
Construction of a ceRNA network of
regulated ferroptosis in
doxorubicin-induced myocardial injury
Hongwei Ye1,2, Yuping Li1,2, Lu Li1,2, Yuhui Huang1,2, Jiahui Wang2,3

and Qin Gao1,2

1 Department of Physiology, Bengbu Medical College, Bengbu, Anhui, China
2Key Laboratory of Basic and Clinical Cardiovascular Diseases, Bengbu Medical College, Bengbu,
Anhui, China

3 Department of Anatomy, Bengbu Medical College, Bengbu, Anhui, China

ABSTRACT
Background: Ferroptosis and long-noncoding RNAs (lncRNAs) play crucial roles in
doxorubicin (DOX)-induced myocardial injury (DIMI). Nevertheless, there is no
research to construct competing endogenous RNAs (ceRNAs) network between
lncRNAs and ferroptosis-related key gene. So our research was designed to screen
ferroptosis-related genes from differentially expressed mRNAs in DIMI and
construct lncRNAs regulated ferroptosis-related key gene ceRNAs network.
Methods: The male mice were injected with DOX intraperitoneally to induce
myocardial injury, myocardial injury was evaluated by hematoxylin and eosin (HE)
staining, and ferroptosis-related protein-glutathione peroxidase 4 (GPx4) protein
expression was detected. The differentially expressed lncRNAs and mRNAs were
detected by microarray, and the ferroptosis-related genes were screened to construct
a protein-protein associations (PPA) network, the highest maximal clique centrality
(MCC) score gene were identified by Cytoscape software, miRNAs bound to key
genes and lncRNAs bound to miRNAs were predicted; then, the obtained lncRNAs
were intersected with differentially expressed lncRNAs detected by microarray.
Finally, the lncRNA/miRNA/mRNA ceRNA network of the highest MCC score gene
regulating ferroptosis in DIMI was constructed. The expressions of the key
components in ceRNA network were detected by qRT-PCR.
Results: Compared with the control group, in the DOX group, myocardial enzymes
and HE staining showed that myocardium structure was changed, and GPx4 protein
expression was decreased. The differentially expressed 10,265 lncRNAs and 6,610
mRNAs in the DOX group were detected via microarray. Among them, 114
ferroptosis-related genes were obtained to construct PPA networks, and Becn1 was
identified as the key gene. Finally, the ceRNA network including Becn1, three
miRNAs and four lncRNAs was constructed by predicting data of the Starbase
database. The relative expressions of these components in ceRNA net were
up-regulated and consistent with microarray results.
Conclusions: Based on the microarray detection results and bioinformatics analysis,
we screened ferroptosis-related gene Becn1 and constructed the lncRNA/miRNA/
mRNA ceRNA network of regulated ferroptosis in DIMI.
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INTRODUCTION
Doxorubicin (DOX) is a classical first-line anti-tumor drug, and is widely used in clinical
to treat acute leukemia, lung cancer, breast cancer, bladder cancer, gastric cancer, liver
cancer and other tumors due to its high efficiency and wide spectrum (Zhu & Lin, 2021).
However, the dose-dependent cardiotoxicity limits the clinical application of DOX. In view
of the universality and importance of DOX in clinical antitumor therapy, it is of great
significance to explore the potential mechanisms of DOX-induced myocardial injury
(DIMI) and seek for the effective measures to prevent the happening of cardiotoxicity.

Ferroptosis as a novel form of cell death has attracted widespread attention in recent
years. It is characterized by excessive accumulation of intracellular lipid reactive oxygen
species (ROS) and lipid peroxidation induced by glutathione peroxidase4 (GPx4)
inactivation. Studies have shown that ferroptosis is closely related to the occurrence and
development of Alzheimer’s disease, tumor and stroke (Liu et al., 2020). Ferroptosis plays
an important role in cardiovascular diseases, such as resveratrol protects against
myocardial I/R injury via reducing oxidative stress and attenuating ferroptosis (Li et al.,
2022), ferritinophagy-mediated ferroptosis is involved in the development of
sepsis-induced cardiac injury (Li et al., 2020). Ferroptosis also plays a crucial role in DIMI.
It has been reported that mitochondrial-dependent ferroptosis plays a key role in the
progression of DIMI (Tadokoro et al., 2020), epigallocatechin gallate pretreatment
alleviates DOX-induced ferroptosis and cardiotoxicity by upregulating AMPKa2 and
activating adaptive autophagy (He et al., 2021), knockout of TRIM21 can reduce DOX
cardiotoxicity by inhibiting ferroptosis (Hou et al., 2021). However, the signaling pathways
and the pathogenesis of DOX-mediated ferroptosis and cardiac failure remain largely
unknown.

Long-noncoding RNAs (lncRNAs) are a subset of non-coding RNAs, the more and
more emerging evidences have suggested that lncRNAs could serve as sponges for miRNAs
through miRNA response elements, resulting in alterations in miRNAs-regulated mRNA
levels, and the lncRNA/miRNA/mRNA competing endogenous RNAs (ceRNA) network is
reported to be one of the important mechanisms in the development and progression of
cardiovascular diseases. The ceRNA regulatory mechanism is also involved in DIMI. Xia
et al. (2020) found that lncRNA-MALAT1/miR-92A-3p/ATG4a partially mediated the
protective effect of exosomes secreted by hypoxic pretreated mesenchymal stem cells on
DIMI. Therefore, the enrichment and discovery of lncRNA/miRNA/mRNA ceRNA
networks may help to reveal the potential function of lncRNAs involved in DIMI.

In this study, we detect the differentially expressed lncRNAs and mRNAs in DIMI by
microarray analysis, and then screen ferroptosis-related genes through bioinformatics
analysis; we aim to construct the ceRNA network to explore the potential mechanism, and
hope to provide new clues for studies on the role of lncRNAs in regulating ferroptosis in
DIMI.
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MATERIALS AND METHODS
Animals
Male C57BL/6J mice (body weight of 18–22 g) were purchased from Henan Skbex
Biotechnology Co., LTD, Zhengzhou, Henan, China. All animals were maintained in the
SPF animal laboratory, and housed using standard cages in the environment of the
standard humidity/temperature and a 12–12h light-dark cycle and fed free access to sterile
rodent food and water. After acclimatization to the environment for one week, the mice
were used for the experiment. All animal experiments were approved by the Animal
Management and Ethics Committee of Bengbu Medical College (Permit number: [2022]
024), and the care and treatment of the animals were carried out in strict accordance with
the Regulations on the Management of Experimental Animals.

The twelve mice were randomized into two groups: control group (CON) and DOX
group (DOX), each consisted of six mice. The mice were given DOX (15 mg/kg (Hu et al.,
2019), purchased from Dalian Meilun Biotechnology Co., LTD, Dalian, China.) in the
DOX group, and given the same dose saline in the CON group through single
intraperitoneal injection. After 3 days of intraperitoneal injection of DOX or saline, blood
was collected through eye vessels by removing eyeballs when the mice were anesthetized
with 1.5% isoflurane via a mask. Then, the animals were sacrificed by cervical dislocation,
and heart tissues were excised for further detection. The overall experimental design and
experimental workflow were shown in Fig. 1.

Serum lactic dehydrogenase (LDH) and myocardial-bound creatine
kinase (CK-MB) levels detection
After 3 days of intraperitoneal injection of DOX or saline, the mice were anesthetized with
isoflurane to collect blood through eye vessels by removing eyeballs. Blood was left at room
temperature for 2 h, then serum was obtained by centrifugating the blood at 1,000 g for
15 min at 4 �C after coagulation. Serum LDH and CK-MB levels, which reflect the damage
degree of myocardial injury, were determined according to the kit instructions (purchased
from Nanjing Jiancheng Bioengineering Institute, Nanjing, China) in the two groups.

Histopathology observation through hematoxylin and eosin (HE)
staining method
The hearts were removed immediately after anesthesia and cleaned with phosphate
buffered saline (PBS) at 4 �C, the left ventricular myocardium was selected and fixed with
4% paraformaldehyde for 48 h, dehydrated by gradient ethanol, embedded in paraffin,
sliced (0.5 mm) and stained with hematoxylin and eosin. The histopathologic damages of
myocardial tissue were observed under light microscope (Nikon Eclipse E100). All sections
were assessed for the presence of myocardial injury in a blinded fashion.

GPx4 protein expression measurement by western blot analysis
Mouse myocardial tissue (40 mg) was homogenized in ice-cold RIPA lysate (500 ml)
containing phenylmethylsulfonyl fluoride (PMSF), and centrifuged at 12,000 g for 5 min to
collect supernatant. The concentration of total protein was determined by bicinchonininc

Ye et al. (2023), PeerJ, DOI 10.7717/peerj.14767 3/19

http://dx.doi.org/10.7717/peerj.14767
https://peerj.com/


acid (BCA) kit, the obtained total protein was added into western blot loading buffer, and
boiled for 5 min at 95 �C, the total protein in each groups were separated by SDS-PAGE
with 10% polyacrylamide gel for 2 h, then electro-transferred to polyvinylidene fluoride
(PVDF) membranes, and blocked by 5% skim milk, and incubated with primary antibody

Figure 1 The overall experimental design and experimental workflow. LDH, lactic dehydrogenase;
CK-MB, myocardial-bound creatine kinase; GPx4, glutathione peroxidase 4; DIMI, DOX-induced
myocardial injury; PPA network, protein-protein associations network; MCC, maximal clique centrality;
ceRNA, competing endogenous RNA. Full-size DOI: 10.7717/peerj.14767/fig-1
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of anti-GPx4 (1:3,000; Abcam) and anti-glyceraldehyde 3-phosphate dehydrogenase
(GAPDH) (1:5,000; Absin) at 4 �C overnight, then the membranes were incubated with
second antibody (1:8,000; Absin) at room temperature for 1 h, and the membranes were
washed by Tris-Buffered Saline with Tween 20 (TBST) for four times, finally, the bounds
were stained with enhanced chemiluminescence (ECL) reagent, and was visualized using
the BIO-RAD ChemiDoc Touch Imaging System (BIO-RAD, USA). The band intensity
was analyzed by ImageJ software (version 1.51, NIH, USA), GAPDH was used as an
internal reference for protein standardization, the relative protein expression level was
calculated by the ratio of GPx4/GAPDH.

Detection of differentially expressed lncRNAs and mRNAs by
microarray
Total RNA of myocardial tissue in each group was isolated using TRIzol reagent
(Invitrogen, Grand Island, NY, USA), RNA isolation methods had been described
previously by our laboratory (Hu et al., 2017). The differentially expressed lncRNAs and
mRNAs were analyzed by Kangchen Biotech Co., Ltd. (Shanghai, China) using Mouse
lncRNA microarray V4.0. Briefly, each RNA sample was transcribed into fluorescent
cRNA, and was labeled, hybridized to the lncRNA expression microarray, microarray
images were analyzed using Agilent Feature Extraction software. The differentially
expressed mRNAs and lncRNAs in the DOX group were defined according to the
thresholds of an absolute fold change. The false discovery rate (FDR) controlling was a
practical and powerful approach in multiple testing, which could effectively control the
false positive rate. The threshold values we used to define up-regulation or
down-regulation were fold change >2 and FDR < 0.05.

Screening and biological function analysis of ferroptosis-related
genes
Ferroptosis-related genes, including driver, suppressor and marker, were obtained from
FerrDb database (Version 2) (http://www.zhounan.org/ferrdb/), which were intersected
with the differentially expressed mRNAs in DOX group to screen the ferroptosis-related
genes. These genes were screened out and analyzed using the DAVID database (Version
2021) (https://david.ncifcrf.gov/summary.jsp) to obtain its biological function in Gene
Ontology (GO) functional annotations and Encyclopedia of Genes and Genomes (KEGG)
signal pathway. FDR < 0.05 indicated that the GO analysis or KEGG pathway analysis were
significantly enriched.

Construction of protein-protein associations (PPA) network and
screening the highest maximal clique centrality (MCC) score gene
The PPA network was constructed using the STRING database (https://cn.string-db.org/)
(Version 11.5) for genes involved in regulating ferroptosis in DIMI. The data of PPA
network were imported into Cytoscape software (version 3.9.1) to visualize PPA network,
then the score of ferroptosis-related genes in PPA network were calculated using the
CytoHubba plugin, and the highest MCC score gene was screened out.
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Construction of lncRNA/miRNA/mRNA ceRNA network
The miRNAs binding with the highest MCC score ferroptosis-related gene were predicted
using the Starbase database (Version 3) (https://starbase.sysu.edu.cn/index.php), and
the lncRNAs binding with the predicted miRNA were predicted by Starbase database
(Version 3), and the predicted lncRNA was intersected with the differentially expressed
lncRNAs, finally lncRNA/miRNA/mRNA ceRNA network was obtained, and visualized
using Cytoscape software (version 3.9.1; https://cytoscape.org/).

Detection the expressions of the components in ceRNA network by
qRT-PCR
The expressions of the components in ceRNA network were detected by qRT-PCR. Each
component of ceRNA was reversely transcribed to cDNA using SuperScriptTM III Reverse
Transcriptase (Invitrogen). The expression of lncRNAs and mRNAs was measured by
qRT-PCR using a SYBR Green QPCR Supermix (Bio-Rad) on a ViiA 7 Real-time PCR
System (Applied Biosystems) following the protocol: denaturation (10 min, 95 �C), and 40
amplification cycles (10 s at 95 �C, and 60 s at 60 �C). The result of each sample was
normalized by GAPDH and the data were calculated by 2−ΔΔCt method. The primers of the
key components in ceRNA network and GAPDH were designed and synthesized by
GenechemBio (Shanghai, China), and listed in Table 1.

Statistical analysis
All research data were shown as mean ± SD. Independent Student’s t test was used to
analyze the difference between CON and DOX groups. The statistical analysis was carried
out with GraphPad Prism software 8.0 (GraphPad Software Inc., San Diego, CA, USA).
P < 0.05 was considered statistically significant.

Table 1 Primer sequences of components in ceRNA network and GAPDH.

Gene name Category Prime sequence Product length
(bp)

Becn1 mRNA F:5′ GGTCCTGGGCGGAAGTCTT3′
R:5′ CTTAGACCCCTCCATGCCTCA3′

166

Rian lncRNA F:5′ GTCCCACAGAGCATCACTATCA3′
R:5′ TGTCTGTATCGTCCCTCCTTCT3′

241

Tug1 lncRNA F:5′AGTGAACTACGGTACTTGCCAT3′
R:5′CCAGGTGAAGAATCACAGAAGT3′

105

Malat lncRNA F:5′GATTGTAAAGGGAGGTTTTGTGA3′
R:5′TCTCCAAATACTAGCCTAACCTCA3′

159

H19 lncRNA F:5′CCCACCTCATTTGTCTTTATTC3′
R:5′TGAGTCTGCTCTTTCAAAATGTT3′

80

GAPDH F:5′CACTGAGCAAGAGAGGCCCTAT3′
R:5′GCAGCGAACTTTATTGATGGTATT3′

144

Note:
Abbreviations: F, Forward; R, Reverse.
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RESULTS
Changes of serum LDH and CK-MB levels
LDH and CK-MB are the key myocardial enzymes which existed in cytoplasm in normal
condition, they could be released into the blood during myocardial injury (Fang et al.,
2019a). In order to evaluate DIMI, we detected serum LDH and CK-MB levels. In
comparison with the CON group, the levels of serum LDH and CK-MB were significantly
increased in the DOX group (Fig. 2), these results indicated that DOX could induce
myocardial injury.

Changes of myocardial histological observation by HE staining
The HE staining results showed in the CON group, the myocardial tissue was uniformly
stained with red staining in cytoplasm, blue staining in the nucleus, complete cell
membrane, compact arrangement, and no interstitial edema. Compared with the CON
group, in the DOX group, the myocardial tissue was not uniformly stained, with weakly
staining cytoplasm and nucleus staining in damaged areas, and the cells were fragmented
with incomplete cell membrane, and myocardial fibers were loosely arranged, interstitial
edema was observed (Fig. 3). These results suggested that DOX caused myocardial
structural changes.

Figure 2 Serum lactic dehydrogenase (LDH) and myocardial-bound creatine kinase (CK-MB) levels
in each group. (A) Serum LDH levels. (B) Serum CK-MB levels. ��P < 0.01 vs. the CON group, the values
are presented as mean ± SD (n = 6). CON: Con group, marked with yellow bar; DOX: DOX group,
marked with bule bar. Full-size DOI: 10.7717/peerj.14767/fig-2

Figure 3 Typical HE staining pictures of mice myocardial tissue in each group (×200). CON, Con
group; DOX, DOX group. Full-size DOI: 10.7717/peerj.14767/fig-3

Ye et al. (2023), PeerJ, DOI 10.7717/peerj.14767 7/19

http://dx.doi.org/10.7717/peerj.14767/fig-2
http://dx.doi.org/10.7717/peerj.14767/fig-3
http://dx.doi.org/10.7717/peerj.14767
https://peerj.com/


Changes of GPx4 protein expression in heart tissue measured by
western blot
GPx4 is an endogenous scavenger for lipid peroxides, it plays a key role in regulating
ferroptosis (Tadokoro et al., 2020). We measured GPx4 protein expression in the two
groups by western blot. The result showed compared with the CON group, the expression
of GPx4 protein, a marker of ferroptosis, was decreased in the DOX group (Fig. 4), it
suggested that DOX induced the happening of ferroptosis.

Detection of differentially lncRNAs and mRNAs by microarray analysis
in heart tissue
Seven myocardial samples (three in CON group and four in DOX group) were collected for
microarray analysis. The differentially expressed lncRNAs and mRNAs were shown using
cluster heatmaps and volcano plots (Fig. 5) in the DOX and CON groups. Compared with
the CON group, the differential expression of lncRNAs including 5,953 up-regulated and
4,312 down-regulated lncRNAs, and the differentially expressed 2,136 up-regulated and
4,474 down-regulated mRNAs with more than two folds change and FDR less than 0.05
were identified in the DOX group.

Ferroptosis-related genes were screened by FerrDb database and
biological functions were analyzed through DAVID database
There were 388 ferroptosis-related genes obtained by FerrDb database (Version 2; http://
www.zhounan.org/ferrdb/), which were intersected with 6,610 differentially expressed
mRNAs obtained by microarray analysis, and 114 ferroptosis-related genes in the DOX
group were obtained (Fig. 6A). Gene Ontology (GO) analysis, including biological
processes, molecular functions and cellular components, and Kyoto Encyclopedia of Genes
and Genomes (KEGG) pathways of these 114 genes were performed to reveal the potential
biological function through DAVID database (Version 2021). GO analysis results showed
that 32 biological process (BP) items, 15 cellular Component (CC) items and 11 molecular
function (MF) items were enriched. The top 10 GO enrichment items from each category
(BP, CC, MF) were shown in a bar graph in Fig. 6B, where the autophagy (GO:0006914),

Figure 4 The glutathione peroxidase 4 (GPx4) protein expression in mouse myocardium.
(A) Representative western blot band. (B) The relative protein expression levels of GPx4. ��P < 0.01
vs. the CON group, the values are presented as mean ± SD (n = 3). CON: Con group, marked with yellow
bar; DOX: DOX group, marked with bule bar. Full-size DOI: 10.7717/peerj.14767/fig-4
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Figure 5 The expression profiles of lncRNAs and mRNAs in mouse myocardium between CON and DOX groups. (A) Hierarchical clustering of
the differentially expressed lncRNAs. (B) Hierarchical clustering of the differentially expressed mRNAs. (C) Volcano plots of differentially expressed
lncRNAs. (D) Volcano plots of differentially expressed mRNA. Hierarchical clustering and volcano plots were created by R software (R Core Team,
2021); up-regulated lncRNAs and mRNAs were highlighted in yellow and down-regulated lncRNAs and mRNAs were highlighted in purple in
hierarchical clustering. up-regulated lncRNAs and mRNAs were marked with red dots, down-regulated lncRNAs and mRNAs were marked with
blue triangle in volcano plots. The differentially expressed lncRNAs and mRNAs were selected with thresholds of fold change >2.0 and false dis-
covery rate (FDR) < 0.05. Full-size DOI: 10.7717/peerj.14767/fig-5
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positive regulation of autophagy (GO:0010508) in BP item, mitochondria (GO:0005739),
iron-sulfur cluster assembly complex (GO:1990229), membrane (GO:0016020) in CC
item, oxidoreductase activity (GO:0016491), two iron, two sulfur cluster binding (GO:
0051537), iron-sulfur cluster binding (GO:0051536) and iron ion transmembrane
transporter activity (GO:0005381) in MF item were closely associated with ferroptosis.
In KEGG pathway analysis results, 20 related signaling pathways were enriched, the top 10
pathways were shown in the form of bubble diagram in Fig. 6C, among which, ferroptosis
was one of the important pathways. The above bioinformatics analysis results suggested
that these 114 genes were involved in ferroptosis.

PPA network was created with the STRING database and high score
genes were scored by CytoHubba plugin through MCC algorithm
The PPA network of 114 ferroptosis-related genes in the DOX group was constructed
through STRING database (Version 11.5), and score parameters was set to medium
confidence (0.400) (Fig. 7A). PPA network data (Download date: 2022.9.23) was imported
into Cytoscape software. Because CytoHubba plugin implements eleven node ranking

Figure 6 Screening of ferroptosis-related genes and biological function analysis. (A) Venn diagram, the blue areas represent ferroptosis-related
genes in the FerrDb database, the orange areas represent the differentially expressed mRNAs. (B) GO analysis of ferroptosis-related genes in
DOX-induced myocardial injury (DIMI), the top 10 GO terms from each category (BP, CC, MF) were listed. (C) KEGG pathway analysis of
ferroptosis-related genes in DIMI, the top 10 pathways were listed. Full-size DOI: 10.7717/peerj.14767/fig-6

Ye et al. (2023), PeerJ, DOI 10.7717/peerj.14767 10/19

https://www.ebi.ac.uk/QuickGO/term/GO:0010508
https://www.ebi.ac.uk/QuickGO/term/GO:0005739
https://www.ebi.ac.uk/QuickGO/term/GO:1990229
https://www.ebi.ac.uk/QuickGO/term/GO:0016020
https://www.ebi.ac.uk/QuickGO/term/GO:0016491
https://www.ebi.ac.uk/QuickGO/term/GO:0051537
https://www.ebi.ac.uk/QuickGO/term/GO:0051537
https://www.ebi.ac.uk/QuickGO/term/GO:0051536
https://www.ebi.ac.uk/QuickGO/term/GO:0005381
http://dx.doi.org/10.7717/peerj.14767/fig-6
http://dx.doi.org/10.7717/peerj.14767
https://peerj.com/


methods to evaluate the importance of nodes in a biological network, MCC has a better
performance on the precision of predicting important proteins, so the genes closely related
to ferroptosis of PPA network were scored by the MCC algorithm through the CytoHubba
plugin (Chin et al., 2014). Top ten genes were displayed in Fig. 7B, among them, the MCC
score of Becn1 was the highest, and the microarray analysis results showed that Becn1 was
the most significantly up-regulated gene among the 114 ferroptosis-related genes.
Therefore, we speculated that Becn1 might play an important role in mediating ferroptosis
involved in DIMI.

Construction of ceRNA network of the highest MCC score gene Becn1
The miRNAs binding to Becn1 gene in DIMI were predicted using the Starbase database,
and the prediction conditions were set as follows: predicted programs were miRanda and
miRmap. The result showed that there were six miRNAs that could bind with Becn1. Then,
the lncRNAs binding to each of the six miRNAs obtained above were predicted, the
prediction conditions were set as follows: CLIP Data is medium stringency (≧2), and there
were 19 lncRNAs binding to miRNA were obtained. Finally, these predicted lncRNAs were
intersected with differentially expressed lncRNAs to obtain lncRNA/miRNA/mRNA
ceRNA network. The results showed that the ceRNA network was composed of Becn1,
three miRNAs and four lncRNAs, there are Rian/mmu-miR-145a-5p/Becn1, Tug1/mmu-
miR-145a-5p/Becn1, Malat1/mmu-miR-30e-5p/Becn1 and H19/mmu-miR-299a-3p/

Figure 7 PPA network of ferroptosis-related genes and the top 10 maximal clique centrality (MCC)
score genes in DOX-induced myocardial injury (DIMI). (A) PPA network of ferroptosis-related genes,
the node color and size were set based on MCC score. (B) The top 10 MCC score genes scored using
CytoHubba plugin, the high to low MCC score was represented by red and orange red bar.

Full-size DOI: 10.7717/peerj.14767/fig-7
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Becn1 axes respectively. The data of ceRNA network were imported into Cytoscape
software for visual display (Fig. 8).

The expressions of the major components were detected by qRT-PCR
in ceRNA network
The qRT-PCR results showed that the expressions of Becn1 at mRNA level and four
lncRNAs in the ceRNA network were significantly up-regulated in the DOX group
compared with the CON group (Figs. 9A–9E), which had the same trend with microarray
results (Fig. 9F). Hence, the expression levels of Becn1 mRNA and four lncRNAs met with
the conditions to construct ceRNA network.

DISCUSSION
It is well known that doxorubicin belongs to the first-line and broad-spectrum clinical
antitumor drug, but due to its cardiotoxic side-effects, the incidence of heart failure in
cancer patients is increased. Therefore, to explore the mechanisms of DOX induced
myocardial injury and find the effective preventive measures can reduce the incidence of
myocardial injury and improve the survival rate of cancer patients. Although numerous
studies have elucidated the mechanisms underlying DIMI, the exact mechanism remains
to do further research. Recent studies have found that ferroptosis is involved in DIMI
(Fang et al., 2019b; Tadokoro et al., 2020), and alleviating ferroptosis may be a possible
therapeutic strategy to prevent DIMI (Kitakata et al., 2022). Non-coding RNAs play an
important role in DIMI (Zhao et al., 2018; Hu et al., 2019; Lu et al., 2020; Zhan, Hu &
Wang, 2020), and the ceRNA regulation mechanism is one of the crucial ways (Xia et al.,
2020), but few reports investigate the ceRNA network on regulating ferroptosis in DIMI.
Therefore, this study aims to construct the lncRNA/miRNA/mRNA ceRNA network

Figure 8 The ceRNA network of the highest maximal clique centrality (MCC) score gene Becn1. The
ceRNA network was constructed based on predicted lncRNA-miRNA and miRNA-mRNA interactions.
The ceRNA network include up-regulated lncRNAs, predicted miRNAs, and up-regulated mRNA.
Red circle represents up-regulated mRNA Becn1, green diamond represents predicted miRNAs, yellow
triangle represents up-regulated lncRNAs. Full-size DOI: 10.7717/peerj.14767/fig-8
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through bioinformatics analysis technology in DIMI, it will provide the potential
mechanisms and biomarkers for finding the effective therapeutic targets.

In this study, we used DOX to induce myocardial injury in mice model. The results
showed that in comparison with the CON group, in the DOX group, the levels of serum
LDH and CK-MB levels were significantly increased 3 days after DOX intervention. HE
staining showed that the cardiomyocyte membranes and nucleus were abnormally stained
with the destroyed structure. The changes of myocardial enzymes and histology suggested
that DOX could cause myocardial injury. Meanwhile, we observed GPx4 protein
expression in the DOX group was significantly lower than in the CON group, it suggested
that ferroptosis was involved in DIMI, which was consistent with previous reports
(Tadokoro et al., 2020; Li et al., 2021). Based on the above animal model, further research
was carried out to identify the potential ceRNA mechanisms in DIMI.

In recent years, lncRNAs cause more and more attentions in disease development,
recent investigations demonstrate that lncRNAs play a key role in cardiovascular disease,

Figure 9 The expressions of the major components in ceRNA network. (A–E) Relative expressions of
the major mRNA and lncRNAs in ceRNA network. CON: Con group, marked with yellow bar; DOX:
DOX group, marked with bule bar. (F) The expressions of the major mRNA and lncRNAs in ceRNA
network compared to microarray results, microarray results were represented by orange bars and
qRT-PCR results were represented by purple bars. �P < 0.05, ��P < 0.01 vs. the CON group, the values are
presented as mean ± SD (n = 3). Full-size DOI: 10.7717/peerj.14767/fig-9
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which may be biomarkers or even the therapeutic targets for cardiovascular diseases
(Wang et al., 2021). In this study, firstly, the differentially expressed lncRNAs and mRNAs
were detected by microarray analysis in DIMI. The results showed that there were 10,265
differentially expressed lncRNAs (5,953 up-regulated and 4,312 down-regulated) and
6,610 differentially expressed mRNAs (2,136 up-regulated and 4,474 down-regulated) in
the DOX group compared with the CON group. The microarray analysis results suggest
that these differentially expressed lncRNAs and mRNAs may be involved in DIMI, and the
possible mechanism requires further study.

Ferroptosis as a new programmed mode of cell death has been reported involved in
DIMI (Li et al., 2021; Kitakata et al., 2022; Chen et al., 2022). Ferroptosis-related genes play
a crucial role in regulation of ferroptosis in DIMI. So, we want to screen out
ferroptosis-related genes from the differentially expressed mRNAs in DIMI. The 388
ferroptosis-related genes were obtained from the FerrDb database and intersected with the
differentially expressed mRNAs, as a result, the 114 ferroptosis-related genes were
screened. In order to further explore the potential biological functions of the 114
ferroptosis-related genes, GO analysis and KEGG pathway analysis were performed using
the DAVID database. GO analysis results shows that the autophagy (GO:0006914) in BP
item, mitochondria (GO:0005739), iron-sulfur cluster assembly complex (GO:1990229),
membrane (GO:0016020) in CC item, oxidoreductase activity (GO:0016491), two iron,
two sulfur cluster binding (GO:0051537), iron-sulfur cluster binding (GO:0051536) and
iron ion transmembrane transporter activity (GO:0005381) in MF item were closely
associated with ferroptosis. KEGG pathway analysis showed that ferroptosis was one of the
important signaling pathways involved in DIMI. The above biological function analysis
results suggested that ferroptosis was involved in DIMI, which was closely related to these
114 genes. Then the PPA network was obtained using the STRING database to analyze the
interaction relationships between these 114 genes, and the ferroptosis-related genes were
scored by the CytoHubba plugin using MCC algorithm in Cytoscape software. The result
showed that Becn1 was the highest MCC score gene, which means that Becn1 was the most
important protein in the PPA network. Combined with the microarray analysis results, it
showed that Becn1 mRNA was highly expressed in the DOX group, and it was the most
up-regulated gene among the 114 ferroptosis-related genes. Therefore, we speculated that
Becn1 could play an important role in regulating ferroptosis in DIMI. Since previous
studies reported that Becn1 was an important autophagy-related gene, but a recent finding
(Kang et al., 2018) revealed that Becn1 was meanwhile a new driver of ferroptosis, which
promoted ferroptosis through formatting Becn1-SLC7A11 complex to inhibit the cysteine
and glutamate antiporter system X�

c activity in cancer cells. It also reported that Becn1
promoted hepatic stellate cells ferroptosis by suppressing xCT-driven Gpx4 expression
(Tan et al., 2022), and Becn1 haploinsufficiency protected against low ambient
temperature-induced myocardial remodeling and contractile dysfunction through
inhibiting ferroptosis (Yin et al., 2020). Nonetheless, whether Becn1 participates in DIMI
by promoting ferroptosis has not been reported. Therefore, we want to seek for the likely
connection of Becn1 and ferroptosis in DIMI.
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A prior study proposed a ceRNA hypothesis that mRNA, miRNA and lncRNA could
crosstalk with each other to form a regulatory network (Salmena et al., 2011). In our study,
10,265 differentially expressed lncRNAs were detected by microarray analysis in the DOX
group, accumulating evidences had suggested that lncRNAs could sponge miRNAs
through ceRNA mechanism resulting in alterations in the miRNAs-regulated mRNA
levels, so we further investigate the ceRNA mechanisms between these differentially
expressed lncRNAs and Becn1 in regulating ferroptosis in DIMI. To systemically explore
the potential ceRNA mechanisms between these differentially expressed lncRNAs and
Becn1, miRNAs bound with Becn1 and lncRNAs bound with miRNAs were predicted
respectively by Starbase database, then the predicted lncRNAs were intersected with the
differentially up-regulated lncRNAs to obtain lncRNA/miRNA/mRNA ceRNA network,
the results showed there were Rian/mmu-miR-145a-5p/Becn1, Tug1/mmu-miR-145a-5p/
Becn1, Malat1/mmu-miR-30e-5p/Becn1 and H19/mmu-miR-299a-3p/Becn1 axes
respectively. There have been reported that lncRNA Rian, lncRNA Tug1, lncRNA Malat1
and lncRNA H19 all serve as ceRNA involved in multiple biological process, such as
apoptosis (Wu et al., 2020; Yao et al., 2020), ferroptosis (Liang et al., 2022; Zhang et al.,
2022) and pyroptosis (Sun, Mao & Ji, 2021; Kang et al., 2022). Zhang and He reported that
lncRNA Malat1/mmu-miR-30a/Becn1 was involved in myocardial infarction (Zhang &
He, 2020). Furthermore, we also measured the expressions of Becn1 and the four lncRNAs
(lncRNA Rian, Tug1, Malat1 and H19) by qRT-PCR, the results of Becn1 at mRNA
expression and the four lncRNAs met the conditions to construct ceRNA network.
All above further hinted that the ceRNA network we established has the theoretical
credibility.

There are some limitations in the present study. First, only male mice were employed to
observe the cardiotoxicity of DOX; it may be beneficial to select both female and male mice
to explore the cardiotoxicity of DOX because DOX is a broad-spectrum antitumor
chemotherapy drug in clinic. Second, we only selected single intraperitoneal injection of
DOX to induce acute cardiotoxicity; it may did not truly reflect the dose-dependent
cardiotoxicity of DOX in clinical chemotherapy. In the future, we will select both female
and male mice and dose-dependent DOX to investigate the likely mechanisms of DIMI,
and we will further to validate and investigate how Becn1 regulating ferroptosis and its
regulatory role in ceRNA network in DIMI.

CONCLUSIONS
In summary, we identified the differentially expressed lncRNAs and mRNAs in DIMI by
microarray analysis, screened the highest MCC score gene Becn1 that regulated ferroptosis
by bioinformatics analysis methods, and constructed the potential lncRNA/miRNA/
mRNA ceRNA regulatory network. Our findings may be as a potential ceRNA mechanism
in regulation of ferroptosis, and it can provide the objective for further research on the
mechanism investigation of DIMI.

Ye et al. (2023), PeerJ, DOI 10.7717/peerj.14767 15/19

http://dx.doi.org/10.7717/peerj.14767
https://peerj.com/


ADDITIONAL INFORMATION AND DECLARATIONS

Funding
This work was supported by the Anhui Province Education Key Project (grant no.
KJ2021A0762), the 512 talent program of Bengbu Medical College (grant no. by51201102)
and the key incubation project in Department of Basic Medicine, Bengbu Medical College
(grant no. 2022JCYX02), China. The funders had no role in study design, data collection
and analysis, decision to publish, or preparation of the manuscript.

Grant Disclosures
The following grant information was disclosed by the authors:
Anhui Province Education Key Project: KJ2021A0762.
Bengbu Medical College: 51201102.
Department of Basic Medicine, Bengbu Medical College: 2022JCYX02.

Competing Interests
The authors declare that they have no competing interests.

Author Contributions
� Hongwei Ye conceived and designed the experiments, performed the experiments,
analyzed the data, prepared figures and/or tables, authored or reviewed drafts of the
article, and approved the final draft.

� Yuping Li conceived and designed the experiments, performed the experiments,
analyzed the data, prepared figures and/or tables, and approved the final draft.

� Lu Li conceived and designed the experiments, performed the experiments, analyzed the
data, prepared figures and/or tables, and approved the final draft.

� Yuhui Huang conceived and designed the experiments, performed the experiments,
analyzed the data, prepared figures and/or tables, and approved the final draft.

� Jiahui Wang conceived and designed the experiments, performed the experiments,
analyzed the data, prepared figures and/or tables, and approved the final draft.

� Qin Gao conceived and designed the experiments, analyzed the data, authored or
reviewed drafts of the article, and approved the final draft.

Animal Ethics
The following information was supplied relating to ethical approvals (i.e., approving body
and any reference numbers):

The Animal Management and Ethics Committee of Bengbu Medical College provided
full approval for this research ([2022] 024).

Microarray Data Deposition
The following information was supplied regarding the deposition of microarray data:

Data is available at the GEO database: GSE207737.

Ye et al. (2023), PeerJ, DOI 10.7717/peerj.14767 16/19

http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE207737
http://dx.doi.org/10.7717/peerj.14767
https://peerj.com/


Data Availability
The following information was supplied regarding data availability:

The raw measurements are available in the Supplemental Files.

Supplemental Information
Supplemental information for this article can be found online at http://dx.doi.org/10.7717/
peerj.14767#supplemental-information.

REFERENCES
Chen H, Zhu J, Le Y, Pan J, Liu Y, Liu Z, Wang C, Dou X, Lu D. 2022. Salidroside inhibits

doxorubicin-induced cardiomyopathy by modulating a ferroptosis-dependent pathway.
Phytomedicine: International Journal of Phytotherapy and Phytopharmacology 99:153964
DOI 10.1016/j.phymed.2022.153964.

Chin C-H, Chen S-H, Wu H-H, Ho C-W, Ko M-T, Lin C-Y. 2014. cytoHubba: identifying hub
objects and sub-networks from complex interactome. BMC Systems Biology 8(4):S11
DOI 10.1186/1752-0509-8-S4-S11.

Fang J, Tang Y, Cheng X, Wang L, Cai C, Zhang X, Liu S, Li P. 2019a. Exenatide alleviates
adriamycin-induced heart dysfunction in mice: modulation of oxidative stress, apoptosis and
inflammation. Chemico-Biological Interactions 304:186–193 DOI 10.1016/j.cbi.2019.03.012.

Fang X, Wang H, Han D, Xie E, Yang X, Wei J, Gu S, Gao F, Zhu N, Yin X, Cheng Q, Zhang P,
Dai W, Chen J, Yang F, Yang H-T, Linkermann A, GuW, Min J, Wang F. 2019b. Ferroptosis
as a target for protection against cardiomyopathy. Proceedings of the National Academy of
Sciences of the United States of America 116(7):2672–2680 DOI 10.1073/pnas.1821022116.

He H, Wang L, Qiao Y, Yang B, Yin D, He M. 2021. Epigallocatechin-3-gallate pretreatment
alleviates doxorubicin-induced ferroptosis and cardiotoxicity by upregulating AMPKa2 and
activating adaptive autophagy. Redox Biology 48:102185 DOI 10.1016/j.redox.2021.102185.

Hou K, Shen J, Yan J, Zhai C, Zhang J, Pan J-A, Zhang Y, Jiang Y, Wang Y, Lin RZ, Cong H,
Gao S, Zong W-X. 2021. Loss of TRIM21 alleviates cardiotoxicity by suppressing ferroptosis
induced by the chemotherapeutic agent doxorubicin. EBioMedicine 69(8):103456
DOI 10.1016/j.ebiom.2021.103456.

Hu X, Liu H, Wang Z, Hu Z, Li L. 2019.miR-200a attenuated doxorubicin-induced cardiotoxicity
through upregulation of Nrf2 in mice. Oxidative Medicine and Cellular Longevity 2019(22):1–13
DOI 10.1155/2019/1512326.

Hu J-F, Wang H-X, Li H-H, Hu J, Yu Y, Gao Q. 2017. Inhibition of ALDH2 expression aggravates
renal injury in a rat sepsis syndrome model. Experimental and Therapeutic Medicine
14(3):2249–2254 DOI 10.3892/etm.2017.4785.

Kang H, Yu H, Zeng L, Ma H, Cao G. 2022. LncRNA Rian reduces cardiomyocyte pyroptosis and
alleviates myocardial ischemia-reperfusion injury by regulating by the miR-17-5p/CCND1 axis.
Hypertension Research: Official Journal of the Japanese Society of Hypertension 45(6):976–989
DOI 10.1038/s41440-022-00884-6.

Kang R, Zhu S, Zeh HJ, Klionsky DJ, Tang D. 2018. BECN1 is a new driver of ferroptosis.
Autophagy 14(12):2173–2175 DOI 10.1080/15548627.2018.1513758.

Kitakata H, Endo J, Ikura H, Moriyama H, Shirakawa K, Katsumata Y, Sano M. 2022.
Therapeutic targets for DOX-induced cardiomyopathy: role of apoptosis vs. ferroptosis.
International Journal of Molecular Sciences 23(3):1414 DOI 10.3390/ijms23031414.

Ye et al. (2023), PeerJ, DOI 10.7717/peerj.14767 17/19

http://dx.doi.org/10.7717/peerj.14767#supplemental-information
http://dx.doi.org/10.7717/peerj.14767#supplemental-information
http://dx.doi.org/10.7717/peerj.14767#supplemental-information
http://dx.doi.org/10.1016/j.phymed.2022.153964
http://dx.doi.org/10.1186/1752-0509-8-S4-S11
http://dx.doi.org/10.1016/j.cbi.2019.03.012
http://dx.doi.org/10.1073/pnas.1821022116
http://dx.doi.org/10.1016/j.redox.2021.102185
http://dx.doi.org/10.1016/j.ebiom.2021.103456
http://dx.doi.org/10.1155/2019/1512326
http://dx.doi.org/10.3892/etm.2017.4785
http://dx.doi.org/10.1038/s41440-022-00884-6
http://dx.doi.org/10.1080/15548627.2018.1513758
http://dx.doi.org/10.3390/ijms23031414
http://dx.doi.org/10.7717/peerj.14767
https://peerj.com/


Li D, Liu X, Pi W, Zhang Y, Yu L, Xu C, Sun Z, Jiang J. 2021. Fisetin attenuates
doxorubicin-induced cardiomyopathy in vivo and in vitro by inhibiting ferroptosis through
SIRT1/Nrf2 signaling pathway activation. Frontiers in Pharmacology 12:808480
DOI 10.3389/fphar.2021.808480.

Li T, Tan Y, Ouyang S, He J, Liu L. 2022. Resveratrol protects against myocardial
ischemia-reperfusion injury via attenuating ferroptosis. Gene 808(1):145968
DOI 10.1016/j.gene.2021.145968.

Li N, Wang W, Zhou H, Wu Q, Duan M, Liu C, Wu H, Deng W, Shen D, Tang Q. 2020.
Ferritinophagy-mediated ferroptosis is involved in sepsis-induced cardiac injury. Free Radical
Biology and Medicine 160:303–318 DOI 10.1016/j.freeradbiomed.2020.08.009.

Liang Z, Wu Q, Wang H, Tan J, Wang H, Gou Y, Cao Y, Li Z, Zhang Z. 2022. Silencing of
lncRNAMALAT1 facilitates erastin-induced ferroptosis in endometriosis through miR-145-5p/
MUC1 signaling. Cell Death Discovery 8(1):190 DOI 10.1038/s41420-022-00975-w.

Liu P, Feng Y, Li H, Chen X, Wang G, Xu S, Li Y, Zhao L. 2020. Ferrostatin-1 alleviates
lipopolysaccharide-induced acute lung injury via inhibiting ferroptosis. Cellular & Molecular
Biology Letters 25(1):10 DOI 10.1186/s11658-020-00205-0.

Lu Q, Huo J, Liu P, Bai L, Ma A. 2020. lncRNA HOXB-AS3 protects doxorubicin-induced
cardiotoxicity by targeting miRNA-875-3p. Experimental and Therapeutic Medicine
19:1388–1392 DOI 10.3892/etm.2019.8335.

R Core Team. 2021. R: A language and environment for statistical computing. Version 4.1.1.
Vienna: R Foundation for Statistical Computing. Available at https://www.r-project.org.

Salmena L, Poliseno L, Tay Y, Kats L, Pandolfi PP. 2011. A ceRNA hypothesis: the Rosetta Stone
of a hidden RNA language? Cell 146(3):353–358 DOI 10.1016/j.cell.2011.07.014.

Sun J, Mao S, Ji W. 2021. LncRNA H19 activates cell pyroptosis via the miR-22-3p/NLRP3 axis in
pneumonia. American Journal of Translational Research 13:11384–11398.

Tadokoro T, Ikeda M, Ide T, Deguchi H, Ikeda S, Okabe K, Ishikita A, Matsushima S,
Koumura T, Yamada K-I, Imai H, Tsutsui H. 2020.Mitochondria-dependent ferroptosis plays
a pivotal role in doxorubicin cardiotoxicity. JCI Insight 5(9):132747
DOI 10.1172/jci.insight.132747.

Tan Y, Huang Y, Mei R, Mao F, Yang D, Liu J, Xu W, Qian H, Yan Y. 2022. HucMSC-derived
exosomes delivered BECN1 induces ferroptosis of hepatic stellate cells via regulating the xCT/
GPX4 axis. Cell Death & Disease 13(4):319 DOI 10.1038/s41419-022-04764-2.

Wang W, Yang N, Wen R, Liu C-F, Zhang T-N. 2021. Long noncoding RNA: regulatory
mechanisms and therapeutic potential in sepsis. Frontiers in Cellular and Infection Microbiology
11:563126 DOI 10.3389/fcimb.2021.563126.

Wu X, Zheng X, Cheng J, Zhang K, Ma C. 2020. LncRNA TUG1 regulates proliferation and
apoptosis by regulating miR-148b/IGF2 axis in ox-LDL-stimulated VSMC and HUVEC. Life
Sciences 243(11):117287 DOI 10.1016/j.lfs.2020.117287.

Xia W, Chen H, Xie C, Hou M. 2020. Long-noncoding RNA MALAT1 sponges microRNA-92a-
3p to inhibit doxorubicin-induced cardiac senescence by targeting ATG4a. Aging
12(9):8241–8260 DOI 10.18632/aging.103136.

Yao P, Li Y-L, Chen Y, Shen W, Wu K-Y, Xu W-H. 2020. Overexpression of long non-coding
RNA Rian attenuates cell apoptosis from cerebral ischemia-reperfusion injury via Rian/miR-
144-3p/GATA3 signaling. Gene 737:144411 DOI 10.1016/j.gene.2020.144411.

Yin Z, Ding G, Chen X, Qin X, Xu H, Zeng B, Ren J, Zheng Q, Wang S. 2020. Beclin1
haploinsufficiency rescues low ambient temperature-induced cardiac remodeling and contractile

Ye et al. (2023), PeerJ, DOI 10.7717/peerj.14767 18/19

http://dx.doi.org/10.3389/fphar.2021.808480
http://dx.doi.org/10.1016/j.gene.2021.145968
http://dx.doi.org/10.1016/j.freeradbiomed.2020.08.009
http://dx.doi.org/10.1038/s41420-022-00975-w
http://dx.doi.org/10.1186/s11658-020-00205-0
http://dx.doi.org/10.3892/etm.2019.8335
https://www.r-project.org
http://dx.doi.org/10.1016/j.cell.2011.07.014
http://dx.doi.org/10.1172/jci.insight.132747
http://dx.doi.org/10.1038/s41419-022-04764-2
http://dx.doi.org/10.3389/fcimb.2021.563126
http://dx.doi.org/10.1016/j.lfs.2020.117287
http://dx.doi.org/10.18632/aging.103136
http://dx.doi.org/10.1016/j.gene.2020.144411
http://dx.doi.org/10.7717/peerj.14767
https://peerj.com/


dysfunction through inhibition of ferroptosis and mitochondrial injury. Metabolism-Clinical
and Experimental 113:154397 DOI 10.1016/j.metabol.2020.154397.

Zhan J, Hu P, Wang Y. 2020. lncRNA PVT1 aggravates doxorubicin-induced cardiomyocyte
apoptosis by targeting the miR-187-3p/AGO1 axis. Molecular and Cellular Probes 49(3):101490
DOI 10.1016/j.mcp.2019.101490.

Zhang J, He J-F. 2020. LncRNA-MALAT1 influences myocardial infarction by regulating miR-
30a/beclin-1 pathway. European Review for Medical and Pharmacological Sciences 24:885–892
DOI 10.26355/eurrev_202001_20073.

Zhang R, Pan T, Xiang Y, Zhang M, Xie H, Liang Z, Chen B, Xu C, Wang J, Huang X, Zhu Q,
Zhao Z, Gao Q, Wen C, Liu W, Ma W, Feng J, Sun X, Duan T, Lai-Han Leung E, Xie T,
Wu Q, Sui X. 2022. Curcumenol triggered ferroptosis in lung cancer cells via lncRNA H19/
miR-19b-3p/FTH1 axis. Bioactive Materials 13:23–36 DOI 10.1016/j.bioactmat.2021.11.013.

Zhao L, Qi Y, Xu L, Tao X, Han X, Yin L, Peng J. 2018. MicroRNA-140-5p aggravates
doxorubicin-induced cardiotoxicity by promoting myocardial oxidative stress via targeting Nrf2
and Sirt2. Redox Biology 15(7):284–296 DOI 10.1016/j.redox.2017.12.013.

Zhu L, Lin M. 2021. The synthesis of nano-doxorubicin and its anticancer effect. Anti-Cancer
Agents in Medicinal Chemistry 21(18):2466–2477 DOI 10.2174/1871520621666201229115612.

Ye et al. (2023), PeerJ, DOI 10.7717/peerj.14767 19/19

http://dx.doi.org/10.1016/j.metabol.2020.154397
http://dx.doi.org/10.1016/j.mcp.2019.101490
http://dx.doi.org/10.26355/eurrev_202001_20073
http://dx.doi.org/10.1016/j.bioactmat.2021.11.013
http://dx.doi.org/10.1016/j.redox.2017.12.013
http://dx.doi.org/10.2174/1871520621666201229115612
http://dx.doi.org/10.7717/peerj.14767
https://peerj.com/

	Construction of a ceRNA network of regulated ferroptosis in doxorubicin-induced myocardial injury
	Introduction
	Materials and Methods
	Results
	Discussion
	Conclusions
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile (None)
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Average
  /ColorImageResolution 300
  /ColorImageDepth 8
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /FlateEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Average
  /GrayImageResolution 300
  /GrayImageDepth 8
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /FlateEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Average
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken voor kwaliteitsafdrukken op desktopprinters en proofers. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


