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Abstract 

Non-small cell lung cancer (NSCLC), a major subtype of lung cancer, encompasses squamous cell carcinoma, 
adenocarcinoma, and large cell carcinoma. Compared to small cell lung cancer, NSCLC cells grow and divide 
more slowly, and their metastasis occurs at a later stage. Currently, chemotherapy is the primary treatment for 
this disease. Sappanone A (SA) is a flavonoid compound extracted from the plant Caesalpinia sappan, known for 
its antitumor, redox-regulating, and anti-inflammatory properties. Recent studies have investigated the 
interaction of SA with mitochondrial pathways in regulating cell death through the Nrf-2/GPX-4/xCT axis. This 
study specifically explores the mechanism by which SA affects mitochondrial morphology and structure 
through the regulation of mitophagy and mitochondrial biogenesis in tumor cells. The study primarily utilizes 
second-generation transcriptomic sequencing data and molecular docking techniques to elucidate the role of 
SA in regulating programmed cell death in tumor cells. The omics results indicate that SA treatment significantly 
targets genes involved in oxidative phosphorylation, mitophagy, mitochondrial dynamics, and oxidative stress. 
Further findings confirmed that the Nrf-2/GPX4/xCT pathway serves as a crucial target of SA in the treatment 
of NSCLC. Knockdown of Nrf-2 (si-Nrf-2) and Nrf-2 overexpression (ad-Nrf-2) were shown to modulate the 
therapeutic efficacy of SA to varying degrees. Additionally, modifications to the GPX4/xCT genes significantly 
affected the regulatory effects of SA on mitochondrial autophagy, biogenesis, and energy metabolism. These 
regulatory mechanisms may be mediated through the caspase pathway and ferroptosis-related signaling. 
Molecular biology experiments have demonstrated that SA intervention further inhibits the phosphorylation of 
FUNDC1 at Tyr18 and downregulates TOM20 expression. SA treatment was found to reduce the expression 
of PGC1α, Nrf-1, and Tfam, resulting in a decrease in mitochondrial respiration and energy metabolism. 
Overexpression of Nrf-2 was shown to counteract the regulatory effects of SA on mitophagy and 
mitochondrial biogenesis. Confocal microscopy experiments further revealed that SA treatment increases 
mitochondrial fragmentation, subsequently inducing mitochondrial pathway-mediated programmed cell death. 
However, genetic modification of the Nrf-2/GPX4/xCT pathway significantly altered the regulatory effects of 
SA on tumor cells. In conclusion, SA has been identified as a promising therapeutic agent for NSCLC. The 
mitochondrial pathway-mediated apoptosis and ferroptosis may represent key mechanisms in regulating tumor 
cell death. Targeting the Nrf-2/GPX-4/xCT axis offers a novel therapeutic approach for maintaining 
mitochondrial homeostasis within the cellular microenvironment. 
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Introduction 
Lung cancer is among the most prevalent cancers 

worldwide, with 2.2 million new cases annually, 
representing 11.4% of all malignant tumors[1]. 
Annually, 1.8 million deaths are attributed to lung 
cancer, making up 18.0% of all cancer-related deaths. 
NSCLC, synonymous with "non-small cell 
carcinoma," is a major subtype of lung cancer, 
including squamous cell carcinoma, adenocarcinoma, 
and large cell carcinoma[2]. Compared to small cell 
lung cancer, NSCLC cells grow and divide at a slower 
rate, with metastasis occurring relatively later. 
NSCLC constitutes approximately 80-85% of all lung 
cancer cases. In the treatment of NSCLC, targeted 
therapy is currently one of the most commonly 
employed clinical approaches[3]. However, due to 
issues such as drug resistance and the high 
survivability of tumor cells, exploring novel 
therapeutic agents or identifying relevant target 
inhibitors has become a critical scientific challenge. 

Multiple studies have demonstrated that 
mitochondrial influence on lung cancer primarily 
involves mitochondrial biogenesis, structural 
changes, and metabolic alterations[4]. As research into 
mitochondrial mechanisms advances, it has become 
evident that mitochondria play a regulatory role in 
inter-organelle signal transduction and in multiple 
pathways of programmed cell death, including 
pyroptosis, apoptosis, necroptosis, and ferroptosis[5]. 
The disruption of mitochondrial homeostasis is 
crucial in lung cancer development and invasion. 
Furthermore, mitochondrial regulation has been 
linked to drug resistance during clinical treatments, 
making it a key focus in mitochondrial 
pathway-based drug therapies[6]. 

Mitochondria are membrane-bound organelles 
present in nearly all eukaryotic cells, primarily 
generating the energy required for tumor cell survival 
and activity through oxidative phosphorylation and 
the mitochondrial respiratory chain[7]. Recent studies 
have shown that mitochondria can influence lung 
cancer occurrence, progression, and drug resistance 
through various pathways[8, 9]. Targeting 
mitochondria with therapeutic agents or combining 
them with natural compounds has emerged as a 
popular research focus in lung cancer treatment[10, 
11]. Mitochondria, ubiquitously present in human 
cells, are double-membraned organelles composed of 
an outer membrane, intermembrane space, inner 
membrane, and matrix.[12, 13]. Their primary 
function is to break down organic molecules like 
glucose and fatty acids through oxidative 
phosphorylation, providing energy to cells in the form 
of adenosine triphosphate (ATP)[14, 15]. 
Mitochondria also play roles in regulating the 

production and metabolism of reactive oxygen species 
(ROS), signal transduction, and the control of 
apoptosis[16, 17]. 

Recent studies have also revealed that 
mitochondria are involved in various aspects of 
cancer biology, including oncogene activation, altered 
energy metabolism, oxidative stress, and 
mitochondrial dynamics, all of which are regulated by 
mitochondria[18, 19]. This regulation either directly 
triggers or indirectly promotes tumor development 
and invasion[20]. 

Approximately 90% of cellular ATP is produced 
through this oxidative phosphorylation (OXPHOS) 
process in the mitochondria[20]. However, most 
cancer cells exhibit metabolic characteristics that are 
fundamentally different from those of normal tissues. 
Due to the hypoxic conditions in the tumor 
microenvironment, mitochondrial ATP production 
shifts from oxidative phosphorylation to a high rate of 
glycolysis, a phenomenon known as the Warburg 
effect[7]. This metabolic shift meets the heightened 
energy demands of tumor cells, providing a growth 
advantage and is considered a hallmark of cancer[21]. 
Current research has identified Nrf-2 as a key 
regulatory gene mediating mitochondrial energy 
metabolism and biogenesis[22, 23]. 

Our findings suggest that mitochondrial 
dysfunction is a key factor in the regulation of 
mitochondrial activity in tumor cells by SA. However, 
the regulatory network and upstream signaling 
pathways or targets remain elusive. Research conduc-
ted in our laboratory has revealed that defective 
mitochondrial quality control contributes to 
heightened mitochondrial fission, reduced mitochon-
drial fusion, and dysfunction in receptor-dependent 
or receptor-independent mitophagy, ultimately 
resulting in a decrease in mitochondrial biogenesis[24, 
25]. This concept is supported by evidence connecting 
disrupted mitochondrial homeostasis to multiple 
types of programmed cell death, such as apoptosis, 
necroptosis and ferroptosis, via mitochondrial 
pathways[24, 26]. 

Mechanistically, programmed cell death is 
associated with abnormal mitochondrial homeostasis, 
driven by Nrf-2-mediated dysregulation of 
mitochondrial DNA levels and biogenesis[16, 27]. 
Although the precise mechanisms regulating 
mitochondrial DNA and biogenesis during tumor cell 
proliferation and differentiation remain unclear, 
emerging evidence suggests that the GPX4- and 
xCT-mediated ferroptosis pathway plays a critical 
role in targeting mitochondrial homeostasis[28, 29]. In 
light of this, our further experiments using SA 
intervention and gene modification techniques 
confirmed the advantages of SA in targeting tumor 
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cell mitochondria. This study seeks to clarify the 
potential advantages of SA in the treatment of 
NSCLC. 

Methods 
Establishment of cell culture and transfection 
system 

NCI-H1650 (human non-small cell lung cancer 
cells) were provided by the Cell Platform of the 
Experimental Center at Guangzhou University of 
Chinese Medicine. The cells were maintained in 
RPMI-1640 medium (Gibco, USA) supplemented with 
10% fetal bovine serum (FBS) and 100 U/mL of 
penicillin. Sappanone A (catalog number: HY-113556, 
purity: 99.58%) was purchased from 
MedchemExpress (MCE, USA). To further investigate 
the effects and regulatory mechanisms of SA on lung 
cancer cells, we used adenovirus transfection to knock 
down and overexpress Nrf-2/xCT and GPX-4 in lung 
cancer cell models, followed by treatment with 
different concentration gradients of SA (low, medium, 
and high doses) [30]. 

Molecular docking 
The AutoDock Vina program was used for 

docking studies. SA was docked with Nrf-2/xCT 
(SLC7A11) and GPX-4 to identify potential 
conformations of the ligand at the binding site and 
further determine the population of orientations. 
Protein information was converted to PDBQT files, 
including structures of proteins with all polar 
residues containing hydrogen atoms. Flexible docking 
of the fixed protein-ligand complex was conducted. 
The docking site on the protein target was specified 
by generating a grid box centered on the native ligand 
binding site, utilizing the default grid spacing [31]. 
After the docking search was completed, the best 
conformation was selected. PyMol was employed to 
analyze the interactions within the complex 
protein-ligand conformations, including details of 
hydrogen bonding and bond lengths [32]. 

Second generation transcriptome 
Total RNA was extracted from three 

experimental groups: control group (Con), SA 
treatment group (SA), and SA treatment + Nrf-2 
overexpression group (SA + ad-Nrf-2). Each 
experimental group consisted of three biological 
replicates. Cells were lysed, and RNA was isolated 
according to the manufacturer's protocol (Invitrogen, 
USA). The quality and integrity of the RNA samples 
from the three replicate groups were assessed using 
an Agilent 2100 Bioanalyzer (Agilent Technologies, 
USA), ensuring that all RNA samples had an RNA 
integrity number (RIN) greater than 7.0. Raw 

sequencing data underwent quality control using 
FastQC, and clean reads were aligned to the reference 
genome (e.g., GRCh38) using HISAT2. Differential 
analysis between the control (Con) and SA (SA treat) 
groups was performed using DESeq2, identifying 
significant changes in gene expression profiles [33]. 

Confocal detection  
Following PBS washing, cells from various 

groups were directly labeled with MitoTracker dye, 
while other cells were fixed with paraformaldehyde 
for 30 minutes, as outlined in previous studies. The 
cells were then incubated overnight at 4°C with 
primary antibodies (LC3, TOM20, Tfam) [34]. 
Following this, they were incubated with fluorescent 
secondary antibodies for 30 minutes, and DAPI was 
used for nuclear staining. Imaging and nuclear 
staining were performed using a laser confocal 
microscope. Image analysis was carried out using 
ImageJ software. 

Western blot 
Cells were further lysed in RIPA buffer 

containing protease inhibitors (Thermo Fisher, Cat. 
No. 36978) and phosphatase inhibitors 
(Sigma-Aldrich, Cat. No. P5726) on ice for 10 minutes. 
The lysates were then centrifuged at 14,000 rpm for 15 
minutes at 4°C. After adding LDS sample buffer (Life 
Technologies, Cat. No. NP0007) [35], the samples 
were heated at 90°C for 10 minutes. Proteins (20 μg) 
were separated on 10% to 15% DS-PAGE gels and 
transferred onto 0.2 μm nitrocellulose membranes 
(Carl Roth, Cat. No. 4685.1). The membranes were 
blocked with 5% milk for 1 hour, then incubated 
overnight at 4°C with primary antibodies, followed by 
a 1-hour incubation with secondary antibodies. After 
washing with TBST, bands were visualized using the 
Pierce ECL Plus substrate (Life Technologies, Cat. No. 
32132). 

ELISA 
The supernatant from the centrifuged whole-cell 

lysates was analyzed for caspase-3/caspase-9 activity, 
as well as Complex-I/III/V activity, following the 
manufacturer's instructions. Experimental data were 
analyzed using GraphPad software [36]. 

RNA isolation and quantitative real-time PCR 
Total RNA was isolated from cells using TRIzol 

reagent (Invitrogen). An aliquot of 0.2 mL chloroform 
was added to every 1 mL of homogenate, and the 
mixture was vigorously shaken, followed by 
incubation on ice for 15 minutes [37]. The samples 
were transferred to fresh tubes, and an equal volume 
of isopropanol was added. The supernatant was 
discarded, and the RNA pellets were washed with 
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75% ethanol by gentle inversion, followed by 
centrifugation at 8,000 rpm for 8 minutes at 4°C [38]. 
The pellets were air-dried for 10 minutes and 
dissolved in nuclease-free water. RNA (2 μg) was 
reverse transcribed using M-MLV reverse 
transcriptase (Invitrogen). The resulting cDNA was 
stored at -80°C until use. Quantitative real-time PCR 
(RT-PCR) was performed using SYBR Select Master 
Mix (Roche) and the ViiA 7 Real-Time PCR System 
(Applied Biosystems). Ct values were extrapolated to 
a standard curve, and data were normalized to 18S 
rRNA, the housekeeping gene [39]. 

ATP measurement 
To measure ATP levels in cultured cells, 4 × 10^6 

cells were lysed on ice and centrifuged at 13,000 g for 
5 minutes at 4°C to collect the supernatant. ATP levels 
in the supernatant were quantified using an ATP 
Assay Kit (Abcam, ab83355) at a wavelength of 570 
nm via a colorimetric method, followed by statistical 
analysis [40]. 

XFe24 hippocampal energy metabolism test 
Mitochondrial energy metabolism in each group 

of cells was evaluated using an XF-24 Extracellular 
Flux Analyzer (Agilent 103592-100; Seahorse 
Bioscience, California, USA). Cells were seeded in 
XF24 cell culture plates (Cat. No. 100777-004; Agilent, 
California, USA) to achieve 95% confluence (3–4 × 
10^4 cells/well). XF unbuffered media (XF DMEM 
medium, pH 7.4, Cat. No. 103757-100; Agilent) and 
XF24 sensor cartridges were calibrated in calibration 
buffer overnight. The cartridge was loaded with 
compounds for real-time ATP rate measurements 
[41].  

Statistical analyses 
Statistical analysis was performed using Prism 

10.0 software (GraphPad). Experimental data were 
analyzed and presented as means ± standard error of 
the mean (SEM). Comparisons between two groups 
were performed using either parametric t-tests or 
non-parametric Mann-Whitney tests. One-way 
analysis of variance (ANOVA) with Bonferroni post 
hoc tests was used for comparisons between two or 
more groups. A p-value < 0.05 was considered 
statistically significant. 

Results 
Nrf-2-mediated mitochondrial biogenesis and 
mitophagy are the primary therapeutic targets 
through which SA regulates tumor cell 
homeostasis 

To investigate the SA regulates mitochondrial 
homeostasis in tumor cells and its upstream 

regulatory proteins, we employed second-generation 
gene sequencing to analyze the differential expression 
of mitochondrial-enriched genes before and after SA 
intervention. The results revealed that the differen-
tially enriched genes were primarily associated with 
mitochondrial oxidative phosphorylation, mitophagy, 
mitochondrial dynamics (fusion), and oxidative stress 
(Figure 1A-D). These findings suggest that 
SA-induced disruption of mitochondrial function in 
tumor cells is closely related to these mechanisms. 
Furthermore, molecular docking experiments 
confirmed a strong binding affinity between Nrf-2 
and SA, indicating that Nrf-2 may serve as a critical 
target in the therapeutic effects of SA on tumors 
(Figure 1E). Additionally, the experimental results 
showed that a high dosage of SA exhibited stronger 
antioxidant activity and a more significant regulation 
of mitochondrial respiratory chain function, whereas 
low and moderate doses of SA did not demonstrate 
the same regulatory effects (Figure 1I-L). Notably, 
intervention with a mitophagy activator abolished the 
regulatory effects of high-dose SA, while intervention 
with a mitophagy inhibitor did not affect the 
therapeutic efficacy of SA (Figure 1I-L). These 
findings suggest that the regulation of mitochondrial 
homeostasis in tumor cells by SA may be mediated 
through the mitophagy. Further molecular biology 
experiments demonstrated that SA intervention 
significantly suppressed the fluorescence expression 
of TFAM and TOM20, and reduced the protein 
expression of mitochondrial biogenesis-related genes, 
including Nrf-1, TFAM, and PGC1α (Figure 1F-H). 
However, overexpression of Nrf-2 and intervention 
with UA inhibited the regulatory effects of SA on 
mitochondrial biogenesis and mitophagy, whereas 
Nrf-2 knockdown had no impact on the therapeutic 
efficacy of SA (Figure 1F-H). These results suggest 
that the mechanism by which SA regulates 
mitochondrial homeostasis in lung cancer cells may 
involve Nrf-2-mediated mitochondrial biogenesis and 
mitophagy pathways. 

SA regulates programmed cell death in tumor 
cells through Nrf-2-mediated mitochondrial 
unfolded protein response 

To elucidate the mechanism by which SA 
regulates mitochondrial homeostasis through Nrf-2 
and the phenotypic effects of the associated enriched 
genes, we conducted transcriptomic studies under 
Nrf-2 gene-modified conditions. The results aligned 
with previous findings, revealing significant 
differences among the NT control group, SA-treated 
group, and SA+ad-Nrf-2-treated group. The 
differentially enriched genes were primarily 
associated with oxidative phosphorylation, the 
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tricarboxylic acid cycle, oxidative stress, mitophagy, 
and mitochondrial fusion (Figure 2D-G). Confocal 
imaging using Mito-Tracker showed that SA induced 

increased mitochondrial fission and fragmentation, 
along with reduced co-localization of TOM20 and LC3 
(Figure 2A-C).  

 

 
Figure 1. Nrf-2-mediated mitochondrial biogenesis are the primary therapeutic targets through which SA regulates tumor cell homeostasis. (A-B) 
Heatmap of gene expression in the control group and SA-H group and Volcano plot of differential genes between the control group and SA-H group; (C-D) GSEA analysis showed 
that compared to the control group, the tumor cells of the SA-H group mice exhibited significant activation of OXPHOS, fatty acid beta-oxidation, mitophagy, mitochondrial 
fusion and detoxification of ROS. (E) Molecular docking experiments showed a strong binding affinity between Nrf-2 and SA. (F-G) Laser confocal detection of mitochondrial 
biogenesis marker TFAM and mitophagy marker TOM20 expression level; (H) Expression of mitochondrial biosynthesis related proteins (PGC1-α/Nrf-1/Tfam); (I-L) Expression 
level of ROS and mitochondrial respiratory chain complex(I/III/V). Experiments were repeated at least three times and the data are shown as mean ± SEM. *p<0.05. 
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Further molecular biology analyses revealed 
abnormal expression levels of Caspase-3, Caspase-9, 
and Cyto-C (Figure 2A-C). Elevated mitochondrial 
fission levels may play a crucial role in the reduction 
of mitochondrial biogenesis and mitophagy, while the 
activation of Caspase-3, Caspase-9, and Cyto-C likely 
triggers mitochondrial pathway-mediated apoptosis. 
Notably, ad-Nrf-2/si-Nrf-2 and ad-GPX4/si-GPX4 
treatments differentially influenced the regulation of 
Caspase-3, Caspase-9, and Cytochrome C by SA 
(Figure 2A-C). PCR experiments further confirmed 
that SA significantly upregulated the transcription of 
genes related to the mitochondrial unfolded protein 
response (UPRmt)(Figure 2J-O). Additionally, 
ad-Nrf-2/si-Nrf-2 and ad-GPX4/si-GPX4 treatments 
modulated the activation of the mitochondrial 
unfolded protein response by SA (Figure 2J-O). These 
findings suggest that SA may activate the 
mitochondrial unfolded protein response in lung 
cancer cells, thereby inducing mitochondrial 
pathway-mediated apoptosis. Analysis of Bax and 
Bcl-2 gene expression revealed that SA intervention 
activated Bax while inhibiting Bcl-2 expression 
(Figure 2H-I), indicating that the mitochondrial 
unfolded protein response induced by SA could be a 
key mechanism underlying mitochondrial 
pathway-mediated cell death. 

SA regulates mitochondrial homeostasis in 
tumor cells through multi-pathway mitophagy 

In addition to these findings, transcriptomic 
validation further confirmed that the gene differences 
regulated by SA through Nrf-2 may be closely 
associated with mitochondrial membrane potential, 
mitochondrial protein homeostasis, and the function 
of both the inner and outer mitochondrial membranes 
(Figure 3F,I-K). This is consistent with our previous 
results. However, PCR analysis related to mitophagy 
indicated that SA inhibited PINK/Parkin 
transcription and reduced TOM20 fluorescence 
expression, while also suppressing the expression of 
PGC1-α, Nrf-1, and TFAM (Figure 3A-E). Further 
molecular biology experiments showed that SA 
inhibited the phosphorylation of FUNDC1 at Tyr18 
and reduced the protein expression levels of Beclin-1 
and ATG5. Interventions with ad-Nrf-2/si-Nrf-2, as 
well as UA treatments, differentially influenced the 
regulation of mitophagy by SA via multiple pathways 
(Figure 3H). These findings suggest that the 
regulation of mitophagy by SA may be linked to 
Nrf-2-mediated mitochondrial biogenesis. Our 
experiments indicate that SA modulates mitophagy 
through both receptor-dependent autophagy, 
mediated by FUNDC1, and receptor-independent 
mitophagy, mediated by PINK/Parkin. 

To further confirm the regulatory effects of SA 
on mitophagy mechanisms, we examined the 
integrity of mitochondrial morphology and structure. 
The results showed that high doses of SA significantly 
disrupted mitochondrial morphology and structure, 
consistent with prior findings. Interventions with 
ad-Nrf-2/si-Nrf-2 and UA treatments also modulated 
the regulation of mitochondrial dynamics by SA to 
varying degrees (Figure 4A). PCR experiments related 
to mitochondrial pathway apoptosis further 
confirmed that SA disrupted the Bax/Bcl-2 balance in 
lung cancer cells, thereby activating mitochondrial 
pathway-mediated apoptosis through Caspase 
(Figure 4B-F). Molecular biology experiments 
revealed that SA treatment also activated 
endoplasmic reticulum stress and inhibited the 
phosphorylation of FUNDC1 at Tyr18, consistent with 
earlier findings (Figure 4I). However, low and 
moderate doses of SA did not significantly affect these 
mechanisms, while Nrf-2 gene modification and 
mitophagy activation negated the regulatory effects of 
SA (Figure 4A-I). Notably, intervention with the 
mitochondrial ATP synthase inhibitor BA produced 
the same effects as 3MA without eliminating the 
therapeutic efficacy of SA (Figure 4A-I). These 
findings suggest that SA intervention not only affects 
multiple pathways of mitophagy but also leads to 
dysfunction of the mitochondrial permeability 
transition pore, over-activating VDAC1 and inducing 
endoplasmic reticulum stress, resulting in 
mitochondrial energy metabolism dysfunction. This 
may represent a key pathway leading to 
mitochondrial pathway-mediated programmed cell 
death. However, further experiments are needed to 
confirm the regulatory effects of SA on mitochondrial 
energy metabolism pathways. 

SA regulates tumor cell mitophagy and 
ferroptosis through Nrf-2-mediated 
mitochondrial energy metabolism 

Mitochondrial energy metabolism is closely 
linked to mitophagy and programmed tumor cell 
death. Our results demonstrated that SA intervention 
may disrupt mitochondrial ATP synthase, leading to 
mitochondrial energy metabolism dysfunction and 
the inhibition of multiple mitophagy pathways. To 
further verify the mechanism by which SA regulates 
ATP synthesis and mitochondrial respiratory function 
through mitochondrial energy metabolism, we 
conducted metabolic system evaluated respiratory 
function in lung cancer cells. The results showed that 
SA reduced basal respiration, maximal respiration, 
reserve respiratory capacity, and ATP synthesis 
levels, while increasing mitochondrial proton leak 
(Figure 5A-H).  
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Figure 2. Nrf-2-mediated Mitochondrial dynamics are important pathways for SA mediated dysregulation of cell homeostasis. (A) Mitochondrial morphology 
and structural integrity testing (Mito-tracker Green); (B) Detection of expression of mitochondrial pathway-mediated apoptosis related proteins (Caspase-3/Caspase-9/Cyt-C); 
(C) Fluorescence co-localization detection of mitophagy related co-localization expression of LC3 and TOM20; (D) Principal component analysis between the control group, 
SA-H group and SA+ad-Nrf-2 group; (E) Volcano plot of differential genes between the control group; (F) GSEA analysis showed that compared to the SA group, the tumor cells 
of the SA+ad-Nrf-2 group exhibited significant activation of oxidative stress response, while response to unfolded protein, OXPHOS, mitochondrial fision, mitochondrial fusion, 
mitophagy, TCA cycle were significantly inhibited; (H-O) Apoptosis related gene expression levels (Bax/Bcl-2) and mtUPR related gene expression levels 
(Clpp/mtDNA/CHOP/Atf5/HSP10/HSP60); Experiments were repeated at least three times and the data are shown as mean ± SEM. *p<0.05. 
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Figure 3. Multi pathway mitophagy is a key mechanism by which SA regulates tumor cell homeostasis. (A-D) Mitophagy related gene expression levels 
(PINK/Parkin/Tfam/TOM20); (E) Laser confocal detection mitophagy marker TOM20 expression level; (F) The KEGG analysis also demonstrates that core pathways such as Tnf 
signaling pathway and lL-17 signaling pathway. (G) Molecular docking experiments showed a strong binding affinity between GPX-4 and SA. (H) The expression levels of 
mitophagy related proteins (FUNDC-1 Tyr-18/ FUNDC-1/Beclin-1/ATG5); (I-K) GO analysis showed that the differentially expressed genes were mainly enriched in 
mitochondrial membrane potential, oxidoreductase activity and other aspects. Experiments were repeated at least three times and the data are shown as mean ± SEM. *P<0.05. 
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Figure 4. SA regulates multiple pathways of mitochondrial autophagy through Nrf-2 and mediates mitochondrial - endoplasmic reticulum stress, 
activating programmed cell death. (A) Mitochondrial morphology and structural integrity testing (Mito-tracker Green); (B) Apoptosis related gene expression levels 
(Bax/Bcl-2/ Caspase-3/Caspase-9/ Caspase-12) and mitochondrial biosynthesis related gene expression of levels (PGC1-α/Nrf-1); (I) Expression of mitophagy related proteins 
(FUNDC-1 Tyr-18/ FUNDC-1/Beclin-1/ATG5), endoplasmic reticulum stress-related genes (Atf-6/IRE1/PERK) and VDAC1. Experiments were repeated at least three times and 
the data are shown as mean ± SEM. *P<0.05. 
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Additional findings suggest that SA activates 
ferroptosis in lung cancer cells under conditions of 
suppressed mitochondrial biogenesis, consistent with 
previous studies involving TOM20(Figure 5A-H). 
Nrf-2 gene modification further influenced regulation 
effect of SA in mitochondrial energy metabolism and 
biogenesis, altering its modulation of both biogenesis 
and ferroptosis pathways (Figure 5A-J). 
Dose-gradient experiments revealed that high doses 
of SA exhibited superior regulatory effects on 
mitochondrial biogenesis and ferroptosis pathways, 
while mitophagy activators (UA) and inhibitors 
(3MA) modulated the regulatory effects of SA on 
these mechanisms (Figure 5A-J). These findings 
further suggest that the regulation of mitophagy by 
SA through Nrf-2 may be closely associated with 
mitochondrial energy metabolism. Under conditions 
of Nrf-2-mediated biogenesis dysfunction and 
multi-pathway mitophagy dysfunction, mitochon-
drial energy metabolism is also impaired, which may 
be a key precursor to ferroptosis in lung cancer cells. 

SA regulates mitochondrial energy 
metabolism and mitochondrial biogenesis 
through the Nrf-2-xCT (SCL7A11) pathway 

Previous experiments have confirmed that 
Nrf-2-mediated mitochondrial biogenesis and energy 
metabolism may be critical mechanisms leading to 
mitochondrial pathway-mediated ferroptosis. 
Additionally, second-generation sequencing has 
demonstrated that xCT (SCL7A11)-related oxidative 
phosphorylation and energy metabolism are key 
pathways through which SA regulates mitochondrial 
biogenesis. To further verify that the Nrf-2-xCT 
(SCL7A11) pathway is an important mechanism in the 
regulation of mitochondrial energy metabolism and 
programmed cell death by SA, we established an 
Nrf-2-xCT (SCL7A11) gene-modified lung cancer cell 
model. The results showed that overexpression of xCT 
(SCL7A11) mimicked the effects of Nrf-2 
overexpression, significantly negating the regulation 
of mitochondrial energy metabolism (including 
mitochondrial respiratory function) and 
mitochondrial biogenesis by SA (Figure 6A,D-J). 
Caspase-3 and Bax assays confirmed the consistency 
of these findings (Figure 6B-C). However, xCT 
(SCL7A11) knockdown did not affect the regulatory 
effects of SA (Figure 6A-J). Gene modification 
experiments confirmed that si-Nrf-2 and ad-Nrf-2 
treatments influenced the regulatory effects of SA in 
the context of xCT (SCL7A11) overexpression, while 
these treatments had no effect in the context of xCT 
(SCL7A11) knockdown (Figure 6A-J). These results 
further suggest that xCT (SCL7A11) may interact with 
Nrf-2, directly influencing the mitochondrial-targeted 

regulatory effects of SA. Further experimental results 
confirmed the interaction of these mechanisms, with 
LC3 and TOM20 fluorescence co-localization 
indicating that the regulation of mitophagy by SA is 
closely related to the xCT-Nrf-2 axis (Figure 7A-B). 
Transcriptional analysis of genes related to 
mitochondrial respiratory chain function and 
biogenesis was consistent with previous findings, and 
non-receptor-dependent mitophagy regulatory 
proteins PINK/Parkin also showed results consistent 
with earlier studies (Figure 7C-I). 

Gene modification experiments further 
confirmed that si-Nrf-2 and ad-Nrf-2 treatments in the 
context of xCT (SCL7A11) overexpression influenced 
the regulation of PINK/Parkin-mediated mitophagy, 
mitochondrial biogenesis, and energy metabolism by 
SA. However, these treatments had no effect in the 
context of xCT (SCL7A11) knockdown (Figure 7C-I). 
In summary, our findings suggest that the xCT 
(SCL7A11)/Nrf-2 axis, in conjunction with GPX4, 
plays a critical role in the regulation of mitochondrial 
function by SA in lung cancer cells. 

Discussion 
Our research highlights the complexity and 

necessity of understanding the molecular mechanisms 
underlying the regulation of mitochondrial damage in 
malignant tumor cells by SA. Current studies have yet 
to fully confirm the interaction between mitophagy, 
mitochondrial biogenesis, and ferroptosis, or the 
mitochondrial-targeting mechanism of SA in NSCLC. 
Our study utilized a series of gene-modified cell 
models, including Nrf-2 knockout (si-Nrf-2), Nrf-2 
overexpression (ad-Nrf-2), GPX4 knockout (si-GPX4), 
GPX4 overexpression (ad-GPX4), xCT knockout 
(si-xCT), and xCT overexpression (ad-xCT). The aim 
was to further elucidate the pathways and 
mechanisms by which SA induces mitochondrial 
dysfunction, characterized by impaired mitophagy, 
increased mitochondrial fission (fragmentation), 
disrupted mitochondrial biogenesis, and imbalanced 
mitochondrial energy metabolism in tumor cells. 

Our findings led to four important conclusions. 
First, Nrf-2 and the xCT/GPX4 axis jointly influence 
mitochondrial pathway-mediated programmed cell 
death (apoptosis and ferroptosis), identifying the 
regulation by SA as a critical mechanism. This 
provides new insights into the molecular basis of 
programmed cell death regulation and drug 
development for lung cancer. Second, under the 
mediation of Nrf-2 and the xCT/GPX4 axis, SA 
further regulates mitochondrial biogenesis and 
energy metabolism, impeding tumor cell proliferation 
and differentiation while revealing upstream inducers 
of programmed cell death activation. This highlights 
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mitochondrial biogenesis and energy metabolism 
dysfunction as emerging phenotypes in lung cancer 

cell injury. 

 

 
Figure 5. SA regulates mitochondrial energy metabolism through Nrf-2 and mediates activation of ferroptosis. (A) Laser confocal detection mitophagy marker 
TOM20 expression level; (B-H) Expression level of mPTP opening rate, proton leakage level, ATP, reserve respiration, basal respiration, max respiration and VDACI mRNA; (I-J) 
Expression of mitochondrial biosynthesis related proteins (PGC1-α/Nrf-1/Tfam) and ferroptosis related proteins (GPX-4/SCL7A11). Experiments were repeated at least three 
times and the data are shown as mean ± SEM. *P<0.05. 
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Figure 6. SA regulates mitochondrial energy metabolism and mediates programmed cell death through the interaction mechanism between xCT and 
Nrf-2. (A) Laser confocal detection of mitochondrial biogenesis marker TFAM; (B-E) Apoptosis related gene expression levels (Bax/Caspase-3/Caspase-9); (D) Molecular 
docking experiments showed a strong binding affinity between xCT and SA. (E-J) Expression level of proton leakage level, ATP, reserve respiration, basal respiration and max 
respiration. Experiments were repeated at least three times and the data are shown as mean ± SEM. *P<0.05. 
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Figure 7. SA regulates mitophagy and mediates mitochondrial biosynthesis dysfunction through the interaction mechanism between xCT and Nrf-2. (A) 
Fluorescence co-localization detection of mitophagy related co-localization expression of LC3 and TOM20; (B-F) mitophagy related gene expression levels 
(TOM20/Pink1/PARKIN) and mitochondrial biosynthesis related gene expression (PGC1-α/Tfam); (G-I) Expression level of mitochondrial respiratory chain complex(I/III/V); 
Experiments were repeated at least three times and the data are shown as mean ± SEM. *P<0.05. 
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Third, SA induces significant fragmentation of 
mitochondrial structure, accompanied by elevated 
endoplasmic reticulum stress, and subsequently 
downregulates FUNDC1- and PINK/Parkin- 
mediated mitophagy. This interaction offers new 
mechanistic insights into mitochondrial quality 
control dysregulation in lung cancer cells. Fourth, 
Nrf-2 and the xCT/GPX4 axis interact to maintain 
mitochondrial homeostasis. In the absence of SA 
intervention, this interaction supports the regulation 
of mitochondrial energy metabolism in lung cancer 
cells. However, SA disrupts this regulatory network, 
suggesting that the mitochondrial-targeting 
mechanism of SA may be mediated through the 
interaction of the Nrf-2 and xCT/GPX4 axis. 

Nrf-2, containing a highly conserved basic 
leucine zipper structure, plays a crucial role in 
regulating oxidative and inflammatory responses 
during stress and restoring metabolic homeostasis[42, 
43]. Mitochondrial energy metabolism-driven 
metabolic reprogramming has been recognized as a 
hallmark of cancer progression. Under normal 
conditions, cancer cells alter their energy metabolism 
to meet the bioenergetic and biosynthetic demands of 
rapid cell proliferation, adapting to the tumor 
microenvironment[44]. As a key transcriptional 
regulator of the antioxidant stress pathway, Nrf-2 
plays a critical role in metabolic reprogramming 
during cancer cell proliferation[45]. When growth 
factors stimulate normal cells, PI3K signaling 
activates downstream proteins that promote 
increased glycolytic flux and fatty acid synthesis. 
However, in oncogenic pathways, the PI3K pathway 
interacts with Nrf-2 signaling to act as a major 
proliferative signal, thereby regulating programmed 
cell death pathways in tumor cells[46]. 

This further underscores the importance of Nrf-2 
in regulating mitochondrial energy metabolism in 
tumor cells[47]. Overexpression of the transcription 
factor Nrf-2 in tumor cells not only promotes 
proliferation under various stress conditions but also 
induces cancer resistance[48]. The downstream target 
genes of Nrf-2 primarily mediate its antioxidant 
function, allowing tumor cells to survive in hypoxic, 
nutrient-deprived, and endoplasmic reticulum stress 
environments. Platinum-based drugs such as cisplatin 
and carboplatin, as well as other common 
chemotherapeutic agents like paclitaxel and 
bleomycin, induce apoptosis by raising ROS levels 
beyond a threshold[49]. However, sustained 
activation of Nrf-2 increases cancer cell resistance to 
ROS by upregulating antioxidant enzymes and 
decreasing cytotoxic sensitivity[50]. This may be one 
of the pathways through which Nrf-2 maintains 
mitochondrial homeostasis, consistent with our 

experimental results, which suggest that 
Nrf-2-mediated mitochondrial energy metabolism 
and biogenesis are critical mechanisms in the 
regulation of mitochondrial homeostasis in cancer 
cells by SA[51-53]. 

In addition to the aforementioned regulatory 
mechanisms, mitochondrial dynamics is an important 
upstream regulatory mechanism of mitochondrial 
energy metabolism in cancer cells[54]. Mitochondrial 
dynamics refers to the highly dynamic nature of 
mitochondria maintained through cycles of fission 
and fusion, which govern their shape, distribution, 
and size[55, 56]. Dysregulation of this dynamic 
balance—divided into fusion and fission 
imbalances—is closely related to tumor occurrence, 
progression, and resistance. Regarding fusion, two 
members of the dynamin-related large GTPase family, 
MFN1, MFN2, and OPA1, regulate mitochondrial 
fusion[57]. Studies have confirmed that high mobility 
group box 1 (HMGB1) promotes the expression of 
phosphorylated DRP1, increasing mitochondrial 
fission in lung cancer cells and promoting metastasis. 
Furthermore, in KRAS-mutated NSCLC, DRP1 has 
been shown to provide energy for tumor cell growth 
by utilizing lactate and preventing ROS-induced 
oxidative clearance, thereby promoting cell 
proliferation[58]. This further supports the role of 
mitochondrial dynamics in tumor progression, 
aligning with our findings that SA-mediated 
mitochondrial fragmentation and dysfunction in 
mitochondrial dynamics may induce mitochondrial 
energy metabolism and downstream functional 
dysregulation, primarily affecting mitophagy 
activation. 

Mitophagy, a subtype of the autophagy 
response, is crucial for regulating mitochondrial 
homeostasis[59-61]. Under conditions such as ROS 
stimulation, nutrient deprivation, and cellular 
senescence, mitochondrial membrane potential depo-
larizes. Depolarized mitochondria are sequestered 
with cellular proteins in autophagosomes, which then 
fuse with lysosomes for degradation, maintaining 
cellular homeostasis and mitochondrial adaptability 
[62]. In multi-pathway-regulated mitophagy, the 
PINK1/Parkin pathway is considered the main 
mechanism of mitophagy, clearing depolarized 
mitochondria to maintain mitochondrial function and 
metabolic homeostasis, preventing Warburg 
metabolism and excessive ROS production[60, 63]. 

In addition to its canonical role in promoting 
depolarized mitochondrial autophagy, Parkin also 
interacts with HIF-1α to promote its degradation via 
ubiquitination, thereby inhibiting metastasis in breast 
cancer cells[64, 65]. HIF-1α, by inducing HIF target 
genes, promotes tumorigenesis, enhancing glycolysis, 
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angiogenesis, and metastasis. Thus, loss of Parkin or 
PINK1 may lead to elevated HIF-1α expression, 
promoting tumorigenesis[66, 67]. Moreover, 
PINK1/Parkin-induced mitophagy regulates the cell 
cycle checkpoint by sequestering TBK1 at the 
centrosome, promoting spindle assembly and mitosis. 
Increasing mitophagy can thus inhibit cell cycle 
progression, suppressing the rapid proliferation of 
tumor cells[68, 69]. 

Consistent with our findings, SA significantly 
inhibits the expression of PINK1/Parkin and ATG5, 
thereby suppressing mitophagy and blocking the 
mitophagy pathway. We hypothesize that the 
regulation of Warburg metabolism and mitochondrial 
oxidative stress by SA may be closely related to the 
receptor-independent mitophagy phenotype 
mediated by PINK1/Parkin [70]. 

Further research has shown that the interaction 
between FUNDC1 and LC3 is inhibited by 
SRC-mediated phosphorylation at the Y18 site within 
the LIR motif of FUNDC1[71]. Additional studies 
have confirmed that silencing FUNDC1 increases the 
assembly and disassembly rates of focal adhesions in 
prostate and glioblastoma cell lines, and increases cell 
motility and invasion in a DRP1-dependent 
manner[72, 73]. In contrast, overexpression of 
FUNDC1 limits cell migration and invasion. The 
enhanced migration and invasion resulting from 
reduced FUNDC1 expression is linked to increased 
liver metastasis in vivo but is also accompanied by 
decreased tumor cell proliferation. RNA-Seq analysis 
of 33 different tumor types from the TCGA database 
revealed that higher FUNDC1 levels are associated 
with the upregulation of genes involved in 
mitochondrial bioenergetics, whereas lower FUNDC1 
levels are correlated with elevated ROS signaling and 
increased metastasis, particularly in cancer[74, 75]. 
This aligns with our findings, as our results show that 
FUNDC1-mediated receptor-independent mitophagy 
may be an important pathway through which SA 
regulates mitochondrial homeostasis in lung cancer 
cells. SA significantly inhibits activation of FUNDC1 
in the TYR18 pathway, thereby inducing downstream 
mitochondrial dysfunction (in energy metabolism and 
biogenesis) and activating mitochondrial 
pathway-mediated apoptosis and ferroptosis [76]. 

Although it is still unclear whether ferroptosis 
involves key regulatory proteins like caspases in 
apoptosis, considerable evidence suggests that 
glutathione peroxidase 4 (GPX4) can serve as a 
reference marker for determining ferroptosis[77]. 
GPX4 plays a role in removing lipid peroxides, and its 
inactivation disrupts oxidative balance, allowing lipid 
peroxides to damage membrane structures and 
interact with mitochondrial regulatory proteins, 

triggering ferroptosis[78-80]. Due to its unique 
regulatory mechanism, GPX4 has emerged as a “star 
molecule,” capable of interacting with the 
cystine/glutamate antiporter solute carrier family 7 
member 11 (SLC7A11, xCT). In tumor tissues, 
increased oxidative stress and enhanced nutritional 
metabolic demands lead to abnormal expression of 
GPX4 and xCT in various tumor cells, contributing to 
drug resistance[81-84]. Our results further confirm 
that GPX4 and xCT can interact with Nrf-2, and SA 
regulates this interaction mechanism, disrupting the 
mitochondrial internal environment and activating 
ferroptosis and apoptosis through the mitochondrial 
pathway. This provides important insights for drug 
research targeting multiple programmed cell death 
pathways in tumor cells via the mitochondrial 
pathway. 

Acknowledgements 
This work was supported by grants from the 

National Natural Science Foundation of China (No. 
82204990, 82305114), Natural Science Foundation of 
Liaoning Provincial (No. 2023-BS-136, 2023-MS-227). 

Data availability 
The data that support the findings of this study 

are available within the paper and from the 
corresponding author upon reasonable request. 

Competing Interests 
The authors have declared that no competing 

interest exists. 

References 
1. Behrouzi R, Clipson A, Simpson KL, Blackhall F, Rothwell DG, Dive C, et al. 

Cell-free and extrachromosomal DNA profiling of small cell lung cancer. 
Trends in molecular medicine. 2024: S1471-4914(24)00218-1. 

2. Gu M, Liu Y, Zheng W, Jing Z, Li X, Guo W, et al. Combined targeting of 
senescent cells and senescent macrophages: A new idea for integrated 
treatment of lung cancer. Seminars in cancer biology. 2024; 106-107: 43-57. 

3. Miglietta G, Russo M, Capranico G, Marinello J. Stimulation of cGAS-STING 
pathway as a challenge in the treatment of small cell lung cancer: a feasible 
strategy? Br J Cancer. 2024. 

4. Chen Q, Gong B, Almasan A. Distinct stages of cytochrome c release from 
mitochondria: evidence for a feedback amplification loop linking caspase 
activation to mitochondrial dysfunction in genotoxic stress induced apoptosis. 
Cell death and differentiation. 2000; 7: 227-33. 

5. Mimeault M, Johansson SL, Batra SK. Marked improvement of cytotoxic 
effects induced by docetaxel on highly metastatic and androgen-independent 
prostate cancer cells by downregulating macrophage inhibitory cytokine-1. Br 
J Cancer. 2013; 108: 1079-91. 

6. Lin YC, Chen MC, Huang SW, Chen Y, Ho JH, Lin FY, et al. Targeting Dual 
Immune Checkpoints PD-L1 and HLA-G by Trispecific T Cell Engager for 
Treating Heterogeneous Lung Cancer. Adv Sci (Weinh). 2024: e2309697. 

7. Ding F, Zhou M, Ren Y, Li Y, Xiang J, Li Y, et al. Mitochondrial Extracellular 
Vesicles: A Promising Avenue for Diagnosing and Treating Lung Diseases. 
ACS Nano. 2024. 

8. Chen W, Yang KB, Zhang YZ, Lin ZS, Chen JW, Qi SF, et al. Synthetic lethality 
of combined ULK1 defection and p53 restoration induce pyroptosis by directly 
upregulating GSDME transcription and cleavage activation through 
ROS/NLRP3 signaling. J Exp Clin Cancer Res. 2024; 43: 248. 

9. Cao Y, Lan W, Wen L, Li X, Pan L, Wang X, et al. An effectiveness study of a 
wearable device (Clouclip) intervention in unhealthy visual behaviors among 
school-age children: A pilot study. Medicine (Baltimore). 2020; 99: e17992. 



Int. J. Biol. Sci. 2024, Vol. 20 
 

 
https://www.ijbs.com 

5160 

10. Guo L. F-ATP synthase inhibitory factor 1 and mitochondria-organelle 
interactions: new insight and implications. Pharmacological research. 2024: 
107393. 

11. Marabitti V, Vulpis E, Nazio F, Campello S. Mitochondrial Transfer as a 
Strategy for Enhancing Cancer Cell Fitness: Current Insights and Future 
Directions. Pharmacological research. 2024: 107382. 

12. Li Y, Yu J, Li R, Zhou H, Chang X. New insights into the role of mitochondrial 
metabolic dysregulation and immune infiltration in septic cardiomyopathy by 
integrated bioinformatics analysis and experimental validation. Cell Mol Biol 
Lett. 2024; 29: 21. 

13. Chang X, Zhou S, Liu J, Wang Y, Guan X, Wu Q, et al. Zishenhuoxue 
decoction-induced myocardial protection against ischemic injury through 
TMBIM6-VDAC1-mediated regulation of calcium homeostasis and 
mitochondrial quality surveillance. Phytomedicine : international journal of 
phytotherapy and phytopharmacology. 2024; 132: 155331. 

14. Pu X, Zhang Q, Liu J, Wang Y, Guan X, Wu Q, et al. Ginsenoside Rb1 
ameliorates heart failure through DUSP-1-TMBIM-6-mediated mitochondrial 
quality control and gut flora interactions. Phytomedicine : international 
journal of phytotherapy and phytopharmacology. 2024; 132: 155880. 

15. Chen L, Tian Q, Shi Z, Qiu Y, Lu Q, Liu C. Melatonin Alleviates Cardiac 
Function in Sepsis-Caused Myocarditis via Maintenance of Mitochondrial 
Function. Front Nutr. 2021; 8: 754235. 

16. Chang X, Zhang Q, Huang Y, Liu J, Wang Y, Guan X, et al. Quercetin inhibits 
necroptosis in cardiomyocytes after ischemia-reperfusion via 
DNA-PKcs-SIRT5-orchestrated mitochondrial quality control. Phytother Res. 
2024; 38: 2496-517. 

17. Chen L, Zhan CZ, Wang T, You H, Yao R. Curcumin Inhibits the Proliferation, 
Migration, Invasion, and Apoptosis of Diffuse Large B-Cell Lymphoma Cell 
Line by Regulating MiR-21/VHL Axis. Yonsei Med J. 2020; 61: 20-9. 

18. Chen Z, Li Y, Yin Y, Song M, Wang F, Jiang G. Cu Nanowires Trigger Efficient 
Cuproptosis via Special Intracellular Distribution and Excessive Cu Ion 
Release. Nano Lett. 2024. 

19. Cuny H, Bozon K, Kirk RB, Sheng DZ, Bröer S, Dunwoodie SL. Maternal 
heterozygosity of Slc6a19 causes metabolic perturbation and congenital NAD 
deficiency disorder in mice. Dis Model Mech. 2023; 16: dmm049647. 

20. Mohamud Yusuf A, Borbor M, Hussner T, Weghs C, Kaltwasser B, 
Pillath-Eilers M, et al. Acid sphingomyelinase inhibition induces cerebral 
angiogenesis post-ischemia/reperfusion in an oxidative stress-dependent way 
and promotes endothelial survival by regulating mitochondrial metabolism. 
Cell death & disease. 2024; 15: 650. 

21. Chen Z, Chen L, Lyu TD, Weng S, Xie Y, Jin Y, et al. Targeted mitochondrial 
nanomaterials in biomedicine: Advances in therapeutic strategies and imaging 
modalities. Acta Biomater. 2024. 

22. Zhang X, Zhou H, Chang X. Involvement of mitochondrial dynamics and 
mitophagy in diabetic endothelial dysfunction and cardiac microvascular 
injury. Arch Toxicol. 2023; 97: 3023-35. 

23. Ding L, Lu S, Zhou Y, Lyu D, Ouyang C, Ma Z, et al. The 3' Untranslated 
Region Protects the Heart from Angiotensin II-Induced Cardiac Dysfunction 
via AGGF1 Expression. Mol Ther. 2020; 28: 1119-32. 

24. Wang T, Wang X, Fu T, Ma Y, Wang Q, Zhang S, et al. Roles of mitochondrial 
dynamics and mitophagy in diabetic myocardial microvascular injury. Cell 
Stress Chaperones. 2023; 28: 675-88. 

25. Li H, Chen D, Zhang X, Chen M, Zhi Y, Cui W, et al. Screening of an 
FDA-approved compound library identifies apigenin for the treatment of 
myocardial injury. International journal of biological sciences. 2023; 19: 
5233-44. 

26. Zhi F, Zhang Q, Liu L, Chang X, Xu H. Novel insights into the role of 
mitochondria in diabetic cardiomyopathy: molecular mechanisms and 
potential treatments. Cell Stress Chaperones. 2023; 28: 641-55. 

27. Zou R, Shi W, Chang X, Zhang M, Tan S, Li R, et al. The DNA-dependent 
protein kinase catalytic subunit exacerbates endotoxemia-induced myocardial 
microvascular injury by disrupting the MOTS-c/JNK pathway and inducing 
profilin-mediated lamellipodia degradation. Theranostics. 2024; 14: 1561-82. 

28. Ahola S, Langer T. Ferroptosis in mitochondrial cardiomyopathy. Trends in 
cell biology. 2024; 34: 150-60. 

29. Amos A, Amos A, Wu L, Xia H. The Warburg effect modulates DHODH role 
in ferroptosis: a review. Cell Commun Signal. 2023; 21: 100. 

30. Gao WL, Li XH, Dun XP, Jing XK, Yang K, Li YK. Grape Seed 
Proanthocyanidin Extract Ameliorates Streptozotocin-induced Cognitive and 
Synaptic Plasticity Deficits by Inhibiting Oxidative Stress and Preserving AKT 
and ERK Activities. Curr Med Sci. 2020; 40: 434-43. 

31. Deng M, Wang M, Zhang Q, Jiang B, Yan L, Bian Y, et al. Point-of-care 
ultrasound-guided submucosal paclitaxel injection in tracheal stenosis model. 
J Transl Int Med. 2023; 11: 70-80. 

32. Huang Z, Yu P, Tang J. Characterization of Triple-Negative Breast Cancer 
MDA-MB-231 Cell Spheroid Model. Onco Targets Ther. 2020; 13: 5395-405. 

33. Jiang L, Chen T, Xiong L, Xu JH, Gong AY, Dai B, et al. Knockdown of m6A 
methyltransferase METTL3 in gastric cancer cells results in suppression of cell 
proliferation. Oncol Lett. 2020; 20: 2191-8. 

34. Lu Y, Lin Z, Wen L, Gao W, Pan L, Li X, et al. The Adaptation and Acceptance 
of Defocus Incorporated Multiple Segment Lens for Chinese Children. Am J 
Ophthalmol. 2020; 211: 207-16. 

35. Peng Y, Wang Y, Zhou C, Mei W, Zeng C. PI3K/Akt/mTOR Pathway and Its 
Role in Cancer Therapeutics: Are We Making Headway? Front Oncol. 2022; 12: 
819128. 

36. Shao Y, Zhao T, Zhang W, He J, Lu F, Cai Y, et al. Presence of the 
apolipoprotein E-ε4 allele is associated with an increased risk of sepsis 
progression. Sci Rep. 2020; 10: 15735. 

37. Chen X, Wang M, Yu K, Xu S, Qiu P, Lyu Z, et al. Chronic stress-induced 
immune dysregulation in breast cancer: Implications of psychosocial factors. J 
Transl Int Med. 2023; 11: 226-33. 

38. Zou R, Shi W, Chang X, Zhang M, Tan S, Li R, Zhou H, Li Y, Wang G, Lv W, 
Fan X. The DNA-dependent protein kinase catalytic subunit exacerbates 
endotoxemia-induced myocardial microvascular injury by disrupting the 
MOTS-c/JNK pathway and inducing profilin-mediated lamellipodia 
degradation. Theranostics 2024; 14(4):1561-1582. doi:10.7150/thno.92650. 

39. Wen L, Cao Y, Cheng Q, Li X, Pan L, Li L, et al. Objectively measured near 
work, outdoor exposure and myopia in children. Br J Ophthalmol. 2020; 104: 
1542-7. 

40. Yu W, Qin X, Zhang Y, Qiu P, Wang L, Zha W, et al. Curcumin suppresses 
doxorubicin-induced cardiomyocyte pyroptosis via a 
PI3K/Akt/mTOR-dependent manner. Cardiovasc Diagn Ther. 2020; 10: 
752-69. 

41. Zhang L, Jiang B, Zhu N, Tao M, Jun Y, Chen X, et al. Mitotic checkpoint 
kinase Mps1/TTK predicts prognosis of colon cancer patients and regulates 
tumor proliferation and differentiation via PKCα/ERK1/2 and PI3K/Akt 
pathway. Med Oncol. 2019; 37: 5. 

42. Gorska-Arcisz M, Popeda M, Braun M, Piasecka D, Nowak JI, Kitowska K, et 
al. FGFR2-triggered autophagy and activation of Nrf-2 reduce breast cancer 
cell response to anti-ER drugs. Cell Mol Biol Lett. 2024; 29: 71. 

43. Yu K, Chen Y, Zhang L, Zheng Y, Chen J, Wang Z, et al. Cancer-Erythrocyte 
Membrane-Mimicking Fe(3)O(4) Nanoparticles and DHJS for 
Ferroptosis/Immunotherapy Synergism in Tumors. ACS Appl Mater 
Interfaces. 2023; 15: 44689-710. 

44. Sun T, Song C, Zhao G, Feng S, Wei J, Zhang L, et al. HOMER3 promotes 
non-small cell lung cancer growth and metastasis primarily through 
GABPB1-mediated mitochondrial metabolism. Cell death & disease. 2023; 14: 
814. 

45. Mohammadi Zonouz A, Ghasemzadeh Rahbardar M, Hosseinzadeh H. The 
molecular mechanisms of ginkgo (Ginkgo biloba) activity in signaling 
pathways: A comprehensive review. Phytomedicine : international journal of 
phytotherapy and phytopharmacology. 2024; 126: 155352. 

46. Chakraborty R, Renu K, Eladl MA, El-Sherbiny M, Elsherbini DMA, Mirza 
AK, et al. Mechanism of chromium-induced toxicity in lungs, liver, and kidney 
and their ameliorative agents. Biomedicine & pharmacotherapy = 
Biomedecine & pharmacotherapie. 2022; 151: 113119. 

47. Fang Y, Yang J, Liang X, Wu J, Xie M, Zhang K, et al. Endogenous and 
exogeneous stimuli-triggered reactive oxygen species evoke long-lived carbon 
monoxide to fight against lung cancer. J Nanobiotechnology. 2024; 22: 416. 

48. Alsabaani NA, Amawi K, Eleawa SM, Nabeel Ibrahim W, Aldhaban W, Alaraj 
AM, et al. Nrf-2-dependent antioxidant and anti-inflammatory effects underlie 
the protective effect of esculeoside A against retinal damage in 
streptozotocin-induced diabetic rats. Biomedicine & pharmacotherapy = 
Biomedecine & pharmacotherapie. 2024; 173: 116461. 

49. Suntar I, Sureda A, Belwal T, Sanches Silva A, Vacca RA, Tewari D, et al. 
Natural products, PGC-1 α, and Duchenne muscular dystrophy. Acta 
pharmaceutica Sinica B. 2020; 10: 734-45. 

50. Taddei ML, Giannoni E, Comito G, Chiarugi P. Microenvironment and tumor 
cell plasticity: an easy way out. Cancer Lett. 2013; 341: 80-96. 

51. Li H, Gao C, Liu C, Liu L, Zhuang J, Yang J, et al. A review of the biological 
activity and pharmacology of cryptotanshinone, an important active 
constituent in Danshen. Biomedicine & pharmacotherapy = Biomedecine & 
pharmacotherapie. 2021; 137: 111332. 

52. Wang G, Ge L, Liu T, Zheng Z, Chen L. The therapeutic potential of arctigenin 
against multiple human diseases: A mechanistic review. Phytomedicine : 
international journal of phytotherapy and phytopharmacology. 2023; 110: 
154647. 

53. Luan Y, Huang E, Huang J, Yang Z, Zhou Z, Liu Y, et al. Serum myoglobin 
modulates kidney injury via inducing ferroptosis after exertional heatstroke. J 
Transl Int Med. 2023; 11: 178-88. 

54. Gold R, Linker RA, Stangel M. Fumaric acid and its esters: an emerging 
treatment for multiple sclerosis with antioxidative mechanism of action. Clin 
Immunol. 2012; 142: 44-8. 

55. Wang Y, Dai X, Li H, Jiang H, Zhou J, Zhang S, et al. The role of mitochondrial 
dynamics in disease. MedComm (2020). 2023; 4: e462. 

56. Hong WL, Huang H, Zeng X, Duan CY. Targeting mitochondrial quality 
control: new therapeutic strategies for major diseases. Mil Med Res. 2024; 11: 
59. 

57. Hofstadter WA, Cook KC, Tsopurashvili E, Gebauer R, Pražák V, Machala EA, 
et al. Infection-induced peripheral mitochondria fission drives ER 
encapsulations and inter-mitochondria contacts that rescue bioenergetics. Nat 
Commun. 2024; 15: 7352. 

58. Dadsena S, Cuevas Arenas R, Vieira G, Brodesser S, Melo MN, García-Sáez AJ. 
Lipid unsaturation promotes BAX and BAK pore activity during apoptosis. 
Nat Commun. 2024; 15: 4700. 

59. Xiong Z, Yang L, Zhang C, Huang W, Zhong W, Yi J, et al. MANF facilitates 
breast cancer cell survival under glucose-starvation conditions via 
PRKN-mediated mitophagy regulation. Autophagy. 2024: 1-22. 

60. Sun B, Ding P, Song Y, Zhou J, Chen X, Peng C, et al. FDX1 downregulation 
activates mitophagy and the PI3K/AKT signaling pathway to promote 



Int. J. Biol. Sci. 2024, Vol. 20 
 

 
https://www.ijbs.com 

5161 

hepatocellular carcinoma progression by inducing ROS production. Redox 
biology. 2024; 75: 103302. 

61. Liu Y, Liu Y, Ye S, Feng H, Ma L. A new ferroptosis-related signature model 
including messenger RNAs and long non-coding RNAs predicts the prognosis 
of gastric cancer patients. J Transl Int Med. 2023; 11: 145-55. 

62. Xi ZY, Fan CY, Zhu S, Nie GY, Xi XR, Jiang YY, et al. PAFerroptosis Combined 
with Metabolic Disturbance of Mito by p52-ZER6 for Enhanced Cancer 
Immunotherapy induced by Nano-Bacilliform-Enzyme. Adv Healthc Mater. 
2024: e2402314. 

63. Wang J, Qiu Y, Yang L, Wang J, He J, Tang C, et al. Preserving mitochondrial 
homeostasis protects against drug-induced liver injury via inducing OPTN 
(optineurin)-dependent Mitophagy. Autophagy. 2024: 1-20. 

64. Wu H, Sun C, Cao W, Teng Q, Ma X, Schiöth HB, et al. Blockade of the 
lncRNA-PART1-PHB2 axis confers resistance to PARP inhibitor and promotes 
cellular senescence in ovarian cancer. Cancer Lett. 2024; 602: 217192. 

65. Dou L, Lu E, Tian D, Li F, Deng L, Zhang Y. Adrenomedullin induces cisplatin 
chemoresistance in ovarian cancer through reprogramming of glucose 
metabolism. J Transl Int Med. 2023; 11: 169-77. 

66. He G, Nie JJ, Liu X, Ding Z, Luo P, Liu Y, et al. Zinc oxide nanoparticles inhibit 
osteosarcoma metastasis by downregulating β-catenin via 
HIF-1α/BNIP3/LC3B-mediated mitophagy pathway. Bioact Mater. 2023; 19: 
690-702. 

67. Deng Y, Wang H, Guo X, Jiang S, Cai J. Long-term blood pressure outcomes of 
laparoscopic adrenalectomy in trHTN patients. J Transl Int Med. 2023; 11: 
275-81. 

68. Cen J, Zhang R, Zhao T, Zhang X, Zhang C, Cui J, et al. A Water-Soluble 
Quercetin Conjugate with Triple Targeting Exerts Neuron-Protective Effect on 
Cerebral Ischemia by Mitophagy Activation. Adv Healthc Mater. 2022; 11: 
e2200817. 

69. Li ZL, Ding L, Ma RX, Zhang Y, Zhang YL, Ni WJ, et al. Activation of HIF-1α 
C-terminal transactivation domain protects against hypoxia-induced kidney 
injury through hexokinase 2-mediated mitophagy. Cell death & disease. 2023; 
14: 339. 

70. Li Y, Yao Z, Li Y, Yang Z, Li M, Chen Z, et al. Prognostic value of serum 
ammonia in critical patients with non-hepatic disease: A prospective, 
observational, multicenter study. J Transl Int Med. 2023; 11: 401-9. 

71. He W, Sun Z, Tong G, Zeng L, He W, Chen X, et al. FUNDC1 alleviates 
doxorubicin-induced cardiotoxicity by restoring mitochondrial-endoplasmic 
reticulum contacts and blocked autophagic flux. Theranostics. 2024; 14: 
3719-38. 

72. Fang G, Wen X, Jiang Z, Du X, Liu R, Zhang C, et al. 
FUNDC1/PFKP-mediated mitophagy induced by KD025 ameliorates cartilage 
degeneration in osteoarthritis. Mol Ther. 2023; 31: 3594-612. 

73. Chu C, Wang X, Yang C, Chen F, Shi L, Xu W, et al. Neutrophil extracellular 
traps drive intestinal microvascular endothelial ferroptosis by impairing 
Fundc1-dependent mitophagy. Redox biology. 2023; 67: 102906. 

74. Ma K, Zhang Z, Chang R, Cheng H, Mu C, Zhao T, et al. Dynamic PGAM5 
multimers dephosphorylate BCL-xL or FUNDC1 to regulate mitochondrial 
and cellular fate. Cell death and differentiation. 2020; 27: 1036-51. 

75. Ma Z, Chen W, Liu Y, Yu L, Mao X, Guo X, et al. Artesunate Sensitizes human 
hepatocellular carcinoma to sorafenib via exacerbating 
AFAP1L2-SRC-FUNDC1 axis-dependent mitophagy. Autophagy. 2024; 20: 
541-56. 

76. E IR, Bakarozi M, Dimas I, Galanis K, Lygoura V, N KG, et al. Total and 
individual PBC-40 scores are reliable for the assessment of health-related 
quality of life in Greek patients with primary biliary cholangitis. J Transl Int 
Med. 2023; 11: 246-54. 

77. Nokin MJ, Darbo E, Richard E, San José S, de Hita S, Prouzet-Mauleon V, et al. 
In vivo vulnerabilities to GPX4 and HDAC inhibitors in drug-persistent 
versus drug-resistant BRAF(V600E) lung adenocarcinoma. Cell Rep Med. 
2024; 5: 101663. 

78. Cai W, Wu S, Ming X, Li Z, Pan D, Yang X, et al. IL6 Derived from 
Macrophages under Intermittent Hypoxia Exacerbates NAFLD by Promoting 
Ferroptosis via MARCH3-Led Ubiquitylation of GPX4. Adv Sci (Weinh). 2024: 
e2402241. 

79. Banu MA, Dovas A, Argenziano MG, Zhao W, Sperring CP, Cuervo Grajal H, 
et al. A cell state-specific metabolic vulnerability to GPX4-dependent 
ferroptosis in glioblastoma. The EMBO journal. 2024. 

80. He Q, Li J. The evolution of folate supplementation - from one size for all to 
personalized, precision, poly-paths. J Transl Int Med. 2023; 11: 128-37. 

81. Liu J, Tang D, Kang R. Targeting GPX4 in ferroptosis and cancer: chemical 
strategies and challenges. Trends Pharmacol Sci. 2024; 45: 666-70. 

82. Adamiec-Organisciok M, Wegrzyn M, Cienciala L, Magate N, Skonieczna M, 
Nackiewicz J. Resistance to death pathway induction as a potential targeted 
therapy in CRISPR/Cas-9 knock-out colorectal cancer cell lines. Prz 
Gastroenterol. 2024; 19: 112-20. 

83. Hyug Choi J, Sook Jun M, Yong Jeon J, Kim HS, Kyung Kim Y, Ho Jeon C, et al. 
Global lineage evolution pattern of sars-cov-2 in Africa, America, Europe, and 
Asia: A comparative analysis of variant clusters and their relevance across 
continents. J Transl Int Med. 2023; 11: 410-22. 

84. Wang X, Chen JD. Therapeutic potential and mechanisms of sacral nerve 
stimulation for gastrointestinal diseases. J Transl Int Med. 2023; 11: 115-27. 

 


