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Abstract
Background Ubiquilin-4 (UBQLN4), a member of the ubiquilin family, has received limited attention in cancer research to 
date.	Here,	we	investigated	for	the	first	time	the	functional	role	and	mechanism	of	UBQLN4	in	non-small	cell	lung	cancer	
(NSCLC).
Methods The	Cancer	Genome	Atlas	(TCGA)	database	was	employed	to	validate	UBQLN4	as	a	differentially	expressed	
gene.	Expression	differences	of	UBQLN4	in	NSCLC	cells	and	tissues	were	assessed	using	immunohistochemistry	(IHC)	
experiment and western blotting (WB) experiment. Kaplan-Meier analysis was conducted to examine the association between 
UBQLN4 expression and NSCLC prognosis. Functional analyses of UBQLN4 were performed through cell counting kit-8 
(CCK-8), colony formation, and transwell invasion assays. The impact of UBQLN4 on tumor-associated signaling pathways 
was assessed using the path scan intracellular signaling array. In vivo tumorigenesis experiments were conducted to further 
investigate	the	influence	of	UBQLN4	on	tumor	formation.
Results UBQLN4 exhibited up-regulation in both NSCLC tissues and cells. Additionally, over-expression of UBQLN4 
was associated with an unfavorable prognosis in NSCLC patients. Functional loss analyses demonstrated that inhibiting 
UBQLN4 could suppress the proliferation and invasion of NSCLC cells in both in vitro and in vivo settings. Conversely, 
functional gain experiments yielded opposite results. Path scan intracellular signaling array results suggested that the role 
of UBQLN4 is associated with the PI3K/AKT pathway, a correlation substantiated by in vitro and in vivo tumorigenesis 
experiments.
Conclusion We validated that UBQLN4 promotes proliferation and invasion of NSCLC cells by activating the PI3K/AKT 
pathway,	thereby	facilitating	the	progression	of	NSCLC.	These	findings	underscore	the	potential	of	targeting	UBQLN4	as	a	
therapeutic strategy for NSCLC.
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mRNA  Messenger RNA
EMT  Epithelial-mesenchymal transition
qRT-PCR  Quantitative reverse transcription polymerase 

chain reaction
GSK-3β	 	Glycogen	synthase	kinase-3β

Introduction

Lung cancer is a prevalent malignant tumor posing a sig-
nificant	 threat	 to	 human	 life.	 It	 ranks	 second	 in	 global	
cancer incidence, trailing only behind breast cancer in 
women, and holds the top position in global cancer-related 
mortality, serving as a primary cause of cancer deaths 
worldwide(Mederos et al. 2020; Xie et al. 2021). Based 
on histopathological characteristics, lung cancer is primar-
ily categorized into non-small cell lung cancer (NSCLC) 
and small cell lung cancer. Notably, NSCLC constitutes 
over 80% of all lung cancer cases(Liang et al. 2020; Xie 
et al. 2021). NSCLC encompasses lung squamous cell car-
cinoma (LUSC) and lung adenocarcinoma (LUAD)(Fan 
and Schraeder 2011).	 Despite	 significant	 progress	 and	
improvements in treatment modalities, the survival rates for 
NSCLC has seen some enhancement, however, due to their 
rapid proliferation and metastasis, long-term prognosis for 
NSCLC patients remains unfavorable(Guo et al. 2022; Tang 
et al. 2022). Therefore, unraveling the molecular mecha-
nisms underlying the progression of NSCLC is crucial to 
advancing therapeutic interventions.

The ubiquitin itself is a small protein molecule, and acts 
as a molecular tag, directly attaches to target proteins, mark-
ing them for degradation(Bonifacino and Weissman 1998).  
Ubiquilin proteins (UBQLN), members of the ubiquitin-
like and ubiquitin-associated domain protein family, are 
crucial factors for maintaining cellular homeostasis, com-
prising	five	closely	related	members:	UBQLN1,	UBQLN2,	
UBQLN3, UBQLN4, and UBQLN5(Jantrapirom et al. 
2020; Yu et al. 2020). UBQLN acts as an adapter protein, 
aiding in the targeting of ubiquitinated proteins for degra-
dation within the proteasome(Bonifacino and Weissman 
1998). UBQLN plays a role in regulating the ubiquitina-
tion pathway of protein degradation in cells and participat-
ing incellular processes such as the cell cycle, apoptosis, 
membrane receptors, DNA repair, epithelial-mesenchymal 
transition (EMT), and microRNA activity(Bonifacino and 
Weissman 1998; Wang et al. 2022).

UBQLN4 belongs to the UBQLN, participating in vari-
ous cellular processes and often exhibiting over-expression 
in many tumor cells. This over-expression is associated with 
poor prognosis in various cancers. For instance, UBQLN4 
over-expression	 promotes	 metastasis	 and	 poorly	 differ-
entiated outcomes in cervical cancer, leading to adverse 

prognosis(Wang et al. 2022); additionally, UBQLN4 acti-
vates	 the	Wnt-β-catenin	 pathway,	 facilitating	 the	 progres-
sion of hepatocellular carcinoma (HCC)(Yu et al. 2020); 
activated	 by	 C/Ebpβ,	 UBQLN4	 promotes	 proliferation,	
migration, and invasion in colorectal cancer through the 
Wnt/β-catenin	 signaling	 pathway	 (Tang	 et	 al.	 2021). A 
recent study indicates that UBQLN1 and UBQLN2 regulate 
LUAD cell survival, proliferation, migration, and the cell 
cycle by modulating myosin expression(Shah and Beverly 
2023). However, the role of UBQLN4 in the occurrence and 
development of NSCLC remains unclear.

In this study, we investigated the role and regulation of 
UBQLN4	 in	 NSCLC.	 Our	 findings	 reveal	 that	 UBQLN4	
promotes the proliferation and invasion of NSCLC cells 
by activating the PI3K/AKT pathway, thereby facilitating 
tumor development.

Materials and methods

Analysis of UBQLN4 expression

Utilize the TCGA database to investigate the expression 
profile	 of	 UBQLN4	 across	 various	 tumors.	 Compare	 the	
gene expression between cancerous tissues and adjacent 
non-cancerous tissues.

Patients and samples

Tissue samples and adjacent normal tissue samples were 
collected	from	80	NSCLC	patients	who	were	first	diagnosed	
with NSCLC without distant metastasis in Xinyu People’s 
Hospital. The Ethics Committee of Xinyu People’s Hospital 
approved the study.

Cell culture

Obtain NSCLC cell lines (H520, H1299, A549, H358) and 
human bronchial epithelial (HBE) cell line from the Chinese 
Academy of Sciences’ Cell Bank. H1299 cells and A549 
cells	 are	 cultured	 in	 dulbecco’s	modified	 eagle’s	medium	
(DMEM) (Gibco) supplemented with 10% fetal bovine 
serum and 1% penicillin/streptomycin (100U/ml penicillin 
and 10 µg/ml streptomycin). H358 cells and H520 cells are 
cultured in roswell park memorial institute-1640 medium 
(Gibco) with 10% fetal bovine serum. HBE cells are cul-
tured in DMEM-12 (Gibco) with 10% fetal bovine serum. 
All	these	cells	are	maintained	in	a	humidified	incubator	at	
37 °C with 5% CO2.
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Western blotting analysis and polymerase chain 
reactionassay

The protein expression of UBQLN4 in tumor tissues and 
cultured cells was analyzed using WB. Cells and tissues 
were	lysed	in	radio-immunoprecipitation	assay	lysis	buffer	
(Beyotime, Beijing, China) containing a proteinase inhibi-
tor (Genebase, Shanghai, China), and the protein concentra-
tion was determined using the Pierce BCA Protein Assay 
Kit	(Thermo	Scientific,	Waltham,	MA,	USA).	The	protein	
extracts were separated on 10%–12% sodium dodecyl sul-
fate polyacrylamide gel electrophoresis, transferred to poly-
vinylidene	 fluoride	 membranes	 (Millipore,	 Bedford,	MA,	
USA),	and	then	nonspecific	binded	in	5%	non-fat	dry	milk	
in	phosphate	buffer	saline	(PBS)	containing	0.05%	Tween-
20 at room temperature for 1 h. The membrane was then 
incubated	overnight	at	4	°C	with	specific	primary	antibod-
ies, followed by incubation with secondary antibodies at 
room temperature for 1 h (protected from light). Immu-
nostaining was detected using the ECL Western Blotting 
Detection System (Amersham, Piscataway, NJ, USA), 
with	 β-actin	 serving	 as	 the	 internal	 reference.	Antibodies	
against	UBQLN4	(1:1000	dilution,	Santa	Cruz,	sc-136145),	
β-actin	 (1:1000	 dilution,	 CST,	 #8480S),	 p-PI3K(1:1000	
dilution,	 Abcam,	 #ab278545),	 PI3K(1:1000	 dilution,	
Abcam,	 #ab32089),	AKT	 (1:1000	 dilution,	CST,	 #9272;),	
P-AKT(Thr308)	 (1:1000	 dilution,	 CST,	 #13038),	 E-cad-
herin(1:500	 dilution,	 abcam,	 ab15148),	 Vimentin(1:500	
dilution, abcam, ab137321), and N-cadherin monoclo-
nal(1:500	dilution,	abcam,	ab76057)	antibodies	were	used	
for sample probing.

Total ribonucleic acid (RNA) was isolated from cultured 
cells using Trizol (Invitrogen, USA) according to the manu-
facturer’s instructions. The RNA concentration and A260/
A280 ratio were determined using Nano Drop 2000. Reverse 
transcription was performed using PrimeScript RT reagent 
(TAKARA, RR036A). Quantitative reverse transcription 
polymerase chain reaction (qRT-PCR) was conducted using 
Hieff® qPCR SYBR Green Master Mix (Low Rox Plus) 
reagent produced by Yeasen Biotechnology (Shanghai) Co., 
Ltd.

Immunohistochemistry

Tissue microarray chip was used to analyze 80 paired 
NSCLC	and	corresponding	non-tumor	tissues.	It	was	fixed	
with	 paraformaldehyde	 before	 embedding	 in	 paraffin.	
After	deparaffinization,	the	cells	were	incubated	with	anti-
UBQLN4 antibody and kept in a 4 °C refrigerator overnight. 
After washing three times with PBS, antibody binding was 
detected using an HRP-DAB kit (MaxvisionTM2 HRP-
Polymer antiRabbit IHC kit), and nuclei were counterstained 

with hematoxylin solution. Images were acquired using an 
Olympus microscope. IHC staining was divided into posi-
tive and negetive according to staining intensity.

Generation of stable cell lines

The UBQLN4 overexpression plasmid (plvx-UBQLN4) 
and the empty vector (plvx) were obtained from Synbio 
Technology Co., Ltd. in Suzhou, China. The co-transfection 
of the empty vector plvx or plvx-UBQLN4 with packaging 
vectors psPAX2 and pMD2 was performed in 293T cells to 
generate lentivirus. Upon reaching the logarithmic growth 
phase, A549 and H1299 cells were separately transfected 
with lentiviruses carrying UBQLN4 shRNA, empty vector 
shRNA-NC, plvx -UBQLN4, and empty vector plvx. Sta-
bly knocked down and overexpressed cell lines were then 
selected using puromycin (5 µg/ml, Sigma).

Cell counting kit-8 assay and colony formation assay 
assay

CCK-8	assay:	Log-phase	cells	from	each	group	were	seeded	
in a 96-well culture plate at a density of 1000 cells per well 
with 100 µl of medium. Five parallel wells were set up for 
each cell type, and the absorbance at 450 nm was measured 
at 24 h, 48 h, 72 h, and 96 h.

Colony	 formation	 assay:	 Log-phase	 cells	 from	 each	
group were trypsinized to form single-cell suspensions 
using 0.25% trypsin solution. Cell count was performed 
using a cell counting chamber under an inverted micro-
scope. Cells were then seeded in 6-well plates at a density of 
1000 cells per well, with each well repeated three times, and 
cultured for 2 weeks. After washing twice with PBS, cells 
were	fixed	in	4%	paraformaldehyde	for	10	min,	stained	with	
0.1% crystal violet for 10 min, rinsed, and air-dried. Colony 
formation was observed and photographed using Image J 
software (v1.52, National Institutes of Health, USA), and 
the relative colony numbers.

Cell invasion assay

Cells were suspended in 400 µl serum-free DMEM and 
seeded in the upper chamber at a density of 5×10^4 cells per 
well.	The	lower	chamber	was	filled	with	800	µl	of	DMEM	
containing 10% fetal bovine serum as a chemoattractant. 
After 24 h of incubation at 37 °C, the cells in the upper 
chamber were removed with a cotton swab. The cells that 
invaded the membrane on the bottom of the chamber were 
fixed	 with	 4%	 paraformaldehyde	 and	 stained	 with	 0.5%	
crystal violet for 30 min. Images were captured at 100x 
magnification	under	an	 inverted	microscope,	and	quantifi-
cation was performed.
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Results

UBQLN4 is highly expressed in NSCLC and correlated 
with poor prognosis

Firstly, we conducted a pan-cancer analysis of UBQLN4 
using the TCGA database. The distribution of UBQLN4 
gene expression levels, as calculated through wilcoxon 
tests, is depicted in the box plot shown in Fig. 1A. We 
observed upregulation of UBQLN4 in various cancers 
compared to normal tissues, including BLCA, BRCA, 
CESC, CHOL, LUAD, LUSC, among others. In NSCLC, 
the increased expression of UBQLN4 may play a crucial 
role in the occurrence and development of the disease. For 
further	 verification,	 we	 evaluated	 the	 expression	 level	 of	
UBQLN4 in 80 NSCLC patients’ tissues and adjacent nor-
mal tissues using IHC, and the results showed that UBQLN4 
was low in normal lung tissues but high in lung cancer 
tissues(Fig. 1B,Fig. 1C), p< 0.05. In addition, according 
to Kaplan-Meier survival curve analysis, NSCLC patients 
with high UBQLN4 expression had a poorer survival rate 
(Fig. 1D), p< 0.05. Subsequently, we examined the expres-
sion of UBQLN4 in four NSCLC cell lines (H520, H1299, 
A549, H358) and HBE cells to further investigate its role. 
WB results (Fig. 1E) revealed that UBQLN4 is highly 
expressed in NSCLC cell lines(H520, H1299, A549, H358), 
whereas it is lowly expressed in the normal bronchial/tra-
cheal epithelial cell line HBE, p< 0.0001.

UBQLN4 promotes the proliferation of more cells in 
NSCLC

To investigate the role of UBQLN4 in NSCLC, we selected 
the A549 and H1299 cell lines. A549 cells were silenced for 
UBQLN4 expression using lentiviral-mediated UBQLN4 
shRNA, while H1299 cells were engineered for UBQLN4 
overexpression using lentiviral-mediated plvx-UBQLN4. 
Subsequent validation through qRT-PCR and WB con-
firmed	the	successful	construction.

The	 results	 demonstrated	 a	 significant	 reduction	 in	
UBQLN4 protein and messenger RNA (mRNA) expression 
in UBQLN4 shRNA-transfected cells and an elevation in 
UBQLN4 protein and mRNA expression in plvx-UBQLN4-
transfected cells, both with p< 0.01 (Fig. 2A,Fig. 2B), 
confirming	the	successful	establishment	of	UBQLN4	over-
expression and knockdown cell lines.

Next, we explored the impact of UBQLN4 on cell pro-
liferation using CCK-8 and colony formation assay. CCK-8 
results	revealed	a	significant	inhibition	of	cell	proliferation	
in the UBQLN4 knockdown group compared to the control 
(sh-NC) group (p< 0.01). Conversely, in the overexpres-
sion group, cell proliferation was faster in the UBQLN4 

Path scan intracellular signaling array

To examine the activation of UBQLN4-related signal-
ing pathways in cells, we used the path scan intracellular 
signaling array. Intracellular signals were detected using 
the primary PathScan® Intracellular Signaling Array Kit 
#7744(Cell	 Signaling	 Technologies)	 following	 the	 manu-
facturer’s	 instructions.	 Image	 Studio	Ver3.1	 software	was	
used for quantitative analysis of the data, and further WB 
was used to detect the results.

In vivo tumorigenesis assay

This animal experiment was approved by the Animal 
Management Committee of the Xinyu People’s Hospi-
tal. All experimental procedures and animal care adhered 
to the institutional ethical guidelines for animal-related 
experiments.

Nude mice aged 4 to 6 weeks were obtained from (the 
National Laboratory Animal Center (Beijing, China)), bred 
under	specific	pathogen-free	conditions,	and	provided	with	
distilled water for consumption. Under sterile conditions, 
2×10^6 A549/H1299 cells in 120 µl PBS were injected 
into the inner thigh muscles of the left (plvx -NC/sh-NC) 
and right (plvx-UBQLN4/sh-UBQLN4) hind legs of each 
mouse, with three mice per group. The mice were observed 
daily for general conditions.

Tumor size was measured every 7 days using calipers, 
and the long diameter (a, in mm) and short diameter (b, in 
mm) of the tumors on the mice’s body surface were mea-
sured. Tumor volume was calculated using the formula 
V	= ab^2/2. A tumor growth curve was generated based on 
the tumor volume measured every 7 days. On day 28 after 
cell injection, mice bearing tumors were euthanized, and 
the tumors with intact histology were excised, weighed, and 
photographed.

Statistical analysis

Statistical analysis and graphical representation were con-
ducted using Statistical Product and Service Solutions 
27.0, Adobe Illustrator 28.5.0.123 and GraphPad Prism 7 
software. Independent sample t-tests or one-way analysis 
of	 variance	 were	 employed	 to	 compare	 mean	 differences	
between two or multiple groups, respectively. P-value< 0.05 
was	considered	statistically	significant.
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epithelial cells lose their epithelial features and gain mes-
enchymal characteristics. In cancer, this process promotes 
tumor cell invasion and metastasis(Brabletz et al. 2021; 
Pastushenko and Blanpain 2019). Therefore, we utilized 
WB analysis to explore the connection between UBQLN4 
and EMT. We found that, compared to the control group, 
UBQLN4 knockdown led to an increase in the expres-
sion of epithelial markers (E-cadherin) and a reduction in 
the expression of mesenchymal markers (N-cadherin and 
vimentin). Conversely, the overexpression group exhibited 
opposite results (Fig. 3B). Taken together, these results sug-
gest that elevated UBQLN4 expression enhances EMT in 
epithelial cells, weakening cell-cell contacts and augment-
ing cell invasion and migration capabilities.

UBQLN4 promotes NSCLC progression via the PI3K/
AKT pathway

To further investigate how UBQLN4 promotes the pro-
liferation and invasion of NSCLC cells, we utilized the 

overexpression group than in the control group (plvx-NC) 
(Fig. 2C). Subsequent colony formation assays validated 
these	 findings,	 showing	 fewer	 colonies	 in	 the	 UBQLN4	
knockdown group compared to the sh-NC group (p< 0.01) 
and more colonies in the UBQLN4 overexpression group 
compared to the control group (p< 0.01) (Fig. 2D). Results 
from both CCK-8 and colony formation assay collec-
tively suggest that UBQLN4 promotes cell proliferation in 
NSCLC.

UBQLN4 ehances the invasion ability of NSCLC cells 
by inducing EMT

Next, we conducted transwell experiments to further inves-
tigate the impact of UBQLN4 on the invasive ability of 
NSCLC cells. The results revealed that UBQLN4 knock-
down reduced cell invasion capacity, while conversely, 
UBQLN4 overexpression enhanced cell invasion capability, 
**p< 0.01 (Fig. 3A). EMT is a process in which epithelial 
cells acquire mesenchymal characteristics. Following EMT, 

Fig. 1 Expression level of 
UBQLN4 in pan-cancer and the 
prognostic value of UBQLN4 
expression level in NSCLC 
patients. A Expression lev-
els of UBQLN4 analyzed in 
TCGA database. B IHC was 
used to detect the expression 
of UBQLN4 in 80 cases of 
NSCLC and corresponding 
non-tumor tissues. C Expression 
of UBQLN4 in tumor tissues 
and adjacent normal tissues of 
80 patients with NSCLC. D 
Kaplan-Meier analysis of the 
correlation between UBQLN4 
expression and prognosis in 
NSCLC patients. E WB analysis 
of UBQLN4 expression in four 
NSCLC cell lines (H520, H1299, 
A549, H358) and the normal 
bronchial/tracheal epithelial cell 
line HBE. *p< 0.05, **p< 0.01, 
***p< 0.001,****p<0.0001
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overexpression led to the opposite result, with increased 
levels of p-PI3K and p-AKT proteins (Fig. 4B). Therefore, 
we preliminarily conclude that UBQLN4 promotes NSCLC 
cell proliferation and invasion by activating the PI3K/AKT 
pathway to some extent. To further validate these results, we 
conducted additional experiments. We introduced a PI3K 
activator (740Y-P) into the UBQLN4 knockdown group and 
a highly selective PI3K inhibitor (LY294002) into the over-
expression group. Subsequently, we performed CCK-8, col-
ony formation, and cell invasion assay to explore changes 
in cell proliferation and invasion. The results demonstrated 
that in the UBQLN4 knockdown group with the addition of 
the PI3K activator (740Y-P), compared to the sh-UBQLN4 
group, cell proliferation and invasion capabilities were 

PathScan® intracellular signaling array to screen for sig-
nal pathways associated with UBQLN4 in NSCLC cells. 
Cell signaling in A549 cells before and after UBQLN4 
knockdown and in H1299 cells before and after UBQLN4 
overexpression were compared. As shown in Fig. 4A, 
compared with the control group, the phosphorylation of 
AKT (Thr308) was down-regulated in sh-UBQLN4 group, 
while the phosphorylation of AKT (Thr308) and glycogen 
synthase	kinase-3β	 (GSK-3β)	 	 (Ser9)	was	up-regulated	 in	
plvx-UBQLN4 group. To further verify this result, we also 
employed WB analysis to detect changes in PI3K, p-PI3K, 
AKT, and p-AKT in NSCLC cells with UBQLN4 knock-
down and overexpression. After UBQLN4 knockdown, 
the protein levels of p-PI3K and p-AKT decreased, while 

Fig. 2 UBQLN4 promotes cell proliferation in NSCLC A Detection of 
UBQLN4 protein expression levels in knockdown and overexpression 
groups using WB. B qRT-PCR analysis of UBQLN4 mRNA expres-
sion levels in knockdown and overexpression groups. C CCK-8 assay 
was used to detect the proliferation ability of cells in UBQLN4 knock-

down group or overexpression group. D Colony formation assay was 
used to detect the colony formation ability of cells in UBQLN4 knock-
down group or UBQLN4 overexpression group. *p < 0.05, **p< 0.01, 
***p< 0.001, ****p＜0.0001
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cell experiments, we observed that the tumor volume and 
weight	were	 significantly	 smaller	 in	 the	UBQLN4	knock-
down group (sh-UBQLN4) compared to the control group 
(sh-NC), **p < 0.01 (Fig. 5A-C). Conversely, the tumor vol-
ume	and	weight	were	significantly	 larger	 in	 the	UBQLN4	
overexpression group (plvx-UBQLN4) compared to the 
control group (plvx-NC), **p< 0.01 (Fig. 5D-F). These 
findings	indicate	that	UBQLN4	promotes	NSCLC	growth.

Subsequently, we conducted qRT-PCR and WB experi-
ments on tumor tissues obtained from mice to investigate 
the expression levels of UBQLN4, PI3K, p-PI3K, AKT, and 
p-AKT. The results revealed that in the sh-UBQLN4 group, 
both UBQLN4 mRNA and protein levels in tumor tissues 
decreased, as did the levels of p-PI3K and p-AKT proteins. 
Conversely, in the plvx-UBQLN4 group, the results were 
opposite, **p＜ 0.01 (Fig. 5G-I). In combination with the in 

enhanced. Conversely, in the overexpression group with 
the addition of the PI3K inhibitor (LY294002), cell prolif-
eration and invasion capabilities were reduced, **p< 0.01 
(Fig. 4C,Fig. 4D,Fig. 4E).	These	 findings	 further	 confirm	
that UBQLN4 promotes NSCLC development by activating 
the PI3K/AKT pathway.

UBQLN4 accelerates tumor growth in vivo

We investigated the in vivo role of UBQLN4 using a mouse 
model. H1299 cells transfected with plvx-NC and plvx-
UBQLN4, as well as A549 cells transfected with sh-NC and 
sh-UBQLN4, were implanted into the left (plvx-NC/sh-NC) 
and right (plvx-UBQLN4/sh-UBQLN4) inner thighs of 
nude mice to establish xenograft tumor models for subse-
quent experiments. Consistent with our previous in vitro 

Fig. 3 UBQLN4 enhances the 
invasion ability of NSCLC cells 
by inducing EMT A Cell inva-
sion assay was used to detect 
the invasion ability of cells in 
UBQLN4 knockdown group and 
overexpression group. B WB 
analysis of EMT markers (E-cad-
herin, N-cadherin, and vimen-
tin) expression in UBQLN4 
knockdown and overexpression 
groups. *p< 0.05, **p< 0.01, 
***p< 0.001,****p＜0.0001.

 

1 3

Page 7 of 12 335



Journal of Cancer Research and Clinical Oncology _#####################_ (2024) 150:335

Fig. 4 UBQLN4 promotes NSCLC cell 
proliferation and invasion through PI3K/
AKT pathway activation A A549 and 
H1299 cells were transfected with sh-
UBQLN4 and plvx-UBQLN4, respec-
tively, and 24 h later, path scan intracel-
lular signaling array was employed to 
assess signal pathways associated with 
UBQLN4 in NSCLC cells. B WB analysis 
was conducted to evaluate the protein 
expression levels of PI3K, p-PI3K, AKT, 
and p-AKT in UBQLN4 knockdown and 
overexpression groups. C CCK-8 assay 
was used to detect the proliferation ability 
of cells adding PI3K activator (740Y-P) 
and PI3K inhibitor (LY294002) UBQLN4 
knockdown group and overexpres-
sion groupin UBQLN4 knockdown and 
overexpression groups. D Colony forma-
tion assay was used to detect the colony 
formation ability of cells adding PI3K 
activator (740Y-P) and PI3K inhibitor 
(LY294002) UBQLN4 knockdown group 
and overexpression group. E transwell 
assay was used to detect the invasion 
ability of cells adding PI3K activator 
(740Y-P) and PI3K inhibitor (LY294002) 
UBQLN4 knockdown group and over-
expression group. *p<0.05,, **p< 0.01, 
***p< 0.001,****p＜0.0001.
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et al. 2009)and apoptosis(Beverly et al. 2012). Emerging 
evidence indicates the involvement of UBQLN in human 
cancers. For instance, the loss of UBQLN1 is associated 
with enhanced cell migration and induction of EMT (Shah 
et al. 2015), silencing UBQLN2 activates P38MAPK, 
enhancing the radiosensitivity of esophageal squamous cell 
carcinoma(Wang et al. 2023).

UBQLN4, a member of the ubiquilin family, shares com-
mon characteristics with other UBQLN(Liu et al. 2021). 
UBQLN4 is associated with various cellular processes, 
including apoptosis(Huang et al. 2018), amyotrophic lateral 
sclerosis(Thakur et al. 2020), immune-related therapies(Li 
et al. 2021) and DNA damage repair(Jachimowicz et al. 

vitro results, we conclude that UBQLN4 promotes NSCLC 
occurrence by activating the PI3K/AKT signaling pathway.

Discussion

UBQLN, consisting of UBQLN1, UBQLN2, UBQLN3, 
UBQLN4, and UBQLN5, is a crucial factor in maintaining 
intracellular protein stability(Jantrapirom et al. 2020; Yu et 
al. 2020). Implicated in neurodegenerative diseases such as 
alzheimer’s disease, amyotrophic lateral sclerosis (Shah et 
al. 2015) and dementia(Liu et al. 2013). UBQLN plays a 
pivotal role in cellular processes like autophagy(N’Diaye 

Fig. 5 UBQLN4 promotes tumor development in vivo A Image of 
the tumor obtained on day 28 of the experiment. B Tumor volumes 
measured every 7 days in the sh-NC group and sh-UBQLN4 group 
(mean ± SD; n = 3 mice per group). C Tumor weights measured at the 
endpoint in the sh-NC group and sh-UBQLN4 group. D Image of the 
tumor obtained on day 28 of the experiment. E Tumor volumes mea-
sured every 7 days in the plvx-NC group and plvx-UBQLN4 group 
(mean ± SD; n = 3 mice per group). F Tumor weights measured at the 

endpoint in the plvx -NC group and plvx -UBQLN4 group. G Expres-
sion of UBQLN4 mRNA in tumor tissues from the shNC group, 
sh-UBQLN4 group. H Expression of UBQLN4 mRNA in tumor tis-
sues from the plvx-NC group and plvx -UBQLN4 group. I Protein 
expression levels of UBQLN4, PI3K, p-PI3K, AKT, and p-AKT in 
the sh-NC group, sh-UBQLN4 group, plvx -NC group, and plvx 
-UBQLN4 group detected by WB analysis. * p< 0.05, **p < 0.01, 
***p< 0.001, ****p＜0.0001.
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Guan et al. 2021; Liu et al. 2020; Xiong et al. 2022). Over-
activation of the PI3K/AKT pathway promotes tumor cell 
proliferation, migration, and invasion(Jiang et al. 2018; 
Qu et al. 2021). Therefore, investigating the relationship 
between UBQLN4 and this signaling pathway is crucial for 
the treatment of NSCLC. Our study results demonstrate that 
UBQLN4	knockdown	significantly	inhibits	the	activation	of	
the	PI3K/AKT	pathway.	Additionally,	reversing	the	effects	
by introducing a PI3K activator after UBQLN4 knockdown 
restores NSCLC cell proliferation and invasion. Activated 
AKT kinase is able to regulate the function of a variety of 
proteins involved in G1/S and G2/M progression. For exam-
ple,	it	through	its	downstream	substrates	of	GSK-3β	phos-
phorylation C-MYC (Thr58). This process is associated with 
ubiquitin-dependent proteolysis(Ahmed et al. 1997; Sears et 
al. 2000; Xu et al. 2012). It has been found that UBQLN4 
affects	 DNA	 damage	 repair,	 leading	 to	 genomic	 instabil-
ity and promoting cancer occurrence(Jachimowicz et al. 
2019). Gradually, UBQLN4 received more and more atten-
tion in the role of cancer. According to the above results, 
it	suggests	that	UBQLN4	may	influence	the	occurrence	of	
NSCLC cells by modulating the PI3K/AKT pathway.

There have been many studies have found that MYC(Wei et 
al. 2019),mTOR(Wang et al. 2018; Xu et al. 2024),SOX2(Yang 
et al. 2023),Bcl-2(Chen et al. 2022)and so on, as downstream 
signaling molecules of PI3K/AKT, promote the proliferation 
and metastasis of NSCLC. However, path scan intracellular 
signaling array analysis in this study showed that the phos-
phorylation of these factors was not changed, while the phos-
phorylation	of	GSK-3β	(ser9)	was	upregulated	in	UBQLN4	
overexpression group. Kim, S. A. et al(Kim et al. 2018)inves-
tigated	 the	anticancer	effect	of	cryptotanshinone	 in	NSCLC	
cell lines, which induced cell cycle arrest and apoptosis by 
Inhibited	 the	 PI3K/Akt/GSK-3β	 pathway.	 GSK-3β	 is	 an	
evolutionarily conserved serine/threonine kinase that plays 
a regulatory role in apoptosis, cell cycle, DNA repair, tumor 
growth, invasion and metastasis(He et al. 2020; Sahin et al. 
2019). Path scan intracellular signaling array analysis showed 
that	the	phosphorylation	of	GSK-3β	(ser9)	was	not	changed	
in UBQLN4 knockdown group, while it was up-regulated in 
UBQLN4 overexpression group. Therefore, UBQLN4 control 
mechanisms in the development of NSCLC is very complex. 
Whether it promotes the proliferation and invasion of NSCLC 
cells	through	the	PI3K/AKT/GSK-3β	signaling	pathway	still	
needs to be further studied.

In conclusion, UBQLN4 regulates the proliferation and 
invasion of NSCLC cells through the PI3K/AKT pathway, 
thereby	influencing	the	development	of	NSCLC.	However,	
further studies are needed to continue exploring the down-
stream signaling of PI3K/AKT in the future. Perhaps in the 
future, UBQLN4 holds potential as a therapeutic target for 
NSCLC.

2019). However, research on UBQLN4 in cancer is limited. 
Study by Huang et al.(Huang et al. 2019) demonstrated that 
UBQLN4 induces senescence and G1-S cell cycle arrest 
in gastric cancer cells, inhibiting gastric cancer growth 
through dual regulation of p21 in a p53-dependent and non-
p53-dependent manner. An observational study by Wang 
et al.(Wang et al. 2022) found that cervical cancer patients 
with high UBQLN4 expression had lower overall survival 
and progression-free survival. Additionally, Yu et al.‘s 
research(Yu et al. 2020) revealed that UBQLN4 promotes 
HCC	progression	by	activating	the	Wnt-β-catenin	pathway.	
This	 study	 represents	 the	 first	 exploration	 of	 UBQLN4’s	
role	in	NSCLC.	Our	findings	indicate	elevated	expression	of	
UBQLN4 in NSCLC tissues, correlating with poorer over-
all survival. Functional experiments revealed that inhibit-
ing	 UBQLN4	 significantly	 suppressed	 cell	 proliferation,	
invasive capacity, and in vivo and in vitro tumorigenicity. 
Conversely, UBQLN4 overexpression produced opposite 
results. Therefore, UBQLN4 may serve as a molecular 
marker for prognosis and personalized therapy in NSCLC 
patients.

EMT, characterized by the polarization of epithelial cells 
convertes into mesenchymal cells, disrupts cell-cell adhe-
sion, enhances cellular motility, and promotes the invasion 
and migration of tumor cells(Cai et al. 2022).	TGF-β	signal-
ing pathway involves in EMT process control (Hao, Baker, 
& Ten Dijke, 2019).	Has	been	reported	that	TGF–β	was	a	
link between EMT and PI3K/AKT(Huang et al. 2023). We 
investigated the association between UBQLN4 and EMT, 
revealing that decreases UBQLN4 expression in NSCLC 
cells led to an increase in the epithelial marker (E-cadherin) 
and a decrease in mesenchymal markers (N-cadherin and 
vimentin). This shift indicated a weakened EMT process 
in NSCLC cells with low UBQLN4 expression. Thus, the 
enhanced invasive capability of NSCLC cells with high 
UBQLN4	 expression	 is	 correlated	 with	 intensified	 EMT.	
Our subsequent study found that UBQLN4 expression 
affected	 the	 activation	 of	 PI3K/AKT	 signaling	 pathway.	
We can speculate with the above data that some important 
genes	regulating	the	EMT	process	are	also	affected	by	this	
pathway.

Through	 bioinformatic	 analysis,	 we	 identified	 that	
UBQLN4	expression	influences	the	activation	of	the	PI3K/
AKT signaling pathway. PI3K, a family of intracellular 
lipid kinases phosphorylating phosphatidylinositol and its 
30-hydroxyl derivative, play a pivotal role in cancer devel-
opment. AKT, a member of the AGC (PKA/PKG/PKC) pro-
tein	kinase	 family,	consists	of	 three	homologous	proteins:	
AKT1, AKT2, and AKT3 (Engelman et al. 2006; Murthy 
et al. 2000; Peng et al. 2022). The PI3K/AKT pathway is 
associated with drug resistance, apoptosis, proliferation, 
metastasis, and invasion in lung cancer(Gong et al. 2022; 
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Conclusion

Our data indicated that UBQLN4’s level is upregulated 
in NSCLC tissues, and elevated expression of UBQLN4 
is associated with poor prognosis. High expression of 
UBQLN4 correlates with enhanced EMT, thereby promot-
ing the invasion and migration of NSCLC cells. Further-
more, we have observed that UBQLN4 can stimulate the 
proliferation and invasion of NSCLC cells by activating 
the PI3K/AKT pathway, contributing to the progression of 
NSCLC. Therefore, UBQLN4 holds promise as a novel bio-
marker and therapeutic target for NSCLC.

Acknowledgements The authors declare that no funds, grants, or other 
support were received during the preparation of this manuscript.

Author contributions All authors contributed to study conception and 
design. The idea for the study was suggested by RZ. And responsible 
for the article revision and polish. LH and HC were responsible for the 
experimental part, BR and LH were responsible for data collation and 
analysis, ML and YF were responsible for writing the article, and all 
authors	read	and	approved	the	final	manuscript.

Funding Not applicable.

Data availability No datasets were generated or analysed during the 
current study.

Declarations

Ethics approval and consent to participate The study was conducted 
in accordance with the Declaration of Helsinki principles. It has been 
approved by the animal ethics committee of the People’s Hospital of 
Xinyu City.(RMYY20220527136).

Consent to participate Not applicable.

Consent for publication Not applicable.

Competing interests The authors declare no competing interests.

Open Access  This article is licensed under a Creative Commons Attri-
bution 4.0 International License, which permits use, sharing, adaptation, 
distribution and reproduction in any medium or format, as long as you 
give appropriate credit to the original author(s) and the source, provide 
a link to the Creative Commons licence, and indicate if changes were 
made. The images or other third party material in this article are included 
in the article’s Creative Commons licence, unless indicated otherwise 
in a credit line to the material. If material is not included in the article’s 
Creative Commons licence and your intended use is not permitted by 
statutory regulation or exceeds the permitted use, you will need to obtain 
permission directly from the copyright holder. To view a copy of this 
licence, visit http://creativecommons.org/licenses/by/4.0/.

References

Ahmed NN, Grimes HL, Bellacosa A, Chan TO, Tsichlis PN 
(1997) Transduction of interleukin-2 antiapoptotic and 

1 3

Page 11 of 12 335

https://doi.org/10.1073/pnas.94.8.3627
https://doi.org/10.1073/pnas.1119167109
https://doi.org/10.1073/pnas.1119167109
https://doi.org/10.1146/annurev.cellbio.14.1.19
https://doi.org/10.1146/annurev.cellbio.14.1.19
https://doi.org/10.15252/embj.2021108647
https://doi.org/10.7150/thno.73099
https://doi.org/10.1016/j.gendis.2021.05.005
https://doi.org/10.1038/nrg1879
https://doi.org/10.1016/j.soc.2011.07.004
https://doi.org/10.1016/j.soc.2011.07.004
https://doi.org/10.1155/2022/5122448
https://doi.org/10.3233/cbm-210001
https://doi.org/10.3233/cbm-210001
https://doi.org/10.1186/s13046-022-02266-9
https://doi.org/10.1186/s13046-022-02266-9
https://doi.org/10.3390/ijms20112767
https://doi.org/10.3892/or.2020.7817
https://doi.org/10.12659/msm.909621
https://doi.org/10.12659/msm.909621
https://doi.org/10.1038/s41418-018-0141-4
https://doi.org/10.1038/s41418-018-0141-4
https://doi.org/10.7150/ijbs.77649
http://creativecommons.org/licenses/by/4.0/


Journal of Cancer Research and Clinical Oncology _#####################_ (2024) 150:335

Shah PP, Beverly LJ (2023) UBQLN Family members regulate MYC 
in lung adenocarcinoma cells. Cancers (Basel) 15(13). https://doi.
org/10.3390/cancers15133389

Shah PP, Lockwood WW, Saurabh K, Kurlawala Z, Shannon SP, 
Waigel S, Beverly LJ (2015) Ubiquilin1 represses migration 
and epithelial-to-mesenchymal transition of human non-small 
cell	 lung	cancer	cells.	Oncogene	34(13):1709–1717.	https://doi.
org/10.1038/onc.2014.97

Tang X, Liang Y, Sun G, He Q, Qu H, Gao P (2021) UBQLN4 is acti-
vated	by	C/EBPβ	and	exerts	oncogenic	effects	on	colorectal	can-
cer	via	the	Wnt/β-catenin	signaling	pathway.	Cell	Death	Discov	
7(1):398.	https://doi.org/10.1038/s41420-021-00795-4

Tang C, Liu J, Yang C, Ma J, Chen X, Liu D, Yuan X (2022) Cur-
cumin	and	its	analogs	in	Non-small	Cell	Lung	Cancer	Treatment:	
challenges and expectations. Biomolecules 12(11). https://doi.
org/10.3390/biom12111636

Thakur K, Tiwari A, Sharma K, Modgil S, Khosla R, Anand A 
(2020) Angiogenesis-centered molecular cross-talk in amyo-
trophic	 lateral	sclerosis	survival:	mechanistic	 insights.	Crit	Rev	
Eukaryot	 Gene	 Expr	 30(2):137–151.	 https://doi.org/10.1615/
CritRevEukaryotGeneExpr.2020031020

Wang S, Zheng Y, He Z, Zhou W, Cheng Y, Zhang C (2018) SH2B1 
promotes NSCLC cell proliferation through PI3K/Akt/mTOR sig-
naling	cascade.	Cancer	Cell	 Int	18:132.	https://doi.org/10.1186/
s12935-018-0632-x

Wang LN, Huang KJ, Wang L, Cheng HY (2022) Overexpression of 
Ubiquilin4 is associated with poor prognosis in patients with cer-
vical	 cancer.	World	 J	 Clin	 Cases	 10(9):2783–2791.	 https://doi.
org/10.12998/wjcc.v10.i9.2783

Wang JL, Mu XY, Ma R, Bai XH, Zhao ZJ, Wang YY (2023) Silenc-
ing UBQLN2 enhances the radiosensitivity of Esophageal Squa-
mous Cell Carcinoma (ESCC) via activating p38 MAPK. J Oncol 
2023(2339732). https://doi.org/10.1155/2023/2339732

Wei C, Dong X, Lu H, Tong F, Chen L, Zhang R, Dong X (2019) 
LPCAT1 promotes brain metastasis of lung adenocarcinoma by 
up-regulating PI3K/AKT/MYC pathway. J Exp Clin Cancer Res 
38(1):95.	https://doi.org/10.1186/s13046-019-1092-4

Xie S, Wu Z, Qi Y, Wu B, Zhu X (2021) The metastasizing mecha-
nisms	of	lung	cancer:	recent	advances	and	therapeutic	challenges.	
Biomed	 Pharmacother	 138:111450.	 https://doi.org/10.1016/j.
biopha.2021.111450

Xiong JW, Song SB, Xiong LM, Duan CH, Song Q, Yu DL, Zhang 
XQ (2022) CircRPPH1 promotes cell proliferation, migration 
and invasion of non-small cell lung cancer via the PI3K/AKT 
and	 JAK2/STAT3	 signalling	 axes.	 J	 Biochem	 171(2):245–252.	
https://doi.org/10.1093/jb/mvab129

Xu	N,	Lao	Y,	Zhang	Y,	Gillespie	DA	(2012)	Akt:	a	double-edged	sword	
in	cell	proliferation	and	genome	stability.	J	Oncol	2012:951724.	
https://doi.org/10.1155/2012/951724

Xu H, Wang J, Al-Nusaif M, Ma H, Le W (2024) CCL2 promotes 
metastasis and epithelial-mesenchymal transition of non-small 
cell lung cancer via PI3K/Akt/mTOR and autophagy pathways. 
Cell	Prolif	57(3):e13560.	https://doi.org/10.1111/cpr.13560

Yang Y, Qiu R, Weng Q, Xu Z, Song J, Zhao S, Ji J (2023) MLL4 regu-
lates the progression of Non-small-cell Lung Cancer by regulat-
ing	the	PI3K/AKT/SOX2	Axis.	Cancer	Res	Treat	55(3):778–803.	
https://doi.org/10.4143/crt.2022.1042

Yu Y, Xu P, Cui G, Xu X, Li K, Chen X, Bao J (2020) UBQLN4 pro-
motes	progression	of	HCC	via	activating	wnt-β-catenin	pathway	
and	 is	 regulated	 by	miR-370.	Cancer	Cell	 Int	 20:3.	 https://doi.
org/10.1186/s12935-019-1078-5

Publisher’s Note Springer Nature remains neutral with regard to juris-
dictional	claims	in	published	maps	and	institutional	affiliations.	

recombination and is overexpressed in aggressive tumors. Cell 
176(3):505–519e522.	https://doi.org/10.1016/j.cell.2018.11.024

Jantrapirom S, Piccolo LL, Pruksakorn D, Potikanond S, Nimlamool 
W (2020) Ubiquilin networking in cancers. Cancers (Basel) 
12(6). https://doi.org/10.3390/cancers12061586

Jiang H, Zhou Z, Jin S, Xu K, Zhang H, Xu J, Xu J (2018) PRMT9 
promotes hepatocellular carcinoma invasion and metastasis 
via	 activating	 PI3K/Akt/GSK-3β/Snail	 signaling.	 Cancer	 Sci	
109(5):1414–1427.	https://doi.org/10.1111/cas.13598

Kim SA, Kang OH, Kwon DY (2018) Cryptotanshinone induces cell 
cycle arrest and apoptosis of NSCLC cells through the PI3K/Akt/
GSK-3β	 pathway.	 Int	 J	Mol	 Sci	 19(9).	 https://doi.org/10.3390/
ijms19092739

Li J, Tong Y, Wang Z, Liu Y, Dai X, Zhu Y (2021) A Comprehen-
sive	Multiomics	Analysis	 Identified	Ubiquilin	4	as	a	Promising	
Prognostic Biomarker of Immune-related therapy in Pan-cancer. 
J Oncol 2021(7404927). https://doi.org/10.1155/2021/7404927

Liang G, Meng W, Huang X, Zhu W, Yin C, Wang C, Cui R (2020) 
miR-196b-5p-mediated downregulation of TSPAN12 and GATA6 
promotes tumor progression in non-small cell lung cancer. Proc 
Natl	Acad	Sci	U	S	A	117(8):4347–4357.	https://doi.org/10.1073/
pnas.1917531117

Liu Y, Yu JT, Sun FR, Ou JR, Qu SB, Tan L (2013) The clinical 
and pathological phenotypes of frontotemporal dementia with 
C9ORF72	mutations.	 J	Neurol	Sci	 335(1–2):26–35.	 https://doi.
org/10.1016/j.jns.2013.09.013

Liu Y, Hu Q, Wang X (2020) AFAP1-AS1 induces cisplatin resistance 
in non-small cell lung cancer through PI3K/AKT pathway. Oncol 
Lett	19(1):1024–1030.	https://doi.org/10.3892/ol.2019.11175

Liu F, Pan R, Ding H, Gu L, Yang Y, Li C, Nie Y (2021) UBQLN4 is an 
ATM substrate that stabilizes the anti-apoptotic proteins BCL2A1 
and	BCL2L10	in	mesothelioma.	Mol	Oncol	15(12):3738–3752.	
https://doi.org/10.1002/1878-0261.13058

Mederos	N,	Friedlaender	A,	Peters	S,	Addeo	A	(2020)	Gender-specific	
aspects	of	epidemiology,	molecular	genetics	and	outcome:	 lung	
cancer.	ESMO	Open	5(Suppl	4):e000796.	https://doi.org/10.1136/
esmoopen-2020-000796

Murthy SS, Tosolini A, Taguchi T, Testa JR (2000) Mapping of 
AKT3, encoding a member of the Akt/protein kinase B fam-
ily,	 to	 human	 and	 rodent	 chromosomes	 by	 fluorescence	 in	 situ	
hybridization.	Cytogenet	Cell	Genet	88(1–2):38–40.	https://doi.
org/10.1159/000015481

N’Diaye EN, Kajihara KK, Hsieh I, Morisaki H, Debnath J, Brown EJ 
(2009) PLIC proteins or ubiquilins regulate autophagy-dependent 
cell	 survival	during	nutrient	 starvation.	EMBO	Rep	10(2):173–
179. https://doi.org/10.1038/embor.2008.238

Pastushenko I, Blanpain C (2019) EMT Transition States during 
Tumor	Progression	and	Metastasis.	Trends	Cell	Biol	29(3):212–
226. https://doi.org/10.1016/j.tcb.2018.12.001

Peng Y, Wang Y, Zhou C, Mei W, Zeng C (2022) PI3K/Akt/mTOR 
pathway	 and	 its	 role	 in	 Cancer	 therapeutics:	 are	 we	 making	
Headway?	 Front	 Oncol	 12:819128.	 https://doi.org/10.3389/
fonc.2022.819128

Qu J, Li J, Zhang Y, He R, Liu X, Gong K, Luo D (2021) AKR1B10 
promotes breast cancer cell proliferation and migration via the 
PI3K/AKT/NF-κB	 signaling	 pathway.	 Cell	 Biosci	 11(1):163.	
https://doi.org/10.1186/s13578-021-00677-3

Sahin I, Eturi A, De Souza A, Pamarthy S, Tavora F, Giles FJ, Car-
neiro BA (2019) Glycogen synthase kinase-3 beta inhibitors as 
novel cancer treatments and modulators of antitumor immune 
responses.	Cancer	Biol	Ther	20(8):1047–1056.	https://doi.org/1
0.1080/15384047.2019.1595283

Sears R, Nuckolls F, Haura E, Taya Y, Tamai K, Nevins JR (2000) 
Multiple ras-dependent phosphorylation pathways regulate Myc 
protein	 stability.	 Genes	 Dev	 14(19):2501–2514.	 https://doi.
org/10.1101/gad.836800

1 3

335 Page 12 of 12

https://doi.org/10.3390/cancers15133389
https://doi.org/10.3390/cancers15133389
https://doi.org/10.1038/onc.2014.97
https://doi.org/10.1038/onc.2014.97
https://doi.org/10.1038/s41420-021-00795-4
https://doi.org/10.3390/biom12111636
https://doi.org/10.3390/biom12111636
https://doi.org/10.1615/CritRevEukaryotGeneExpr.2020031020
https://doi.org/10.1615/CritRevEukaryotGeneExpr.2020031020
https://doi.org/10.1186/s12935-018-0632-x
https://doi.org/10.1186/s12935-018-0632-x
https://doi.org/10.12998/wjcc.v10.i9.2783
https://doi.org/10.12998/wjcc.v10.i9.2783
https://doi.org/10.1155/2023/2339732
https://doi.org/10.1186/s13046-019-1092-4
https://doi.org/10.1016/j.biopha.2021.111450
https://doi.org/10.1016/j.biopha.2021.111450
https://doi.org/10.1093/jb/mvab129
https://doi.org/10.1155/2012/951724
https://doi.org/10.1111/cpr.13560
https://doi.org/10.4143/crt.2022.1042
https://doi.org/10.1186/s12935-019-1078-5
https://doi.org/10.1186/s12935-019-1078-5
https://doi.org/10.1016/j.cell.2018.11.024
https://doi.org/10.3390/cancers12061586
https://doi.org/10.1111/cas.13598
https://doi.org/10.3390/ijms19092739
https://doi.org/10.3390/ijms19092739
https://doi.org/10.1155/2021/7404927
https://doi.org/10.1073/pnas.1917531117
https://doi.org/10.1073/pnas.1917531117
https://doi.org/10.1016/j.jns.2013.09.013
https://doi.org/10.1016/j.jns.2013.09.013
https://doi.org/10.3892/ol.2019.11175
https://doi.org/10.1002/1878-0261.13058
https://doi.org/10.1136/esmoopen-2020-000796
https://doi.org/10.1136/esmoopen-2020-000796
https://doi.org/10.1159/000015481
https://doi.org/10.1159/000015481
https://doi.org/10.1038/embor.2008.238
https://doi.org/10.1016/j.tcb.2018.12.001
https://doi.org/10.3389/fonc.2022.819128
https://doi.org/10.3389/fonc.2022.819128
https://doi.org/10.1186/s13578-021-00677-3
https://doi.org/10.1080/15384047.2019.1595283
https://doi.org/10.1080/15384047.2019.1595283
https://doi.org/10.1101/gad.836800
https://doi.org/10.1101/gad.836800

	UBQLN4 promotes the proliferation and invasion of non-small cell lung cancer cell by regulating PI3K/AKT pathway
	Abstract
	Introduction
	Materials and methods
	Analysis of UBQLN4 expression
	Patients and samples
	Cell culture
	Western blotting analysis and polymerase chain reactionassay
	Immunohistochemistry
	Generation of stable cell lines
	Cell counting kit-8 assay and colony formation assay assay
	Cell invasion assay
	Path scan intracellular signaling array
	In vivo tumorigenesis assay
	Statistical analysis

	Results
	UBQLN4 is highly expressed in NSCLC and correlated with poor prognosis
	UBQLN4 promotes the proliferation of more cells in NSCLC
	UBQLN4 ehances the invasion ability of NSCLC cells by inducing EMT
	UBQLN4 promotes NSCLC progression via the PI3K/AKT pathway
	UBQLN4 accelerates tumor growth in vivo

	Discussion
	Conclusion
	References


