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Abstract

Sorafenib resistance is a major challenge in the treatment of patients with advanced hepatocellular
carcinoma (HCC). MicroRNAs (miRNAs) are a large family of non-coding RNA molecules, which is an
important mechanism of drug resistance. We previously found that knockdown of miR-25 increased the
sensitivity of TRAIL-induced apoptosis in liver cancer stem cells. We aimed to study the effects of miR-25
on sorafenib resistance of HCC and the underlying mechanisms. In the present study, we analyzed the
expression of miR-25 between HCC and normal tissues and predicted miR-25 target genes through
databases. After transfecting miR-25 mimics, inhibitor or FBXW?7 Plasmid, CCK-8 and flow cytometry
assay was performed to determine the sorafenib resistance. We performed LC3-dual-fluorescence assay
and Western blotting to detect the autophagy levels. The expression of miR-25 was upregulated in human
HCC tissues and was associated with tumor pathological grade, clinic staging, and lymphatic metastasis.
MiR-25 enhanced sorafenib resistance of HCC cells and autophagy. FBXW?7 is the direct target of miR-25.
Overexpression of FBXW?7 could reverse the increase of sorafenib resistance caused by miR-25 mimics.
Our results suggested that miR-25 increased the sorafenib resistance of HCC via inducing autophagy. In
addition, miR-25 decreases the expression of FBXW7 protein to regulate autophagy. Therefore, miR-25
may represent a novel therapeutic target for the treatment of HCC.
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Introduction

Hepatocellular carcinoma is a prevalent patients by 3-5 months, but drug resistance minimizes

malignancy and the third cause of cancer-related
deaths [1]. The majority of HCC patients usually
develop advanced-stage HCC due to underlying
chronic liver disease, late diagnosis, and high
frequencies of recurrence after treatment [2].
Sorafenib, the multi-tyrosine kinase inhibitor, is the
first-line systemic target drug that plays an important
role in the management of advanced HCC [3].
Sorafenib can prolong the median survival time of

its therapeutic benefits [4]. Therefore, it is important
to explore the resistance mechanism of sorafenib and
develop novel molecular targets for the treatment of
HCC.

MicroRNAs (miRNAs) are a large family of
non-coding RNA molecules that adjust cellular
differentiation, proliferation, migration, and death by
suppressing mRNAs expression or transcription [5].
Previous research has established that several
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miRNAs could regulate the development of HCC
drug resistance, and serve as original therapeutic
targets for HCC [6]. MiR-25 is dysregulated in several
malignancies, including breast cancer, including
breast cancer, human prostate cancer, cholangio-
carcinoma, and HCC [7-9]. miR-25 is over-expressed
in triple-negative breast cancer (INBC) and promotes
TNBC cell proliferation. We previously found that
miR-25 is overexpressed in liver cancer stem cells
(LCSCs) and can reduce TRAIL-induced apoptosis via
PTEN/PI3K/Akt/Bad signaling pathway [10].
However, the role of miR-25 in the chemoresistance of
HCC remains poorly understood.

Autophagy is a lysosomal degradation pathway,
which degrades cytoplasmic constituents and
organelles [11]. Autophagy displays opposing
functions at different cell types, which protects
against HCC initiation, but induce growth, metastasis,
and drug resistance during tumor progression [12].
Recent work has established that autophagy can be
induced by anticancer therapies, which creates a
novel mechanism of chemoresistance in cancer [13].
Studies showed that several miRNAs regulate the
therapy response of cancer cells by inducing
autophagy [14-16].

In the present study, we found that miR-25 was
dysregulated in HCC and regulate the sorafenib
sensitivity of HCC. Furthermore, we attempted to
uncover the underlying mechanisms between miR-25
and sorafenib resistance.

Materials and methods

Patients and specimens

Human liver tissue samples were achieved from
28 HCC patients who received resection at the First
Affiliated Hospital of Zhejiang University School of
Medicine after obtaining a written informed consent.

Cell lines and reagents

Huh?7, HepG2, SNU387, and SNU449 cells were
obtained from the ATCC (Manassas, VA, USA). Huh7
and HepG2 cells were cultured in DMEM medium
containing 10% fetal bovine serum (Gibco, USA).
SNU387 and SNU449 cells were cultured in RPMI
1640 medium containing 10% fetal bovine serum. All
cell lines were cultured at 37 °C in a humidified
atmosphere containing 5% CO2.

Quantitative real-time polymerase chain
reaction (qRT-PCR)

Total RNA was isolated using TRIzol (Takara,
Japan) Reagent ®. Reverse transcription of miRNA
was conducted using a Mir-X miRNA qRT-PCR TB
Green® Kit (Takara, Japan,) according to the
manufacturer’s instructions. Primers for miR-25 were

designed and purchased from Takara. qRT-PCR was
performed on an ABI Prism 7900HT Real-Time
System (Applied Biosystems Inc; Shanghai, China).
Results were analyzed using the 2-AACt method. The
level of miR-25 expression was normalized to U6
RNA. The detailed sequences are listed as follows:
FBWX7-homo-F
Forward primer:
ATGCAGAGAC-¥
Reverse primer:
TAACAA-¥
miR-25-3p sequence:
CUCGGUCUGA-%

5-CACTCAAAGTGTGGA
5-GCATCTCGAGAACCGC

5-CAUUGCACUUGU

Cell viability assay

Normal or transfected HCC cells were seeded
into 96-well plates and incubated overnight. After
treatment with different concentrations of sorafenib
for 48h, cell viability was assessed using a cell
counting kit-8 assay (CCK-8; Dojindo;, Kumamoto,
Japan) according to the manufacturer’s protocol. The
absorbance in each well was measured at 570 nm
using a microplate reader (Dynex, Chantilly, VA,
USA).

siRNA and transfection

The miR-25 mimics and their negative control
(NC), and miR-25 inhibitor and their inhibitor NC
were purchased from GenePharma (Shanghai, China).
HCC Cells were transfected for 6h with mimics,
inhibitor using Lipofectamine 2000 (Invitrogen, USA)
according to the manufacturer's instructions. miR-25
mimic and miR-25 inhibitor were used to overexpress
or inhibit miR-25 expression in HCC cells after being
verified by real-time PCR analyses. The detailed
sequences are listed as follows:

siFBXW7-Homo-1285:

Forward primer: 5-GCUGAAAGGACAUGA
UGAUTT-3'

Reverse
CAGCTT-¥

siFBXW7-Homo-1776

Forward primer: 5-GGCAUACUAAUAGAG
UCUATT-3

Reverse
UGCCTT-3

siFBXW7-Homo-2118

Forward primer: 5-CGGGUGAAUUUAUUC
GAAATT-3¥

Reverse
CCCGTT-3

hsa-miR-25 mimics

Forward primer:
GGUCUGA-3’

Reverse
CAAUGUU-3

primer: 5-AUCAUCAUGUCCUUU

primer: 5-UAGACUCUAUUAGUA

primer: 5-UUUCGAAUAAAUUCA

5-CAUUGCACUUGUCUC

primer: 5-AGACCGAGACAAGUG
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hsa-miR-25 inhibitor
AAGUGCAAUG-3

5-UCAGACCGAGAC

Flow cytometry assay

Normal or transfected HCC Cells were treated
with sorafenib (IC50) for 48h. The cells were stained
with the Annexin-V and PI according to the
manufacturer’s protocol (Dojindo; Kumamoto, Japan).
The rate of apoptosis was detected on the flow
cytometry according to the manufacturer's guidance.

LC3-dual-fluorescence assay

Huh7 and SNU387 cells stably transfected with
RFP-GFP-LC3 adenovirus were subjected to treatment
for 48 h. the «cells were fixed with 4%
paraformaldehyde (Sigma, USA) and photographed
using a laser confocal fluorescence microscope. Cells
were detected by the expression of green (GFP) or red
(REP) fluorescence. =~ Autophagosomes  were
characterized by yellow puncta and autolysosomes
based on only red puncta in the merged images.
Autophagic flux was monitored by an increased
percentage of only red puncta in the merged images.

Western blot assay

Protein was extracted from HCC cells, separated
on 10% SDS PAGE gel and then transferred to
polyvinylidene difluoride (PVDF) membranes
(Millipore, Bedford, MA). The transferred membranes
were blocked using 5% non-fat dry milk in TBST for 2
h and incubated with primary antibodies overnight at
4 °C. Then, the membranes were incubated for 2 h in
secondary antibodies at room temperature. The
primary antibodies used in this study were as follows:
anti-P62, anti-LC3B, anti-FBXW7 (Cell Signaling
Technology, USA). GAPDH was used as an internal
control. Using a detection system of enhanced
chemiluminescence (ECL) to visualize proteins.

UALCAN database analysis

The UALCAN database (http://ualcan.path.
uab.edu) is a web resource for analyzing cancer data.
We used UALCAN to evaluate miR-25 expression in
HCC based on tumor grade, individual cancer stage,
nodal metastasis status or sample types. The miRNA
was set as “miR-25", the cancer was set as “liver
hepatocellular carcinoma”, and the analysis method
was set as “expression” analysis. Through setting
analysis method as the “Survival” module, we
obtained the effect of miR-25 expression level on
LIHC patient survival.

Prediction of miR-25 target gene

The miR-25 target gene was predicted by using
three online tools, which were miRTarBase
(https:/ /mirtarbase.cuhk.edu.cn/), TargetScan

(http:/ /www.targetscan.org/) and miRwalk
(http:/ /mirwalk.umm.uni-heidelberg.de/). We
obtained the common predicted target genes from the
three databases by using Venn diagram. Venn
diagram was drawn by R software.

Functional Enrichment Analysis

Functional enrichment analyses of the common
predicted target genes from the three databases were
performed through Metascape (http://metascape.
org/gp). The thresholds were set as follows: the
P-value cut off was 0.01, the number of min overlap
was 3, and the min enrichment was 1.5. The enriched
terms with the best p-values from each of the 20
clusters were selected, with the constraint that there
are no more than 15 terms per cluster and no more
than 250 terms in total. The selected terms were
rendered as a network plot using Cytoscape
(https:/ /cytoscape.org/). The similarity of terms
connected by edges is more than 0.3.

Statistical analysis

Every experiment was performed at least three
times. All data were presented as the meanz standard
deviation (SD), and were analyzed using SPSS 25.0.
The data were analyzed using a two-tailed Student’s
t-test for average differences. Statistical significance
was defined as a p-value <0.05.

Results

MiR-25 is overexpressed in HCC tissues

By analyzing the expression of miRNAs in HCC
and normal tissues through the UALCAN database,
we found the top 50 over-expressed miRNAs in HCC.
The result showed that miR-25 is overexpressed in
HCC tissues (Fig. 1A). Our previous article has found
that miR-25 expression upregulation in LCSCs and
was associated with the sensitivity of LCSCs to TRAIL
[10]. Therefore, we selected miR-25 for further
investigation. Compared with the normal tissue, the
expression of miR-25 in grades 1-4 HCC was
significantly —increased based on the tumor
pathological staging (Fig. 1B). Moreover, the
expression of miR-25 is positively correlated with the
tumor clinical stages of 1-3 and the nodal metastasis
status (Fig. 1C, D). miR-25 had a high expression in
HCC tissues compared with adjacent tissues (Fig. 1E).
The survival curve showed that HCC patients with
high miR-25 expression had a worse prognosis (Fig.
1F). Furthermore, we detected the expression levels of
miR-25 in HCC tissues and adjacent tissues collected
from 28 HCC patients who had undergone resection
and found that miR-25 was remarkably overexpressed
in HCC tissues (Fig. 1G).
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Top 50 over-expressed miRNAs in Liver

Expression of hsa-mir-25 in LIHC
based on tumor grade

Expression of hsa-mir-25 in LIHC
based on individual cancer stages
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Figure 1 miR-25 is overexpressed in HCC. (A) Top 50 over-expressed miRNAs in HCC. (B-D) miR-25 expression levels in different tumor pathological staging, pathological
staging, and nodal metastasis status were analyzed through bioinformatics. E miR-25 expression levels between HCC tissues and adjacent tissues were analyzed through
bioinformatics. F Effect of miR-25 expression level on HCC patient survival. G miR-25 expression levels between HCC tissues and adjacent tissues were detected in clinical

specimens using qRT-PCR. *¥p<0.01, **p<0.001 compared with normal.

MiR-25 induces resistance of HCC cells to
sorafenib

IC50s of sorafenib for Huh7, HepG2, SNU387,
and SNU449 cell lines were examined by CCK-8. The
results demonstrated that Huh? cells were the most
sensitive to sorafenib, however, SNU387 cells were
the most resistant (Fig. 2A). In order to investigate the
role of miR-25 in the susceptibility of HCC cells to
sorafenib, we altered the expression of miR-25 by
transfecting ~ miR-25 mimic, inhibitor, and
corresponding negative control. The efficacy of
transfection was validated (Fig. 2B, C). Then sorafenib
cytotoxicity was measured following miR-25
transfection in HCC cell lines. Sorafenib cytotoxicity
for the HCC cells transfected with miR-25 mimics
augmented, whereas the cytotoxicity decreased in the

miR-25 inhibitor transfected HCC cells (Fig. 2D).
Furthermore, we measured the IC50s of different
HCC cell lines transfected with miR-25 mimics or
inhibitor against sorafenib. As shown in Fig.2E, the
overexpression of miR-25 upregulated the sorafenib
IC50s, conversely, the IC50s in HCC cells transfected
with miR-25 inhibitor were lower. Moreover, the
expression of miR-25 was measured in HCC cell lines
with or without sorafenib treatment. The results
showed that miR-25 expression was upregulated after
sorafenib treatment (Fig. 2F).

MiR-25 regulates cell apoptosis in HCC cells.
We next investigated the mechanisms by which
miR-25 regulates the sensitivity of HCC cells to
sorafenib. Using the bioinformatics algorithm, we
forecasted the potential target genes of miR-25
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through the miRTarBase, Target Scan and miRwalk
database. 129 common predicted target genes were
obtained from the three databases (Fig. 3A).
Functional enrichment analyses of the 129 common
predicted target genes were performed through
Metascape. It was found that the genes regulated by
miR-25 were mainly related to signal pathways such
as cell death and cell cycle (Fig. 3B-D). The above
results suggested that miR-25 may alter the sensitivity
of HCC cells to sorafenib by regulating cell apoptosis.
Silence or overexpression of MIR-25 in Huh7 and
SNU387 cells, and then combined with sorafenib to
observe the changes in cell apoptosis. Compared to
sorafenib treatment alone, the transfection of miR-25
inhibitor combined with sorafenib increased the
proportion of apoptosis (Fig. 3E). Whereas, the

transfection of miR-25 mimics combined with
sorafenib reduced the proportion of apoptosis.

MiR-25 regulates sorafenib-induced autophagy
in HCC cells

There are three classic cell death pathways:
apoptosis, autophagy, and necrosis. Apoptosis and
autophagy are independent and interrelated [17]. As
shown in Figure 3, miR-25 was involved in regulating
cell apoptosis, so we then verified whether autophagy
was also involved in mediating HCC cell resistance to
Sorafenib. We upregulated or downregulated miR-25
expression of Huh7 and SNU387 by transfecting
miR-25 mimics or inhibitor. Then we tested the
autophagic flux using LC3-dual-fluorescence assay
after treatment of sorafenib. The results showed that
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after the treatment of sorafenib, autophagy occurred
in the HCC cell lines, and inhibiting the expression of
miR-25 can block this effect. However, increasing
miR-25 expression can further enhance autophagy
compared to sorafenib treatment alone (Fig. 4A-C).

A B

Moreover, Western blots showed that the level of P62
protein and LC3 II protein was up-regulated after the
treatment of sorafenib, which was reversed by miR-25
suppression (Fig. 4D). The transfection efficiency is
presented in Fig. 4E.
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FBXWT?7 is a direct target of miR-25

Through the above experiments, we basically
affirmed the role of miR-25 in sorafenib resistance in
HCC cells. Therefore, the target genes of miR-25
needed to be explored. We sought to identify
potential target genes that interact with miR-25 by
studying multiple bioinformatics and databases
(miRTarbase, Target Scan, Luciferase and miRwalk
databases), and obtained Ten intersections (Fig. 5 A).
According to the set obtained by Fig. 5 A, possible

target genes were selected including FBXW7, EZH2,
BCL2L 11, LATS2 and ATP2A2. Our result has
verified that FBXW?7 could be direct targets of miR-25
by performing a dual-luciferase reporter assay (Fig.
5B-D) as previous study [18]. We transfected miR-25
inhibitor into Huh7 and SNU387 cells, which resulted
in overexpression of FBXW?7 protein as revealed by
Western blot. Transfecting miR-25 mimic into Huh?
and SNU387 cells decreased the level of FBXW7
protein (Fig. 5E).
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Figure 5 FBXWT?7 is a direct target of miR-25. (A) Ten intersections of the target genes of miR-25 were obtained from databases, including miRTarbase, Target Scan,
Luciferase and miRwalk databases. (B-D) A potential target site of miR-25 on the FBXW?7 3’'URT was predicted by the databases. A luciferase reporter assay showed the
predicted binding sequence was required for miR-25 inhibition. E Quantification of FBXW?7 protein expression in Huh7 and SNU387 cells transfected with the miR-25 mimics,

miR-25 inhibitor, or NC by Western.

MiR-25 targets FBXW?7 to promote autophagy
and increase sorafenib resistance

Previous research has established that the
inhibition of FBXW?7 expression can promote
autophagy [19]. We hypothesized that miR-25 may
promote autophagy by mediating FBXW7 and then
increase sorafenib resistance in HCC. We detected the
therapeutic effect of sorafenib in HCC cells after
overexpressing FBWX7. The results showed that
FBWX7 overexpression increase the sorafenib
sensitivity of HCC. Then the effect was assessed after
overexpressing FBWX7 combined with transfecting
miR-25 mimics into HCC. The results showed that
overexpression of FBXW?7 could reverse the increase
of sorafenib resistance caused by (Fig. 2D and Fig.
6A-B). Western blotting showed that miR-25

overexpression led to the amplification of autophagy,
which was reversed by the overexpression of FBXW7
(Fig. 6C). The transfection efficiency of miR-25 mimics
and FBXW?7 Plasmid was tested by qRT-PCR and
Western blotting, respectively (Fig. 6D-E).

Discussion

Sorafenib was approved by FDA as the first-line
targeted drug for patients with advanced HCC, which
can suppress cell proliferation, angiogenesis, and
promote tumor cell apoptosis. Although sorafenib
prolongs the median survival time of advanced HCC
patients, the overall outcomes are not satisfactory
with the resistance to sorafenib [3, 20]. Many recent
studies have shown that the expression of miRNA is
related to the drug resistance of cancer cells [21, 22].
miR-25 has been reported as highly expressed in
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human cancer, acting as an oncogenic miRNA. In
triple-negative breast cancer (TNBC), miR-25 was
found to promote TNBC cell proliferation and tumor
growth [7]. In colorectal cancer (CRC), miR-25 induces
vascular leakiness and enhances CRC metastasis to
the liver and lung [23]. CRC patients with metastasis
have a higher expression level of miR-25. miR-25 is
significantly upregulated in HCC, which increases the
HCC cell viability, and are related to poor survival
[24]. But the role of miR-25 in sorafenib resistance in
HCC remains unknown. Our current study revealed
that upregulating the expression of miR-25 increases
the resistance of HCC to sorafenib.

Autophagy plays a complex role in tumor
survival, which limits the earliest stages of
tumorigenesis, but enables tumor cell survival and
growth in established cancers. Autophagy can
promote the established tumors’ survival and growth
by helping cope with intracellular and environmental
stresses, such as hypoxia, nutrient shortage, or cancer
therapy [25]. Recent evidence has indicated that
autophagy as a cellular defense mechanism is
associated with the development of resistance in
multiple cancers. Induction of autophagy leads to

tumor chemoresistance through different
mechanisms, including EGFR signaling,
PIBK/AKT/mTOR pathways, and microRNA [26].
Evidence has shown that MIR30A enhances
chemoresistance against chronic myelogenous
leukemia via promoting autophagy [27]. Moreover,
inhibition of autophagy enhances the anti-tumor
activity of temozolomide and rapamycin on glioma
stem-like cells [14]. Regarding HCC, several studies
have demonstrated an association between miRNAs
and autophagy in the chemosensitivity of HCC [28,
29].

F-box and WD repeat domain containing
7(FBXW?), one of the ubiquitin-proteasome system
proteins, is an essential tumor suppressor and is
frequently deregulated in human cancer cells [30].
Evidence has shown that miRNAs can bind to the 3’
untranslated region (UTR) of FBXW7 and target the
mRNA for degradation and prevent protein
translation. MIR-223 has been shown to bind directly
to the 3" UTR of FBXW7 and inhibit the level of
FBXW?7 protein expression [19]. In HCC, miR-92a
negatively regulated FBXW?7 abundance, which
promotes proliferation, cell cycle transition and
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Figure 6 miR-25 targets FBXW?7 to promote autophagy and increase sorafenib resistance. (A, B) Relative cell viability (mean + SD) for HCC cell lines that
overexpressed FBXW?7 with or without transfecting miR-25 mimics. (C) Western blot of FBXW?7, LC3-I/Il, and P62 in HCC cells treated with miR-25 mimics plus transfection
FBXW?7 Plasmid, miR-25 mimics alone, FBXW?7 Plasmid alone or NC. (D) The transfection efficiency of miR-25 mimics was tested by gqRT-PCR (***p<0.001 compared with
control). (E) The transfection efficiency of FBXW7 Plasmid was tested by Western blotting.
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apoptosis  resistance  [31]. In  endogenous
cardiomyocyte, miR-25 is proven to target directly
FBXW?7 by using the luciferase reporter assay. The
overexpression of miR-25 resulted in downregulation
of FBXW7 expression [18]. Several studies
demonstrated that FBXW7 regulated the autophagy in
several diseases [32, 33]. Study has shown that the
down-regulation of FBXW7 proteins can promote
autophagy [19]. However, there are no reports on the
role of miR-25 and FBWX7 in the regulation of
autophagy. In the present study, our results
demonstrate that miR-25 can induce autophagy by
targeting FBXW?7 directly.

In conclusion, we showed that miR-25 induced
autophagy and chemoresistance in HCC by targeting
FBXW?. These results indicate that miR-25 may be a
valuable target to overcome sorafenib resistance in
HCC.

Acknowledgments

Funding

This study was funded by Zhejiang Province
Public Welfare Technology Application Research
Project (LGF19H030017), Zhejiang Provincial Natural
Science Foundation of China (LY19H160052).

Author Contributions

Jun Yu and Wei Chen conceptualized and
planned the study; Xiaoning Feng, Bei Zou and
Xiaoxiao Zheng performed the experiments; Li Zheng
and Jiahua Lan analyzed the data; Jun Yu wrote the
manuscript. All authors have read and approved the
final version of the manuscript.

Competing Interests

The authors have declared that no competing
interest exists.

References
1. Forner A, Reig M, Bruix J. Hepatocellular carcinoma. The Lancet. 2018; 391:
1301-14.

2. Yang JD, Heimbach JK. New advances in the diagnosis and management of
hepatocellular carcinoma. BMJ. 2020; 371: m3544.

3. Josep M. Llovet aSR. Sorafenib in Advanced Hepatocellular Carcinoma. N
Engl ] Med 2008: 378-90.

4. Zhu Y], Zheng B, Wang HY, Chen L. New knowledge of the mechanisms of
sorafenib resistance in liver cancer. Acta Pharmacol Sin. 2017; 38: 614-22.

5. Rupaimoole R, Slack FJ. MicroRNA therapeutics: towards a new era for the
management of cancer and other diseases. Nat Rev Drug Discov. 2017; 16:
203-22.

6. Wei L, Wang X, Lv L, Liu J, Xing H, Song Y, et al. The emerging role of
microRNAs and long noncoding RNAs in drug resistance of hepatocellular
carcinoma. Mol Cancer. 2019; 18: 147.

7. ChenH, Pan H, Qian Y, Zhou W, Liu X. MiR-25-3p promotes the proliferation
of triple negative breast cancer by targeting BTG2. Mol Cancer. 2018; 17: 4.

8. ZoniE, van der Horst G, van de Merbel AF, Chen L, Rane JK, Pelger RC, et al.
miR-25 Modulates Invasiveness and Dissemination of Human Prostate Cancer
Cells via Regulation of alphav- and alpha6-Integrin Expression. Cancer Res.
2015; 75: 2326-36.

9. Razumilava N, Bronk SF, Smoot RL, Fingas CD, Werneburg NW, Roberts LR,
et al. miR-25 targets TNF-related apoptosis inducing ligand (TRAIL) death
receptor-4 and promotes apoptosis resistance in cholangiocarcinoma.
Hepatology. 2012; 55: 465-75.

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24,

25.

26.

27.

28.

29.

30.

31

32.

33.

Feng X, Jiang J, Shi S, Xie H, Zhou L, Zheng S. Knockdown of miR-25 increases
the sensitivity of liver cancer stem cells to TRAIL-induced apoptosis via
PTEN/PI3K/Akt/Bad signaling pathway. International Journal of Oncology.
2016; 49: 2600-10.

Levine B, Kroemer G. Autophagy in the Pathogenesis of Disease. Cell. 2008;
132: 27-42.

Allaire M, Rautou PE, Codogno P, Lotersztajn S. Autophagy in liver diseases:
Time for translation? ] Hepatol. 2019; 70: 985-98.

Yoshida GJ. Therapeutic strategies of drug repositioning targeting autophagy
to induce cancer cell death: from pathophysiology to treatment. ] Hematol
Oncol. 2017; 10: 67.

Huang T, Wan X, Alvarez AA, James CD, Song X, Yang Y, et al. MIR93
(microRNA  -93) regulates tumorigenicity and therapy response of
glioblastoma by targeting autophagy. Autophagy. 2019; 15: 1100-11.

Li H, Chen L, Li JJ, Zhou Q, Huang A, Liu WW, et al. miR-519a enhances
chemosensitivity and promotes autophagy in glioblastoma by targeting
STAT3/Bcl2 signaling pathway. ] Hematol Oncol. 2018; 11: 70.

Xu WP, Liu JP, Feng JF, Zhu CP, Yang Y, Zhou WP, et al. miR-541 potentiates
the response of human hepatocellular carcinoma to sorafenib treatment by
inhibiting autophagy. Gut. 2020; 69: 1309-21.

Denton D, Kumar S. Autophagy-dependent cell death. Cell Death Differ. 2019;
26: 605-16.

Wang B, Xu M, Li M, Wu F, Hu S, Chen X, et al. miR-25 Promotes
Cardiomyocyte Proliferation by Targeting FBXW7. Mol Ther Nucleic Acids.
2020; 19: 1299-308.

Wang H, Chen ], Zhang S, Zheng X, Xie S, Mao J, et al. MiR-223 regulates
autophagy associated with cisplatin resistance by targeting FBXW?7 in human
non-small cell lung cancer. Cancer Cell Int. 2020; 20: 258.

Siegel AB, Olsen SK, Magun A, Brown RS, Jr. Sorafenib: where do we go from
here? Hepatology. 2010; 52: 360-9.

Zhang K, Chen J, Zhou H, Chen Y, Zhi Y, Zhang B, et al
PU.1/microRNA-142-3p targets ATG5/ ATG16L1 to inactivate autophagy and
sensitize hepatocellular carcinoma cells to sorafenib. Cell Death Dis. 2018; 9:
312.

Zhao P, Li M, Wang Y, Chen Y, He C, Zhang X, et al. Enhancing anti-tumor
efficiency in hepatocellular carcinoma through the autophagy inhibition by
miR-375/sorafenib in lipid-coated calcium carbonate nanoparticles. Acta
Biomater. 2018; 72: 248-55.

Zeng Z, Li Y, Pan Y, Lan X, Song F, Sun ], et al. Cancer-derived exosomal
miR-25-3p promotes pre-metastatic niche formation by inducing vascular
permeability and angiogenesis. Nat Commun. 2018; 9: 5395.

Sanchez-Mejias A, Kwon ], Chew XH, Siemens A, Sohn HS, Jing G, et al. A
novel SOCS5/miR-18/miR-25 axis promotes tumorigenesis in liver cancer. Int
J Cancer. 2019; 144: 311-21.

Levy JMM, Towers CG, Thorburn A. Targeting autophagy in cancer. Nat Rev
Cancer. 2017; 17: 528-42.

Sui X, Chen R, Wang Z, Huang Z, Kong N, Zhang M, et al. Autophagy and
chemotherapy resistance: a promising therapeutic target for cancer treatment.
Cell Death Dis. 2013; 4: e838.

Yu Y, Cao L, Yang L, Kang R, Lotze M, Tang D. microRNA 30A promotes
autophagy in response to cancer therapy. Autophagy. 2012; 8: 853-5.

Zhou Y, Chen E, Tang Y, Mao J, Shen ], Zheng X, et al. miR-223 overexpression
inhibits doxorubicin-induced autophagy by targeting FOXO3a and reverses
chemoresistance in hepatocellular carcinoma cells. Cell Death Dis. 2019; 10:
843.

Jin F, Wang Y, Li M, Zhu Y, Liang H, Wang C, et al. MiR-26 enhances
chemosensitivity and promotes apoptosis of hepatocellular carcinoma cells
through inhibiting autophagy. Cell Death Dis. 2017; 8: €2540.

Yeh CH, Bellon M, Nicot C. FBXW?7: a critical tumor suppressor of human
cancers. Mol Cancer. 2018; 17: 115.

Yang W, Dou C, Wang Y, Jia Y, Li C, Zheng X, et al. MicroRNA-92a
contributes to tumor growth of human hepatocellular carcinoma by targeting
FBXW?. Oncol Rep. 2015; 34: 2576-84.

Xie CM, Sun Y. The MTORCI-mediated autophagy is regulated by the
FBXW7-SHOC2-RPTOR axis. Autophagy. 2019; 15: 1470-2.

Xu Y, Tian C, Sun J, Zhang J, Ren K, Fan XY, et al. FBXW7-Induced MTOR
Degradation Forces Autophagy to Counteract Persistent Prion Infection. Mol
Neurobiol. 2016; 53: 706-19.

https://www.medsci.org



