Park, T.S.; Cao, G.; Jiang, X.C. Impact of sphingomyelin synthase 1
deficiency on sphingolipid metabolism and atherosclerosis in mice. Arterioscler. Thromb. Vasc. Biol. 2012, 32, 1577–1584. [CrossRef]
[PubMed]

35. Shen, L.; Li, H.; Chen, W.; Sum, Y.; Yu, J.; Chen, M.; Shu, G.; Qiao, E.; Guo, X.; Xu, M.; et al. Integrated application of transcriptome
and metabolomics reveals potential therapeutic targets for the polarization of atherosclerotic macrophages. Biochim. Biophys. Acta
Mol. Basis Dis. 2022, 1868, 166550. [CrossRef]

36. Lu, S.; Natarajan, S.K.; Mott, J.L.; Kharbanda, K.K.; Harrison-Findik, D.D. Ceramide Induces Human Hepcidin Gene Transcription
through JAK/STAT3 Pathway. PLoS ONE 2016, 11, e0147474. [CrossRef]

37. Matsunaga, T.; Kotamraju, S.; Kalivendi, S.V.; Dhanasekaran, A.; Joseph, J.; Kalyanaraman, B. Ceramide-induced intracellular
oxidant formation, iron signaling, and apoptosis in endothelial cells: Protective role of endogenous nitric oxide. J. Biol. Chem.
2004, 279, 28614–28624. [CrossRef]

38. Akhiyat, N.; Vasile, V.; Ahmad, A.; Sara, J.D.; Nardi, V.; Lerman, L.O.; Jaffe, A.; Lerman, A. Plasma Ceramide Levels Are Elevated
in Patients With Early Coronary Atherosclerosis and Endothelial Dysfunction. J. Am. Heart Assoc. 2022, 11, e022852. [CrossRef]

39. Camell, C.D.; Nguyen, K.Y.; Jurczak, M.J.; Christian, B.E.; Shulman, G.I.; Shadel, G.S.; Dixit, V.D. Macrophage-specific de Novo
Synthesis of Ceramide Is Dispensable for Inflammasome-driven Inflammation and Insulin Resistance in Obesity. J. Biol. Chem.
2015, 290, 29402–29413. [CrossRef]

40. Park, T.S.; Rosebury, W.; Kindt, E.K.; Kowala, M.C.; Panek, R.L. Serine palmitoyltransferase inhibitor myriocin induces the
regression of atherosclerotic plaques in hyperlipidemic ApoE-deficient mice. Pharmacol. Res. 2008, 58, 45–51. [CrossRef]

41. Glaros, E.N.; Kim, W.S.; Quinn, C.M.; Jessup, W.; Rye, K.A.; Garner, B. Myriocin slows the progression of established atherosclerotic
lesions in apolipoprotein E gene knockout mice. J. Lipid Res. 2008, 49, 324–331. [CrossRef] [PubMed]

42. Zietzer, A.; Düsing, P.; Reese, L.; Nickenig, G.; Jansen, F. Ceramide Metabolism in Cardiovascular Disease: A Network With High
Therapeutic Potential. Arterioscler. Thromb. Vasc. Biol. 2022, 42, 1220–1228. [CrossRef] [PubMed]

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/10.1248/bpb.b13-00180
https://www.ncbi.nlm.nih.gov/pubmed/23811568
https://doi.org/10.1016/j.atherosclerosis.2016.07.581
https://doi.org/10.1021/jasms.0c00070
https://doi.org/10.1016/j.atherosclerosis.2022.06.455
https://doi.org/10.1038/nm.1870
https://doi.org/10.1161/ATVBAHA.109.196592
https://doi.org/10.1016/j.apsb.2021.10.001
https://doi.org/10.1128/MCB.02107-05
https://www.ncbi.nlm.nih.gov/pubmed/16782891
https://doi.org/10.1161/ATVBAHA.113.301743
https://www.ncbi.nlm.nih.gov/pubmed/23908247
https://doi.org/10.1016/j.neuron.2020.03.031
https://www.ncbi.nlm.nih.gov/pubmed/32375064
https://doi.org/10.1161/ATVBAHA.112.251538
https://www.ncbi.nlm.nih.gov/pubmed/22580896
https://doi.org/10.1016/j.bbadis.2022.166550
https://doi.org/10.1371/journal.pone.0147474
https://doi.org/10.1074/jbc.M400977200
https://doi.org/10.1161/JAHA.121.022852
https://doi.org/10.1074/jbc.M115.680199
https://doi.org/10.1016/j.phrs.2008.06.005
https://doi.org/10.1194/jlr.M700261-JLR200
https://www.ncbi.nlm.nih.gov/pubmed/17978313
https://doi.org/10.1161/ATVBAHA.122.318048
https://www.ncbi.nlm.nih.gov/pubmed/36004640

	Introduction 
	Materials and Methods 
	Animals 
	Biochemical Parameter Measurements 
	Histological Analysis 
	Lipid Sample Preparation and Lipidomic Profiling 
	Unsupervised Multivariate Data Analyses 
	cDNA Library Construction and RNA-Seq Analysis 
	Bioinformatic Analysis 
	Cell Culture 
	Quantitative Real-Time PCR Analysis 
	Western Blot Analysis 
	Immunohistochemistry and Immunofluorescence Staining 
	Statistical Analysis 

	Results 
	Phenotype of Atherosclerotic Pigs Induced by High-Fat, High-Cholesterol, and High-Fructose Diet 
	Alteration in Aortic Lipidomics in Atherosclerotic Pigs Induced by High-Fat, High-Cholesterol, and High-Fructose Diet 
	Significantly Increased Ceramide Metabolism, Inflammation, and Apoptosis-Related Genes Were Observed in the Aorta of Atherosclerotic Pigs Induced by High-Fat, High-Cholesterol, and High-Fructose Diet 
	Significantly Increased Iron Metabolism-Related Genes Were Observed in the Aorta of Atherosclerotic Pigs Induced by High-Fat, High-Cholesterol, and High-Fructose Diet 
	C16 Cer Increases ROS Production, Apoptosis, and Inflammatory Pathway Activation in Macrophages by Inducing Iron Overload 

	Discussion 
	Lipidomics Profiling of Atherosclerotic Plaques from Pigs and Other Mammals 
	Changes in PC and LPC in Pig Atherosclerotic Plaques 
	Changes in Gene Expression Related to Sphingolipid Metabolism in Pig Atherosclerotic Plaques 
	Dysregulation of Ceramide Metabolism Is Linked to Iron Deposition and Activation of Related Pathways in Macrophages 
	Therapeutic Potential of Ceramide 
	Limitations of this Study 

	Conclusions 
	References

