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regulates aberrant expression of
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resistance by inhibiting
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Background: Sorafenib is a first-line treatment for hepatocellular carcinoma
(HCC); however, acquired resistance often results in a poor prognosis,
indicating a need for more effective therapies. Sorafenib induces cell death
through an iron-dependent mechanism known as ferroptosis, which is closely
associated with the onset and progression of HCC.

Methods: This study investigated the role of ACSL3 in sorafenib resistance and
ferroptosisin HCC. The expression of ACSL3 was analyzed in HCC tissues and cell
lines. Ferroptosis levels and cell viability were assessed in ACSL3-silenced HCC
cells treated with sorafenib. The regulatory relationship between the transcription
factor MEF2D and ACSL3 was evaluated using promoter binding assays and gene
expression analysis.

Results: ACSL3 was aberrantly expressed in HCC and promoted the progression
of non-alcoholic fatty liver disease (NAFLD) to HCC. Elevated ACSL3 expression
inhibited ferroptosis and enhanced resistance to sorafenib. The transcription
factor MEF2D directly regulated the upregulation of ACSL3 expression. MEF2D
bound to the promoter regions of ACSL3 to enhance its transcription and
negatively regulate ferroptosis in HCC.

Conclusion: This study demonstrated for the first time that MEF2D regulated
ACSL3 expression and mediated sorafenib resistance by inhibiting ferroptosis in
HCC, providing a potential therapeutic target for improving HCC outcomes.
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1 Introduction

Hepatocellular carcinoma (HCC) is the most common type of
primary liver cancer (Forner et al., 2018). Sorafenib, a multi-targeted
tyrosine kinase inhibitor, is widely used in the treatment of HCC;
however, acquired resistance to this drug results in a poor prognosis
for patients (Ladd et al.,, 2024; Gao et al, 2021). While HCC is
commonly associated with hepatitis viral infections and alcoholic
cirrhosis (Huang et al., 2023), Non-alcoholic fatty liver disease
(NAFLD) has emerged as a significant concern over the past few
decades due to its high global incidence among chronic liver diseases
(Foerster et al., 2022; Ahmed et al., 2019).

NAFLD is a multi-system disease driven by metabolic syndrome
and closely related to obesity, diabetes, and hyperlipidemia
(Younossi et al, 2018; Committee of Hepatology, Chinese
Research Hospital Association, 2019). The progression of NAFLD
comprises two stages: non-alcoholic fatty liver (NAFL), which is
characterized by simple steatosis, and non-alcoholic steatohepatitis
(NASH), accompanied by steatosis, lobular inflammation, and
fibrosis (Velliou et al, 2023; He et al, 2023). With the
progression of liver fibrosis, especially cirrhosis and liver
decompensation, the risk of HCC in patients with NAFLD
increases rapidly (Lin et al., 2024; Shah et al., 2023).

Ferroptosis is a new type of programmed cell death
characterized by the iron-dependent accumulation of high levels
of reactive oxygen species (ROS) and lipid peroxides (LPO) (Jiang
et al,, 2021; Pope and Dixon, 2023). This disruption of the cellular
redox balance ultimately leads to cell death (Xie et al., 2023; Seibt
et al.,, 2019).

As a member of the long-chain acyl-CoA synthetase (ACSL)
family, ACSL3 plays a crucial role in lecithin synthesis, lipid droplet
formation, and the regulation of intracellular lipid homeostasis
(Coleman et al.,, 2002; Poppelreuther et al, 2012). In addition,
ACSL3 catalyzes palmitic acid and other fatty acids to generate
acyl-CoA (Kageyama et al., 2013; Luo et al., 2023), which binds to
membrane phospholipids and protects cells from ferroptosis.
ACSL3 can also activate exogenous monounsaturated fatty acids
(MUFA), thereby reducing the sensitivity of plasma membrane
lipids to oxidation and effectively inhibiting ferroptosis within a
few hours (Yang et al., 2022; Magtanong et al., 2019).

Myocyte enhancer factor 2D (MEF2D) is a transcription factor
initially identified in muscle cells. Numerous studies have
demonstrated that it serves as a key regulator of cancer-related
gene transcription (Atkins et al., 2016; Di Giorgio et al., 2018). In
liver cancer, overexpression of MEF2D is associated with tumor cell
proliferation, invasion and metastasis, and immunosuppression (Ma
et al, 2014; Yan et al., 2019; Xiang et al., 2020). It is critical in the
progression of HCC. Furthermore, MEF2D is implicated in the
progression of liver diseases, including cirrhosis (Wang et al., 2004).

In this study, we determined that ACSL3 was upregulated in
NAFLD and HCC. Moreover, it played a key role in the
progression from NAFLD to HCC by promoting hepatocyte
injury and that
ACSL3 overexpression inhibited ferroptosis and enhanced

inflammation. We then demonstrated
resistance to sorafenib therapy in HCC. MEF2D was the main
regulator of ACSL3 gene transcriptional reprogramming in HCC.
The aberrant expression of MEF2D-regulated ACSL3 was related
to the poor prognosis of HCC patients.
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2 Materials and methods

2.1 Animals

Female 5-week-old age C57BL/6 mice, weighing 18-25 g, were
purchased from SPF (Beijing) BIOTECHNOLOGY Co. Ltd. One
group (N = 3) was fed a standard chow diet (soybean meal, fish meal,
Brewer’s yeast, vegetable oil, Bran, corn, wheat, vitamins,
pantothenic acid, minerals). A second group (N = 3) was fed a
high fat diet (standard feed 70% + lard 20% + cholesterol 5% + yolk
5%). All mice were provided with normal water (Soret et al., 2020).
All mice were housed in a 12 h light-12 h dark cycle in a standard
facility. At 6 weeks, livers were harvested, washed in saline solution,
and formalin-fixed. All animal experimental procedures followed
the guidelines of the Ethical Committee of the Medical College of
Qingdao University (Animal Ethics Approval Number: QDU-
AEC-2022097).

2.2 Patients and specimens of NAFLD-
related HCC

Clinical information and surgical specimens were taken patients
with NAFLD-related HCC from the Department of Hepatobiliary
Surgery of Qingdao Central (Oncology) Hospital, Medical College of
Qingdao University (Qingdao, China). All patients were diagnosed
and treated for the first time and were not exposed to any prior
treatment. The human sample collection procedure was approved by
the Ethics Committee of the Medical College of Qingdao University.
The informed consent was obtained before the collection of human

specimens  (Human  Ethics Approval Number: QDU-
HEC-2022055).
2.3 Drugs and reagents

Protease  Inhibitor  cocktail (Targetmol, cat#C0001),
Phosphatase  Inhibitor  cocktail = (Targetmol, cat#C0002),
Phosphatase Inhibitor Cocktail II (Targetmol, cat#C0003),

Bradford Assay Reagent (Thermo, Prod#1863028), Transfer
Membrane (Merck Millipore Ltd., LOT:IPVH07850), Tris
(Solarbio, Cat#T8060), Ammonium persulfate (Sinopharm
Chemical Reagent Co. Ltd.), 30% Acrylamide/Bissoln (MDBio,
Inc, Lot#F1110419), 1,2 Bis (dimethylamino)ethane-TEMED
(Solaibio, Cas#110-18-9), Sorafenib (Meilunbio, Cat# MB1666),
Erastin (MCE, Cat No..HY-15763), Fer-1 (MCE, Cat No.: HY-
100579), EntransterTM-R4000 (Engreen Biosystem Cat#4000-3),
TriZol (SparkJade, Cat#AC0101-B), cDNA synthesis Mix
(TRANS, Cat# AE311-04), HE Staining Kit (BASO,
Cat#BA4025), Rhamsan gum (Sinopharm, Cat#10004160), OPTI-
MEM medium 1X (Gibco, Cat#31985), Polymeric anti-rabbit IgG-
HRP kit (BOSTER, Cat#SV0002), Polymeric anti-mouse IgG-HRP
kit (BOSTER, Cat#SV0001), Endogenous peroxidase blockers (BOS-
TER, Cat# ARI1108), EDTA Antigen repair solution (10X)
(BOSTER, Cat#AR0023), Anti-body dilutions (BOSTER,
Cat#AR1016), PBS Bleach (BOSTER, Cat#AR0030), DAB Color
Development kit (Yellow) (BOSTER, Cat#AR1022), Mayor
hematoxylin (BOSTER, Cat#AR0005), Neutral gum (BOSTER,
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Cat#AR0038), Protein Marker 10-180kd (ABclonal, Cat#RM19001).
Formalin (Biosharp, Lot 70081800), ACSL3 antibody (Santa cruz, 1:
100, Cat# sc-166374), ACSL4 Rabbit pAb (ABclonal, 1:1,000,
Cat#A6826), MEF2D antibody (Santa cruz, 1:500, Cat# sc-
271153), GPX4 Monoclonal antibody (proteintech, 1:1,000, Cat
No.: 67763-1-Ig), Ferritin heavy chain Polyclonal antibody
(proteintech,  1:1,000, Cat No.. 11682-1-AP), Vinculin
Monoclonal antibody (proteintech, 1:10,000, Cat No.. 66305-1-
Ig), Mouse monoclonal [JDC-10] Anti-Human IgG Fc (Abcam,
Cat#ab99757).

2.4 The hematoxylin and eosin
(H&E) staining

Staining with the standard H&E staining technique in paraffin-
embedded sections was performed according to the commercially
available methods by the Boster Biological Technology center. The
samples were processed by dewaxing the sections, hematoxylin
sustaining for 3 min, the hydrochloride alcohol solution for 2 s
dying after washing by water, staining with eosin solution for 1 s,
dehydration by absolute ethyl alcohol for 2 s after washing by water.
All the cell morphologic changes in liver tissue were observed under
the OLYMPUS BX51 microscope and the images were collected by a
Leica pathology fish slide scanner.

2.5 Immunohistochemistry (IHC) staining

THC staining was performed according to the commercially
available methods by the Boster Biological Technology center.
ACSL3 expression was investigated using unstained, formalin-
fixed, paraffin-embedded tissue sections and was detected using
anti-ACSL3 antibody. The tissues were incubated with primary
antibodies overnight at 4°C and then with an HRP-conjugated
secondary antibody at 37°C. Whole slide imaging magnification
was performed using BX51 OLYMPUS microscope and APERIO
VERSA 8 of Leica slide scanner. Images were inspected using
TEKSQRAY Digital Pathology viewer software.

2.6 Cell culture

Huh7 and PLC/PRF/5 cells were purchased from national
collection of authenticated cell cultures (Shanghai, China) and
maintained in Dulbecco’s Modified Eagle Medium (DMEM)
medium (Gibco, Cat#SH8122258) supplemented with 10% fetal
bovine serum (FBS), 1% streptomycin-penicillin  (Gibco,
Cat#15140-122). All cells used in this work were maintained in
culture media at 37°C in a humidified atmosphere with 5% CO..

2.7 Western blotting

Total proteins were extracted with RIPA lysis buffer containing
protease and phosphatase inhibitors. The protein concentration was
determined using a Bradford reagent kit. Proteins were separated by
SDS-PAGE and transferred to polyvinylidene fluoride membranes.
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Membranes were blocked with 5% skim milk for 1 h, and then
incubated with primary antibody at 4°C overnight. Membranes were
then washed with Tris-buffered saline containing Tween 20, and
incubated with horseradish peroxidase-conjugated anti-mouse or
anti-rabbit IgG secondary antibodies for 1 h at room temperature,
and finally developed with enhanced chemiluminescence Kkit.
Vinculin served as the loading control. ACSL3 antibody (Santa
cruz, 1:100, Cat# sc-166374), ACSL4 Rabbit pAb (ABclonal, 1:1,000,
Cat#A6826), MEF2D antibody (Santa cruz, 1:500, Cat# sc-271153),
GPX4 Monoclonal antibody (proteintech, 1:1,000, Cat No.: 67763-1-
Ig), Ferritin heavy chain Polyclonal antibody (FTHI1) (proteintech,
1:1,000, Cat No.: 11682-1-AP), Vinculin Monoclonal antibody
(proteintech, 1:10,000, Cat No.: 66305-1-1g).

2.8 Small interfering RNA (siRNA)
transfection

ACSL3 siRNA sequences included sense (5'-3') CCUGGAUGU
GAUACUUUAGAU and antisense (5'-3') AUCUAAAGUAUCACA
UCCAGG. These sequences were purchased from Sangon (Shanghai,
China). Huh7 and PLC/PRF/5 cells were seeded in 6-well plates and
maintained to 50% confluence prior to transfection siRNA and
EntransterTM-R4000 were mixed in OPTI-MeM medium, and
transfection complexes were placed at room temperature 15 min
prior to adding to DMEM. After 6 h of transfection, media was
exchanged and transfected cells were incubated for 48 h mRNA and
protein expression levels of ACSL3 were evaluated using qPCR.

2.9 Construction of plasmids

Total RNA was extracted with Trizol reagent (Takara, Cat#9109)
according to the manufacturer’s protocol. KOD -Plus- Neo
(TOYOBO, Cat#KOD-401) was used to amplify the complete open
reading frame (ORF) of ACSL3. Amplify ACSL3 gene was connected
to pcDNA3.1 by Not I and Xba I restriction sites for expression in
E. coli. In this study, Lv-GFP, Lv-MEF2D, Lv-scramble, and Lv-
shMEF2D lentivirus construction details have been described in
previous publications by our group (Ma et al.,, 2014).

2.10 Quantitative reverse-transcription
polymerase chain reaction

Total RNA was extracted using the TriZol reagent and was
measured using a Thermo Scientific NanoDrop instrument.
Complementary DNA was synthesized using EasyScript” One-
Step gDNA Removal and cDNA Synthesis SuperMix. qRT-PCR
was measured using Universal SYBR Green Fast qPCR Mix. All
genes were normalized to GAPDH. mRNA expression levels of
ACSL3, ACSL4, GPX4 and FTH1 were quantified using qPCR.

2.11 Cell viability detection

Viable cells were measured using a Cell Counting Kit-8 (CCK-
8). In short, Specific treatment of cells were dispersed by Trypsin and
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FIGURE 1

Abnormal expression and prognostic significance of ACSL3 in NAFLD and HCC (A) GSEA results showed the fatty acid metabolism pathways
enriched in NAFLD tissues (GSE63067). (B) The heatmap revealed expression changes of the lipid metabolism-related ACSL3 gene in the expression
profile of NAFLD (GSE185051). (C) The GEO data set showed changes in ACSL3 gene expression in NASH (GSE180882). (D) H&E and IHC staining revealed
differences in liver injury and ACSL3 protein expression between normal liver tissues and NAFLD tissues. The number of positive cells in the IHC
staining was quantitatively analyzed. Scale bar, 100 pm (E) Single-cell sequencing data of ACSL3 expression profiles in mouse tissues were sourced from
the Tabula Muris database. (F) H&E and IHC staining revealed differences in liver injury and ACSL3 protein expression in human NAFLD-related (from mild
to severe) HCC tissues. The number of positive cells in the IHC staining was quantitatively analyzed. Scale bar, 100 pm. (G) ACSL3 expression across
multiple cancer types was analyzed using data from the TCGA database (H) The mRNA and protein expression levels of ACSL3 in liver cancer compared to
normal tissues were analyzed using the UALCAN web portal () The prognostic significance of ACSL3 in HCC was analyzed using data from the TCGA
database. ****p < 0.0001, ***p < 0.001, **p < 0.01, *p < 0.05.

Frontiers in Pharmacology 04 frontiersin.org


https://www.frontiersin.org/journals/pharmacology
https://www.frontiersin.org
https://doi.org/10.3389/fphar.2024.1464852

Li et al.

seeded into 96-well plates at 4 x 103 cells/well. After 24 h of
incubation, cells were treated with additional drugs (Sorafenib) at
concentrations of 0 UM, 2 uM, 4 uM, 8 uM, 16 uM, 32 uM. After 24 h
of treatment, the culture medium exchanged with 90 pL fresh
complete medium and 10 pL CCKS8 reagent (TargetMol, Boston,
United States) were added to each well, followed by incubation for
1 h. The absorbance of each well was measured at 450 nm with a
VICTOR® Nivo™ microplate reader (PerkinElmer, Waltham,
United States).

2.12 Detection of LPO and ROS levels

LPO levels were detected by Bodipy 581/591 C11 (MKBio,
MX5211-1 MG, China). After the cells were pretreated with the
drugs (sorafenib, erastin, fer-1), Bodipy 581/591 Cl11 was added and
incubated for 20 min. Fluorescence was then measured at 595 and
510 nm using the SpectraMax i3x, Molecular Devices, United States.
LPO levels were analyzed by calculating the ratio of 510/
595 fluorescence intensity. The levels of ROS were detected using
fluorescent probe DCFH-DA (Beyotime, S0033S, China). After the
cells were pretreated with the drugs (sorafenib, erastin, fer-1),
appropriate volume of diluted DCFH-DA was added and incubated
for 20 min. Intracellular ROS can oxidize non-fluorescent DCFH to
produce fluorescent DCF, and the level of intracellular ROS can be
evaluated by detecting the fluorescence of DCF.

2.13 Chromatin immunoprecipitation
(ChlIP) assay

ChIP assay was performed using the ChIP assay kit (Beyotime,
Cat No P2078). In brief, treated cells were cross-linked by incubation
with 1% formaldehyde at 37° for 10 min and sonicated to break the
DNA to a length ranging from 200 to 1,000 base pairs. Cell lysates
were pre-clarified with protein A/G beads and then incubated
overnight at 4°C with protein A/G beads coated with anti-
MEF2D antibody (2 pg, Santa cruz). Anti-rabbit immunoglobulin
G (IgG) was also used as a negative control. After extensive washing,
the bead-bound immunocomplexes were eluted using elution buffer.
To remove protein and genomic DNA cross-links, 5 M NaCl
samples were added and heated at 65°C for 4 h, followed by
proteinase K treatment and further incubation at 45°C for 1 h.
The bound DNA fragments were subsequently purified and
subjected to real-time PCR using specific primers.

2.14 Bioinformatics analysis

GSEA datasets GSE63067, GSE185051 and GSE180882 were used
to investigate several KEGG metabolic pathways (https://www.ncbi.
nlm.nih.gov/geo/). Expression profiles of ACSL3 in the murine livers
were generated using the Tabula Muris database (https://tabula-muris.
ds.czbiohub.org). The mRNA and protein expression of ACSL3 in liver
cancer compared to normal tissues in the UALCAN databases (http://
ualcan.path.uab.edu). The GEPIA2 database (http://gepia2.cancer-pku.
cn/) was used to study the correlation between ACSL3 and hub genes
expression. The prognostic value of ACSL3 and related genes was tested
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using the Kaplan-Meier Plotter (https://kmplot.com/analysis/). Gene
association study and enrichment pathways were obtained using the
Linked Omics database (http://linkedomics.org/). Transcription factor
binding sites in the promoter regions of ACSL3 under study were
carried out using AliBaba2.1 software (http://generegulation.com/pub/
programs/alibaba2/index.html).

2.15 Statistical analysis

All data were analyzed using appropriate statistical analysis
methods with GraphPad (Prism V.8.3.0) and data was presented
as mean + SEM.

3 Results

3.1 The high expression of ACSL3 promotes
the progression of NAFLD to HCC and is
associated with poor prognosis of

HCC patients

Using Gene Set Enrichment Analysis (GSEA), we observed
significant enrichment in fatty acid metabolism in tissues affected
by NAFLD compared to healthy human liver tissues (Figure 1A). We
also identified that ACSL3 was aberrantly expressed among genes
linked to fatty acid metabolic pathways in NAFLD (Figure 1B), and
ASCL3 mRNA levels were upregulated in NASH (Figure 1C). In
NAFLD mice, H&E staining of liver tissue demonstrated an increase
in scattered lipid vacuoles and compressed liver sinusoids compared
to the control groups. Furthermore, IHC staining showed that
increased ACSL3 protein expression (indicated by brown particles)
in the liver tissue of NAFLD mice (Figure 1D). Single-cell sequencing
of mouse tissues revealed that among the top five liver cell types,
ACSL3  expression  was
hepatocytes (Figure 1E).

To investigate the role of ACSL3 in the progression of NAFLD to
HCC, we assessed cell morphology and ACSL3 antigenicity in

predominantly  confined  to

human NAFLD-related HCC tissues, ranging from mild to
severe. H&E and THC staining showed that elevated levels of
lipid vacuolization and overall ACSL3 expression in HCC tissues
were positively correlated with the increased severity of NAFLD
(Figure 1F). For information on patients with NAFLD-related HCC,
we adopted the FLIP-SAF evaluation standard for the histological
grading of NAFLD tissues (Supplementary Table S1).

By analyzing The Cancer Genome Atlas (TCGA), we found that the
gene expression boxplot indicated significantly higher expression of
ACSL3 in liver tumors compared to adjacent normal tissues
(Figure 1G). Consistent with this, analysis using the UALCAN
database also confirmed higher mRNA and protein expression of
ACSL3 in liver cancer (Figure 1H). To assess the prognostic value of
ACSL3 in HCC, we analyzed survival curves using TCGA database. Our
analysis revealed that low expression levels of ACSL3 were associated
with a higher survival rate in HCC patients (Figure 1I).

These results suggested that ACSL3 expression was elevated in
NAFLD and HCC and promotes the progression from NAFLD to
HCC, while high expression of ACSL3 was positively correlated with
poor prognosis of HCC patients.
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The aberrant expression of ACSL3 in HCC protects cells from ferroptosis. (A) Genes highly correlated with ACSL3 in HCC were analyzed using
Pearson text (B, C) Heatmaps displayed the top 50 genes that are positively and negatively correlated with ACSL3 in HCC. (D) KEGG pathway analysis
revealed the correlation between ACSL3 and fatty acid biosynthesis and ferroptosis signaling pathway (E, F) After transfecting ACSL3-oe and control
plasmids into PLC/PRF/5 cells, the mRNA and protein expression levels of ACSL4, GPX4, and FTH1 were quantified using gqPCR and Western blotting.
Vinculin protein served as the internal control. ****p < 0.0001, ***p < 0.001, **p < 0.01, *p < 0.05.

3.2 The aberrant expression of ACSL3in HCC
protects cells from ferroptosis

To investigate the expression networks and signaling pathways
related to ACSL3, we examined its co-expression profiles using the
LinkedOmics database.
(Figure 2A),
ACSL3, while green points represented negative correlations in
HCC. Simultaneously, the heatmaps displayed the top 50 genes

As illustrated in the volcano plot
red points indicated positive correlations with
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positively and negatively correlated with ACSL3 in HCC (Figures
2B, C; Supplementary Tables S2, S3).

GSEA indicated that the functional genes co-expressed with
ACSL3 were primarily enriched in fatty acid biosynthesis and the
ferroptosis signaling pathway (Figure 2D). Since ferroptosis is
induced by the peroxidation of polyunsaturated fatty acids and
regulation of lipid metabolism is a key determinant of ferroptosis
sensitivity, the aberrant expression of ACSL3 in HCC may be closely
linked to cellular ferroptosis. We evaluated the ferroptosis role of
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ACSL3 can inhibit ferroptosis and enhance sorafenib resistance in HCC (A) The cell viability of HCC cells and sorafenib-resistant HCC cells was

assessed The cell viability of HCC cells and sorafenib-resistant HCC cells was assessed by CCK8 following treatment with a specific concentration of
sorafenib. (B) Western blotting was used to detect and analyze ACSL3 protein expression in HCC and sorafenib-resistant HCC cells. Vinculin protein was
used as an internal control (C) PLC/PRF/5 or PLC/PRF/5-DR3 cells were injected into male nude mice, and the tumors were treated with 50 mg/kg of

sorafenib at regular intervals. IHC staining was used to detect ACSL3 expression in tumor tissues. The number of positive cells was quantitatively analyzed.
Scale bar, 100 pm. (D) Following transfection of Huh7 cells with ACSL3-si or control plasmids, cell viability was evaluated using the CCK-8 assay after
treatment with sorafenib (E) Following transfection of PLC/PRF/5 with ACSL3-oe plasmid or the control plasmids, cell viability was evaluated using the
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FIGURE 3 (Continued)
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CCK-8 assay after treatment with sorafenib. (F) Following siRNA transfection, Huh7 cells were treated with sorafenib (10 uM) and fer-1 (2 uM) for

24 h. LPO levels were quantified using Bodipy 581/591 C11, and ROS levels were assessed using the DCFH-DA reagent. (G) Following transfection with
overexpression plasmids, PLC/PRF/5 cells were treated with sorafenib (10 pM) and erastin (10 uM) for 24 h. LPO and ROS levels were measured using
Bodipy 581/591 C11 and DCFH-DA, respectively. ****p < 0.0001, ***p < 0.001, **p < 0.01, *p < 0.05.

ACSL3 in HCC by overexpressing ACSL3 in PLC/PRF/5 cells, which
have low endogenous levels of ACSL3. We then assessed the mRNA
and protein levels of ferroptosis biomarkers by qPCR and Western
blotting (Wu et al., 2019; Fang et al., 2021). Compared to the control
group, the expression of the ferroptosis-positive regulator
ACSL4  was
ferroptosis-inhibitory genes GPX4 and FTHI was increased
(Figures 2E, F).

These
expression  of

downregulated, while the expression of the

that increased

significant

results collectively ~demonstrated
ACSL3

ferroptosis within HCC.

played a role in

3.3 ACSL3 enhances sorafenib resistance by
inhibiting ferroptosis in HCC

To determine the association of ACSL3 with sorafenib resistance
in HCC, we established resistant cell lines, Huh7 (Huh7-DR3) and
PLC/PRF/5 (PLC/PRF/5-DR3), by culturing them with increasing
doses of sorafenib (Figure 3A). Western blotting showed that
ACSL3 expression was increased in sorafenib-resistant HCC cells
compared to the control sorafenib-sensitive cells (Figure 3B).
Subsequently, PLC/PRF/5 and PLC/PRF/5-DR3
injected subcutaneously into mice. After tumor formation, the

cells were
mice were treated with sorafenib. IHC staining revealed that
ACSL3 expression was significantly higher in tumors derived
from drug-resistant cells compared to the control group (Figure 3C).

Subsequently, we transiently knocked down ACSL3 using specific
siRNAs. As shown in Figure 3D, the activity of ACSL3-silenced
Huh7 cells decreased following sorafenib treatment. By examining
the levels of redox species, we validated the role of ACSL3 in
ferroptosis and found that ACSL3 silencing consistently enhanced
sorafenib-induced production of LPO and ROS. Additionally, we
added the ferroptosis inhibitor fer-1 as a control during treatment
(Figure 3F). Moreover, overexpression of ACSL3 in PLC/PRF/5 cells
conferred resistance to sorafenib treatment and enhanced cell activity
compared to the control group (Figure 3E). Cells with high
ACSL3 expression were resistant to sorafenib-induced increases in
LPO and ROS levels. The ferroptosis inducer erastin was also
included as a control in the treatment (Figure 3G).

The results consistently demonstrated that the upregulation of
ACSL3 expression in HCC protects against sorafenib-induced
ferroptosis.

3.4 The transcription factor MEF2D binds to
the promoter of ACSL3 and promotes
ACSL3 expression

To understand the specific reasons of abnormal expression of
ACSL3 in HCC, we conducted further exploration. Previous studies

Frontiers in Pharmacology

in our group have shown that MEF2D is overexpressed in HCC and
sorafenib resistant-HCC. Abnormal expression of MEF2D enhances
resistance to sorafenib therapy and is associated with poor prognosis
in patients (Ma et al., 2021). Sorafenib is not only a multi-targeted
tyrosine kinase inhibitor but also an inducer of ferroptosis,
triggering oxidative stress in cells. We investigated whether there
is a critical link between MEF2D, ACSL3 and ferroptosis in HCC.

Previously, our research group analyzed the gene differential
expression in PLC/PRF/5 cells with or without MEF2D through
RNA sequencing (Ma et al., 2014). GSEA revealed enrichment of the
peroxisome pathway in MEF2D-silenced cells (Figure 4A).
Peroxisomes are key mediators of cellular oxidative stress
responses. Based on this, we found downregulated expression of
several candidate genes related to oxidative stress in MEF2D-
silenced HCC cells by qPCR. Notably, there was a significant
difference in the expression of ACSL3, a gene associated with
ferroptosis (Figure 4B). Additionally, the results indicated that in
PLC/PREF/5 cells infected with Lv-GFP or Lv-MEF2D, the mRNA
and protein expression levels of ACSL3 were positively correlated
with MEF2D expression (Figure 4C).

To investigate the mechanism by which MEF2D directly
regulates ACSL3, we used a bioinformatics approach to analyze
the upstream regions of the ACSL3 transcription sites and identified
a potential MEF2 recognition element (MRE) (Figure 4D).
Subsequently, we performed a luciferase reporter assay in which
luciferase expression was driven by the promoter of ACSL3.
Overexpression of MEF2D enhanced the promoter activity of
ACSL3. Conversely, knockdown of endogenous MEF2D levels
also reduced luciferase activity driven by the ACSL3 promoter
(Figure 4E). To further confirm the binding of MEF2D to the
putative MRE in the upstream regions of the ACSL3 promoter,
we conducted a ChIP assay in Huh7 cells. The results showed that
the anti-MEF2D antibody co-precipitated the DNA fragment
containing the predicted MRE in the regulatory regions of the
ACSL3 gene, indicating that MEF2D bound directly to the MRE
in Huh7 cells (Figure 4F). We found that ACSL3 was highly
expressed in HCC tissues (Figure 1H). Further analysis of RNA
sequencing data from the TCGA database showed that MEF2D
expression was also significantly elevated in HCC tissues compared
to adjacent normal tissues (Figure 4G). To investigate the potential
relationship between ACSL3 and MEF2D, we conducted a
which
association between their expression levels in HCC (Figure 4H).

These results provide strong evidence for the ability of MEF2D
to regulate the transcription of the ACSL3 gene.

correlation analysis, revealed a significant positive

4 Discussion

HCC is characterized by high morbidity and mortality rates,
frequently developing in individuals with chronic hepatitis
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The transcription factor MEF2D regulates aberrant expression of ACSL3 (A) GSEA revealed enrichment of the peroxisome pathway in MEF2D-
silenced HCC cells. (B) mRNA expression levels of ACSL3 and other oxidative stress-related candidate genes were analyzed in lv-shMEF2D-infected HCC
cells and compared with controls (C) In PLC/PRF/5 cells infected with Lv-MEF2D or Lv-GFP, the mRNA expression of ACSL3 was quantitatively detected
by gPCR, and the protein expression level was detected by Western blotting. Vinculin protein was used as an internal control. (D) Bioinformatic
analysis for putative MEF2D-binding sites in the regulatory regions of ACSL3 was shown (E) Luciferase expression driven by ACSL3 promoter regions was
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FIGURE 4 (Continued)

independent experiments. (F) A ChIP assay was performed to detect the binding of MEF2D to the potential MRE identified in the promoter regions of
ACSL3. The IgG-incubated and blank groups were considered as negative controls, whereas the input fraction was the positive control (G) The mRNA
expression levels of MEF2D in HCC tissues and normal tissues were analyzed using data from the TCGA database (H) The correlation between ACSL3 and
MEF2D expression in HCC was analyzed using data from the TCGA database. ****p < 0.0001, ***p < 0.001, **p < 0.01, *p < 0.05.

associated with viral infection, alcohol-induced liver damage, or
metabolic syndrome. Despite significant advancements in the
prevention, diagnosis, and treatment of HCC in recent years,
overall survival rates remain low. Sorafenib is a first-line
therapeutic agent for HCC; however, the rapid emergence of
acquired resistance results in a significantly poor prognosis for
HCC patients. Concurrently, NAFLD has emerged as a leading
cause of cirrhosis and HCC (Byrne and Targher, 2015). Increasing
research efforts have focused on the pathophysiology of NAFLD
metabolic disorders and their progression to HCC (Foerster
et al., 2022).

Ferroptosis is a novel type of iron-dependent cell death. Unlike
other subtypes of programmed cell death, such as autophagy and
apoptosis, ferroptosis is characterized by high levels of lipid
peroxidation (Hassannia et al., 2019; Chen X. et al., 2021). The
combined effects of excessive iron accumulation, oxidative stress
and oxidative tissue injury are major factors that contribute to
hepatocellular damage and disease progression (Pizzino et al,
2017). Ferroptosis occurs at multiple stages of liver disease,
including hepatitis, liver fibrosis, cirrhosis, and primary liver
cancer. In each condition, the induction of ferroptosis is
associated with iron metabolism defects, imbalances in amino
acid antioxidants, and the accumulation of lipid peroxides
(Chen S. et al., 2021; Wu et al, 2021; Qi et al.,, 2020). Other
studies have shown that ferroptosis and lipid metabolism disorders
play a critical role in NASH, and that inhibiting ferroptosis can
reduce the severity of NASH (Tsurusaki et al, 2019; Zhang
et al., 2021).

Additionally, ferroptosis contributes to tumor drug resistance,
particularly through the regulation of iron and lipid metabolism. For
example, erastin resistance in acute myeloid leukemia (AML) cells
can be reversed by inducing ferroptosis (Lu et al., 2017). In cisplatin-
resistant gastric cancer, elevated ATF3 expression cooperates with
erastin to inhibit the Keap1-Nrf2-xCT pathway, thereby promoting
ferroptosis in cancer cells and reversing cisplatin resistance (Fu
et al.,, 2021).

ACSL3, which converts exogenous MUFA into fatty acyl-CoAs,
is essential for MUFA activation and promotes a ferroptosis-
resistant cellular state (Magtanong et al., 2019; Ubellacker et al.,
2020). More importantly, increasing evidence suggests that
ACSL3 upregulation is associated with various diseases, including
cancer. Our findings confirmed that ACSL3 expression was elevated
in both NAFLD and HCC, and this aberrant expression contributed
to the progression from NAFLD to HCC. Notably, we discovered
that ACSL3 played a crucial role in regulating ferroptosis in HCC,
with its high expression protecting HCC cells from ferroptosis
damage. ACSL4 is recognized as a positive regulator of
ferroptosis, with its high expression or increased activity
enhancing cellular sensitivity to ferroptosis. During the process of
ferroptosis in HCC, the interaction between ACSL3 and ACSL4 may
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be indirectly mediated through metabolic pathways or signaling
pathways. Tumor cells might dynamically regulate the expression of
ACSL3 and ACSLA to fulfill specific metabolic demands or adapt to

environmental stressors. This potential indirect metabolic
complementation mechanism could manifest as a negative
correlation between ACSL3 upregulation and

ACSL4 downregulation. Interestingly, ACSL3 expression was also
elevated in sorafenib-resistant HCC cells, and its increased
expression was correlated with poor prognosis following
sorafenib treatment. Compared to wild-type cells, HCC cells
overexpressing ACSL3 exhibited higher cell viability and lower

levels of ferroptosis after sorafenib treatment. The results of

ACSL3  silencing in HCC cells were opposite to those
described above.
To determine the direct regulatory mechanism of

ACSL3 expression, we used bioinformatics analysis to identify
MEF2D recognition elements in the regions upstream of the
ACSL3 transcriptional sites. MEF2D, a master regulator of
transcriptional reprogramming in cancer-related genes, has been
reported to be overexpressed in HCC and is associated with tumor
cell proliferation, invasion, and migration. By targeting MEF2D, our
study demonstrated that MEF2D can bind to the promoter of
ACSL3 and promote its This
preliminary evidence supporting the regulatory role of MEF2D in

expression. study provides
HCC and highlights its potential molecular mechanisms. To
accurately identify the binding sites of MEF2D and elucidate its
regulatory relationship with ~ ACSL3,
experiments are required, along with an integrated analysis of

promoter mutation
clinical samples and animal models. These findings establish a
solid foundation for further studies on the role of MEF2D in
lipid metabolism dysregulation and tumor progression.

In conclusion, the present study confirmed the critical role of
ACSL3 in sorafenib-induced ferroptosis. This finding highlights the
great potential of targeting ACSL3 for the treatment of HCC.
Prospective, multicenter clinical trials are still needed to validate
these findings.

Data availability statement
The original contributions presented in the study are included in

the article/Supplementary Material, further inquiries can be directed
to the corresponding authors.

Ethics statement

The studies involving humans were approved by Qingdao
university medical ethics committee. The studies were conducted
in accordance with the local legislation and institutional

frontiersin.org


https://www.frontiersin.org/journals/pharmacology
https://www.frontiersin.org
https://doi.org/10.3389/fphar.2024.1464852

Li et al.

requirements. The participants provided their written informed
consent to participate in this study. The animal study was
approved by Qingdao university medical ethics committee. The
study was conducted in accordance with the local legislation and
institutional requirements.

Author contributions

XL: Writing-review and editing, Writing-original ~draft,
Methodology. SC: Writing-review and editing, Writing-original
YS:

Writing—original draft, Software. YW: Writing-review and editing,

draft, Conceptualization. Writing-review and  editing,
Writing-original draft, Investigation. XW: Writing-review and
editing, Writing-original draft, Methodology. QL: Writing-review
and editing, Writing-original draft, Supervision. CW: Writing-review
WE:

Writing-review and editing, Writing-original draft, Software. PS:

and editing, ~Writing-original ~ draft, Investigation.

Writing-review and editing, Writing—original draft, Resources. LM:
Writing-review and editing, Writing-original draft, Resources.

Funding

The author(s) declare that financial support was received for the
research, authorship, and/or publication of this article. This research

References

Ahmed, O, Liu, L., Gayed, A., Baadh, A, Patel, M., Tasse, J., et al. (2019). The
changing face of hepatocellular carcinoma: forecasting prevalence of nonalcoholic
steatohepatitis and hepatitis C cirrhosis. J. Clin. Exp. Hepatol. 9, 50-55. doi:10.1016/
jjceh.2018.02.006

Atkins, M., Potier, D., Romanelli, L., Jacobs, J., Mach, J., Hamaratoglu, F, et al. (2016). An
ectopic network of transcription factors regulated by hippo signaling drives growth and
invasion of a malignant tumor model. Curr. Biol. 26, 2101-2113. doi:10.1016/j.cub.2016.06.035

Byrne, C. D., and Targher, G. (2015). NAFLD: a multisystem disease. J. Hepatol. 62,
$47-864. doi:10.1016/j.jhep.2014.12.012

Chen, S., Zhu, J. Y., Zang, X., and Zhai, Y. Z. (2021a). The emerging role of ferroptosis
in liver diseases. Front. Cell Dev. Biol. 9, 801365. doi:10.3389/fcell.2021.801365

Chen, X, Kang, R., Kroemer, G., and Tang, D. (2021b). Broadening horizons: the role of
ferroptosis in cancer. Nat. Rev. Clin. Oncol. 18, 280-296. doi:10.1038/s41571-020-00462-0

Coleman, R. A., Lewin, T. M., Van Horn, C. G., and Gonzalez-Bard, M. R. (2002). Do
long-chain acyl-CoA synthetases regulate fatty acid entry into synthetic versus
degradative pathways? J. Nutr. 132, 2123-2126. doi:10.1093/jn/132.8.2123

Committee of Hepatology, Chinese Research Hospital Association (2019). Expert
recommendations on standardized diagnosis and treatment for fatty liver disease in
China (2019 revised edition). Zhonghua Gan Zang Bing Za Zhi 27, 748-753. doi:10.
3760/cma.j.issn.1007-3418.2019.10.003

Di Giorgio, E., Hancock, W. W, and Brancolini, C. (2018). MEF2 and the tumorigenic
process, hic sunt leones. Biochim. Biophys. Acta Rev. Cancer 1870, 261-273. doi:10.
1016/j.bbcan.2018.05.007

Fang, Y., Chen, X,, Tan, Q., Zhou, H., Xu, ], and Gu, Q. (2021). Inhibiting ferroptosis
through disrupting the NCOA4-FTHI1 interaction: a new mechanism of action. ACS
Cent. Sci. 7, 980-989. doi:10.1021/acscentsci.0c01592

Foerster, F., Gairing, S. J., Miiller, L., and Galle, P. R. (2022). NAFLD-driven HCC:
safety and efficacy of current and emerging treatment options. J. Hepatol. 76, 446-457.
doi:10.1016/j.jhep.2021.09.007

Forner, A., Reig, M., and Bruix, J. (2018). Hepatocellular carcinoma. Lancet 391,
1301-1314. doi:10.1016/s0140-6736(18)30010-2

Fu, D, Wang, C,, Yu, L., and Yu, R. (2021). Induction of ferroptosis by ATF3 elevation
alleviates cisplatin resistance in gastric cancer by restraining Nrf2/Keap1/xCT signaling.
Cell Mol. Biol. Lett. 26, 26. doi:10.1186/s11658-021-00271-y

Gao, R, Kalathur, R. K. R,, Coto-Llerena, M., Ercan, C., Buechel, D., Shuang, S., et al.
(2021). YAP/TAZ and ATF4 drive resistance to Sorafenib in hepatocellular carcinoma

Frontiers in Pharmacology

11

10.3389/fphar.2024.1464852

was funded by the National Natural Science Foundation of China
(grant nos. 82372806) and Natural Science Foundation of Shandong
Province, China (ZR2021MCO039).

Conflict of interest

The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be
construed as a potential conflict of interest.

Publisher’'s note

All claims expressed in this article are solely those of the authors and
do not necessarily represent those of their affiliated organizations, or
those of the publisher, the editors and the reviewers. Any product that
may be evaluated in this article, or claim that may be made by its
manufacturer, is not guaranteed or endorsed by the publisher.

Supplementary material

The Supplementary Material for this article can be found online
at: https://www.frontiersin.org/articles/10.3389/fphar.2024.1464852/
full#supplementary-material

by preventing ferroptosis. EMBO Mol. Med. 13, el4351. doi:10.15252/emmm.
202114351

Hassannia, B., Vandenabeele, P., and Vanden Berghe, T. (2019). Targeting ferroptosis
to iron out cancer. Cancer Cell 35, 830-849. doi:10.1016/j.ccell.2019.04.002

He, Y., Su, Y., Duan, C.,, Wang, S., He, W., Zhang, Y., et al. (2023). Emerging role of
aging in the progression of NAFLD to HCC. Ageing Res. Rev. 84, 101833. doi:10.1016/j.
arr.2022.101833

Huang, D. Q., Mathurin, P., Cortez-Pinto, H., and Loomba, R. (2023). Global
epidemiology of alcohol-associated cirrhosis and HCC: trends, projections and risk
factors. Nat. Rev. Gastroenterol. Hepatol. 20, 37-49. doi:10.1038/s41575-022-00688-6

Jiang, X., Stockwell, B. R., and Conrad, M. (2021). Ferroptosis: mechanisms, biology and
role in disease. Nat. Rev. Mol. Cell Biol. 22, 266-282. doi:10.1038/s41580-020-00324-8

Kageyama, A., Matsui, H., Ohta, M., Sambuichi, K., Kawano, H., Notsu, T., et al.
(2013). Palmitic acid induces osteoblastic differentiation in vascular smooth muscle
cells through ACSL3 and NF-«B, novel targets of eicosapentaenoic acid. PLoS One 8,
€68197. doi:10.1371/journal.pone.0068197

Ladd, A. D., Duarte, S., Sahin, I, and Zarrinpar, A. (2024). Mechanisms of drug
resistance in HCC. Hepatology 79, 926-940.

Lin, X,, Zhang, J., Chu, Y., Nie, Q., and Zhang, J. (2024). Berberine prevents NAFLD
and HCC by modulating metabolic disorders. Pharmacol. Ther. 254, 108593. doi:10.
1016/j.pharmthera.2024.108593

Lu, B., Chen, X. B,, Ying, M. D., He, Q. ], Cao, J., and Yang, B. (2017). The role of
ferroptosis in cancer development and treatment response. Front. Pharmacol. 8, 992.
doi:10.3389/fphar.2017.00992

Luo, S. H,, Tian, J. M., Chu, Y., Zhu, H. Y., Nj, J. D., and Huang, J. (2023). The BRD4-
SRPK2-SRSF2 signal modulates the splicing efficiency of ACSL3 pre-mRNA and
influences erastin-induced ferroptosis in osteosarcoma cells. Cell Death Dis. 14, 760.
doi:10.1038/s41419-023-06273-2

Ma, L, Liu, J,, Liu, L., Duan, G., Wang, Q., Xu, Y., et al. (2014). Overexpression of the
transcription factor MEF2D in hepatocellular carcinoma sustains malignant character
by suppressing G2-M transition genes. Cancer Res. 74, 1452-1462. doi:10.1158/0008-
5472.can-13-2171

Ma, Q. Xu, Q. Zhao, J., Zhang, W., Wang, Q., Fang, J., et al. (2021). Coupling
HDAC4 with transcriptional factor MEF2D abrogates SPRY4-mediated suppression of
ERK activation and elicits hepatocellular carcinoma drug resistance. Cancer Lett. 520,
243-254. doi:10.1016/j.canlet.2021.07.049

frontiersin.org


https://www.frontiersin.org/articles/10.3389/fphar.2024.1464852/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fphar.2024.1464852/full#supplementary-material
https://doi.org/10.1016/j.jceh.2018.02.006
https://doi.org/10.1016/j.jceh.2018.02.006
https://doi.org/10.1016/j.cub.2016.06.035
https://doi.org/10.1016/j.jhep.2014.12.012
https://doi.org/10.3389/fcell.2021.801365
https://doi.org/10.1038/s41571-020-00462-0
https://doi.org/10.1093/jn/132.8.2123
https://doi.org/10.3760/cma.j.issn.1007-3418.2019.10.003
https://doi.org/10.3760/cma.j.issn.1007-3418.2019.10.003
https://doi.org/10.1016/j.bbcan.2018.05.007
https://doi.org/10.1016/j.bbcan.2018.05.007
https://doi.org/10.1021/acscentsci.0c01592
https://doi.org/10.1016/j.jhep.2021.09.007
https://doi.org/10.1016/s0140-6736(18)30010-2
https://doi.org/10.1186/s11658-021-00271-y
https://doi.org/10.15252/emmm.202114351
https://doi.org/10.15252/emmm.202114351
https://doi.org/10.1016/j.ccell.2019.04.002
https://doi.org/10.1016/j.arr.2022.101833
https://doi.org/10.1016/j.arr.2022.101833
https://doi.org/10.1038/s41575-022-00688-6
https://doi.org/10.1038/s41580-020-00324-8
https://doi.org/10.1371/journal.pone.0068197
https://doi.org/10.1016/j.pharmthera.2024.108593
https://doi.org/10.1016/j.pharmthera.2024.108593
https://doi.org/10.3389/fphar.2017.00992
https://doi.org/10.1038/s41419-023-06273-2
https://doi.org/10.1158/0008-5472.can-13-2171
https://doi.org/10.1158/0008-5472.can-13-2171
https://doi.org/10.1016/j.canlet.2021.07.049
https://www.frontiersin.org/journals/pharmacology
https://www.frontiersin.org
https://doi.org/10.3389/fphar.2024.1464852

Li et al.

Magtanong, L., Ko, P. ]., To, M., Cao, J. Y., Forcina, G. C., Tarangelo, A., et al. (2019).
Exogenous monounsaturated fatty acids promote a ferroptosis-resistant cell state. Cell
Chem. Biol. 26, 420-432.€9. d0i:10.1016/j.chembiol.2018.11.016

Pizzino, G., Irrera, N., Cucinotta, M., Pallio, G., Mannino, F., Arcoraci, V., et al.
(2017). Oxidative stress: harms and benefits for human health. Oxid. Med. Cell Longev.
2017, 8416763. doi:10.1155/2017/8416763

Pope, L. E., and Dixon, S. J. (2023). Regulation of ferroptosis by lipid metabolism.
Trends Cell Biol. 33, 1077-1087. d0i:10.1016/j.tcb.2023.05.003

Poppelreuther, M., Rudolph, B., Du, C., Grofimann, R., Becker, M., Thiele, C., et al.
(2012). The N-terminal region of acyl-CoA synthetase 3 is essential for both the
localization on lipid droplets and the function in fatty acid uptake. J. Lipid Res. 53,
888-900. doi:10.1194/jlr.m024562

Qi, J., Kim, J. W., Zhou, Z., Lim, C. W., and Kim, B. (2020). Ferroptosis affects the
progression of nonalcoholic steatohepatitis via the modulation of lipid
peroxidation-mediated cell death in mice. Am. J. Pathol. 190, 68-81. doi:10.
1016/j.ajpath.2019.09.011

Seibt, T. M., Proneth, B., and Conrad, M. (2019). Role of GPX4 in ferroptosis and its
pharmacological implication. Free Radic. Biol. Med. 133, 144-152. doi:10.1016/j.
freeradbiomed.2018.09.014

Shah, P. A, Patil, R, and Harrison, S. A. (2023). NAFLD-related hepatocellular
carcinoma: the growing challenge. Hepatology 77, 323-338. d0i:10.1002/hep.32542

Soret, P. A., Magusto, J., Housset, C., and Gautheron, J. (2020). In vitro and in vivo
models of non-alcoholic fatty liver disease: a critical appraisal. J. Clin. Med. 10, 36.
doi:10.3390/jcm10010036

Tsurusaki, S., Tsuchiya, Y., Koumura, T., Nakasone, M., Sakamoto, T., Matsuoka, M.,
et al. (2019). Hepatic ferroptosis plays an important role as the trigger for initiating
inflammation in nonalcoholic steatohepatitis. Cell Death Dis. 10, 449. doi:10.1038/
541419-019-1678-y

Ubellacker, J. M., Tasdogan, A., Ramesh, V., Shen, B., Mitchell, E. C., Martin-
Sandoval, M. S., et al. (2020). Lymph protects metastasizing melanoma cells from
ferroptosis. Nature 585, 113-118. doi:10.1038/s41586-020-2623-z

Frontiers in Pharmacology

12

10.3389/fphar.2024.1464852

Velliou, R. I, Legaki, A. I, Nikolakopoulou, P., Vlachogiannis, N. I, and
Chatzigeorgiou, A. (2023). Liver endothelial cells in NAFLD and transition to
NASH and HCC. Cell Mol. Life Sci. 80, 314. doi:10.1007/s00018-023-04966-7

Wang, X, Tang, X., Gong, X., Albanis, E., Friedman, S. L., and Mao, Z. (2004).
Regulation of hepatic stellate cell activation and growth by transcription factor
myocyte enhancer factor 2. Gastroentemlogy 127, 1174-1188. doi:10.1053/j.gastro.
2004.07.007

Wu, J., Minikes, A. M., Gao, M., Bian, H., Li, Y., Stockwell, B. R, et al. (2019).
Intercellular interaction dictates cancer cell ferroptosis via NF2-YAP signalling. Nature
572, 402-406. doi:10.1038/s41586-019-1426-6

Wu, J., Wang, Y., Jiang, R., Xue, R,, Yin, X., Wu, M,, et al. (2021). Ferroptosis in liver
disease: new insights into disease mechanisms. Cell Death Discov. 7, 276. doi:10.1038/
541420-021-00660-4

Xiang, J., Zhang, N., Sun, H., Su, L., Zhang, C., Xu, H,, et al. (2020). Disruption of
SIRT7 increases the efficacy of checkpoint inhibitor via MEF2D regulation of
programmed cell death 1 ligand 1 in hepatocellular carcinoma cells.
Gastroenterology 158, 664-678.¢24. doi:10.1053/j.gastro.2019.10.025

Xie, L, Fang, B, and Zhang, C. (2023). The role of ferroptosis in metabolic diseases.
Biochim. Biophys. Acta Mol. Cell Res. 1870, 119480. doi:10.1016/j.bbamcr.2023.119480

Yan, B., Peng, Z., and Xing, C. (2019). SORBS2, mediated by MEF2D, suppresses the
metastasis of human hepatocellular carcinoma by inhibitiing the c-Abl-ERK signaling
pathway. Am. J. Cancer Res. 9, 2706-2718.

Yang, Y., Zhu, T,, Wang, X, Xiong, F., Hu, Z, Qiao, X,, et al. (2022). ACSL3 and
ACSL4, distinct roles in ferroptosis and cancers. Cancers (Basel) 14, 5896. doi:10.3390/
cancers14235896

Younossi, Z., Anstee, Q. M., Marietti, M., Hardy, T., Henry, L., Eslam, M., et al. (2018).
Global burden of NAFLD and NASH: trends, predictions, risk factors and prevention.
Nat. Rev. Gastroenterol. Hepatol. 15, 11-20. doi:10.1038/nrgastro.2017.109

Zhang, H., Zhang, E., and Hu, H. (2021). Role of ferroptosis in non-alcoholic fatty
liver disease and its implications for therapeutic strategies. Biomedicines 9, 1660. doi:10.
3390/biomedicines9111660

frontiersin.org


https://doi.org/10.1016/j.chembiol.2018.11.016
https://doi.org/10.1155/2017/8416763
https://doi.org/10.1016/j.tcb.2023.05.003
https://doi.org/10.1194/jlr.m024562
https://doi.org/10.1016/j.ajpath.2019.09.011
https://doi.org/10.1016/j.ajpath.2019.09.011
https://doi.org/10.1016/j.freeradbiomed.2018.09.014
https://doi.org/10.1016/j.freeradbiomed.2018.09.014
https://doi.org/10.1002/hep.32542
https://doi.org/10.3390/jcm10010036
https://doi.org/10.1038/s41419-019-1678-y
https://doi.org/10.1038/s41419-019-1678-y
https://doi.org/10.1038/s41586-020-2623-z
https://doi.org/10.1007/s00018-023-04966-7
https://doi.org/10.1053/j.gastro.2004.07.007
https://doi.org/10.1053/j.gastro.2004.07.007
https://doi.org/10.1038/s41586-019-1426-6
https://doi.org/10.1038/s41420-021-00660-4
https://doi.org/10.1038/s41420-021-00660-4
https://doi.org/10.1053/j.gastro.2019.10.025
https://doi.org/10.1016/j.bbamcr.2023.119480
https://doi.org/10.3390/cancers14235896
https://doi.org/10.3390/cancers14235896
https://doi.org/10.1038/nrgastro.2017.109
https://doi.org/10.3390/biomedicines9111660
https://doi.org/10.3390/biomedicines9111660
https://www.frontiersin.org/journals/pharmacology
https://www.frontiersin.org
https://doi.org/10.3389/fphar.2024.1464852

	Transcription factor MEF2D regulates aberrant expression of ACSL3 and enhances sorafenib resistance by inhibiting ferroptos ...
	1 Introduction
	2 Materials and methods
	2.1 Animals
	2.2 Patients and specimens of NAFLD-related HCC
	2.3 Drugs and reagents
	2.4 The hematoxylin and eosin (H&E) staining
	2.5 Immunohistochemistry (IHC) staining
	2.6 Cell culture
	2.7 Western blotting
	2.8 Small interfering RNA (siRNA) transfection
	2.9 Construction of plasmids
	2.10 Quantitative reverse-transcription polymerase chain reaction
	2.11 Cell viability detection
	2.12 Detection of LPO and ROS levels
	2.13 Chromatin immunoprecipitation (ChIP) assay
	2.14 Bioinformatics analysis
	2.15 Statistical analysis

	3 Results
	3.1 The high expression of ACSL3 promotes the progression of NAFLD to HCC and is associated with poor prognosis of HCC patients
	3.2 The aberrant expression of ACSL3 in HCC protects cells from ferroptosis
	3.3 ACSL3 enhances sorafenib resistance by inhibiting ferroptosis in HCC
	3.4 The transcription factor MEF2D binds to the promoter of ACSL3 and promotes ACSL3 expression

	4 Discussion
	Data availability statement
	Ethics statement
	Author contributions
	Funding
	Conflict of interest
	Publisher’s note
	Supplementary material
	References


