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Background: LINC00346 has recently been reported to regulate the development of
several cancer types, but its biological functions and underlying mechanisms in lung
adenocarcinoma (LUAD) have not been elucidated. The purpose of this study was to
investigate the molecular mechanism of LINC00346 in the progression of LUAD.

Methods: Bioinformatics was performed to find the target lncRNA, miRNA andmRNA, and
the binding relationship between the target genes was verified by dual luciferase reporter
gene and RIP assays. Fluorescence in situ hybridization was used to detect the location of
LINC00346 in LUAD tissues. The expressions of LINC00346, miR-30c-2-3p and MYBL2 in
each group were detected by qRT-PCR, and western blot was performed to detect
expressions of MYBL2 and CELL CYCLE related proteins. Proliferation, metastasis,
apoptosis and cell cycle of LUAD cells were detected by CCK-8, colony formation,
Transwell and flow cytometry assays, respectively. Mouse xenograft models were
established to further determine the effects of LINC00346 on LUAD tumor growth in vivo.

Results: LINC00346 was upregulated in LUAD tissues and cells and was mainly localized
in the cytoplasm. Knockdown of LINC00346 inhibited tumor growth in vivo, proliferation,
metastasis and cell cycle progression, while induced apoptosis. LINC00346 sponged
miR-30c-2-3 by targeting MYBL2 and regulating CELL CYCLE signaling pathway.
Inhibiting miR-30c-2-3p or overexpressing MYBL2 could reverse the inhibitory effect of
LINC00346 knockdown on LUAD process.

Conclusions: LINC00346 as a ceRNA played a carcinogenic role in the development of
LUAD via miR-30c-2-3p/MYBL2 axis regulating the CELL CYCLE signaling pathway. The
study generally elucidated the mechanism by which LINC00346 regulated the
development of LUAD, providing new ideas for the diagnosis and treatment of LUAD
guided by lncRNA.
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INTRODUCTION

Lung cancer is the disease characterized by highest morbidity and
mortality, accounting for nearly one fifth of cancer deaths (1). Lung
cancer is divided into small cell lung cancer and non-small cell lung
cancer (NSCLC), among which lung adenocarcinoma (LUAD) is
the main histological subtype of NSCLC (2, 3). Despite
improvements in early diagnosis and treatment, along with
reports of several major oncogenic drivers including EGFR
mutations, KRAS and ALK rearrangements (4), the prognosis of
LUAD remains poor (5). Themain reason for the poor prognosis is
the lack of understanding of the biological mechanism associated
with LUAD, which limits the improvement of treatment effect.
Therefore, it is imperative that the pathogenesis of LUAD
progression needs to be further clarified, so as to develop new
treatment methods and improve the clinical outcome of
LUAD patients.

Abundant evidence indicates that long non-coding RNAs
(lncRNAs) are involved in the regulation of various biological and
pathological processes and play a key role in the development of
cancer (6). As oncogenes or tumor suppressor genes, lncRNAs are
involved in the development of cancer, such as cell proliferation,
metabolism, migration, invasion, cell cycle, apoptosis and
autophagy (7). For example, lncRNA HOXA11-AS as a ceRNA
promotes cisplatin resistance in LUAD cells through the miR-454-
3p/Stat3 axis (8). LncRNA SBF2-AS1/miR-363-3p/E2F1 axis can
promote the tumorigenesis ofLUAD(9).CAR10 induces epithelial-
mesenchymal transition (EMT) by directly binding with miR-30
and miR-203 along with regulating the expression of SNAI1 and
SNAI2, ultimately promoting the metastasis of LUAD cells (10).
LncRNA LOXL1-AS1 promotes cellular progression in LUAD by
sponging miR-423-5p and targeting MYBL2 (11). Although some
lncRNAs regulating the occurrence and development of LUAD
havebeen found, thebiological functions andpotentialmechanisms
of most lncRNAs in LUAD remain to be elucidated.

Recent studies have found that LINC00346 is abnormally
expressed in a variety of cancers as an oncogenic gene.
LINC00346 is an intergenic lncRNA with a length of 6322 base
pairs, and is located on chromosome 13q34 (12). LINC00346 is
highly expressed in hepatocellular carcinoma (HCC) and
promotes cell proliferation, migration, and invasion (13). It
also induces tumor growth in HCC by activating the JAK-
STAT3 pathway (12). Up-regulated LINC00346 promotes the
development of pancreatic cancer by activating c-Myc (14).
While knockdown of LINC00346 suppresses the proliferation
and migration of bladder cancer cells, and induces cell cycle
arrest and apoptosis (15). These researches suggest that
LINC00346 may be a potential biomarker and target for cancer
diagnosis and treatment. However, little is known about the
regulatory mechanism of LINC00346 in LUAD.

In this study, we explored the expression pattern of
LINC00346 in LUAD, and investigated the biological role and
the possible molecular mechanism of LINC00346 in regulating
the malignant phenotype of LUAD cells. The research
contributes to a better understanding of the carcinogenetic
effect of LINC00346 and tumor progression, providing
potential targets for the diagnosis and treatment of LUAD.
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MATERIALS AND METHODS

Bioinformatics Analysis
Mature miRNA (Normal: n=46, Tumor: n=521), mRNA and
lncRNA (Normal: n=59, Tumor: n=535) expression profiles and
clinical data of LUAD were downloaded from The Cancer
Genome Atlas (TCGA) database. Differential analysis was
conducted on lncRNAs in normal and tumor groups using the
‘edgeR’ package with the threshold of |logFC|>1 and padj<0.05 to
obtain differentially expressed lncRNAs (DElncRNAs). The
miRcode database was used to determine DElncRNA-
DEmiRNA pairs, and target lncRNA was identified by the
survival analysis. The downstream miRNAs of the target
lncRNA were predicted through the lncBase database, and
intersected with DEmiRNAs (|logFC|>1, padj<0.05) to
determine the target miRNA. Target genes of miRNA were
predicted by miRDB and TargetScan databases, and the target
mRNA was identified by intersection between predicted mRNAs
and DEmRNAs (|logFC|>2, padj<0.05). Clinical staging analysis
was performed on target mRNA, and pathway enrichment
analysis was conducted on target lncRNA, miRNA and mRNA
by GSEA.

Patients and Tissue Samples
A total of 40 pairs of LUAD and para-cancerous tissue samples
were obtained from patients undergoing surgical resection of
tumors in Hangzhou Red Cross Hospital from January 2018 to
December 2019. The samples were diagnosed as LUAD by
histopathological evaluation and frozen immediately in a liquid
nitrogen container. The patients had not received radiotherapy
or chemotherapy before surgery, acquired information of sample
collection and signed informed consent. The project was
approved by the research ethics committee of Hangzhou Red
Cross Hospital.

Cell Culture
Human normal bronchial epithelial cell line BEAS-2B (ATCC ®

CRL-9609™) and LUAD cell lines NCI-H1395 (ATCC ® CRL-
5868™), NCI-H1975 (ATCC ® CRL-5908™), A549 (ATCC ®

CCL-185™) and H157 (ATCC ® CCL-185™) were purchased
from the American Type Culture Collection (ATCC; Manassas,
VA). Cells were cultured in Dulbecco’s Modified Eagle Medium
(DMEM) supplemented with 10% fetal bovine serum (FBS;
Corning, Corning, NY) at 37°C, containing 5% CO2.

Plasmid Construction and Cell
Transfection
The lentivirus-coated sh-LINC00346 vector and corresponding
negative control were synthesized by Sangon Biotech (Shanghai,
China). miR-30c-2-3p inhibitor/miR-30c-2-3p-mimic and their
negative controls along with MYBL2 overexpression vector and
corresponding control were purchased from Dharmacon
(Lafayette, CO, USA). Lipofectamine 2000 (Invitrogen,
Carlsbad, CA, USA) was used for cell transfection according to
the manufacturer’s instructions. Cells were collected 48 h
after transfection.
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qRT-PCR
Total RNA was isolated from cells or tissues using TRIzol reagent
(Invitrogen). The quantity and quality of RNA were assessed by
Nanodrop ND-2000 spectrophotometer (Thermo Scientific™,
USA). 2 mg of total RNA was reversed into cDNA using the
RevertAid First Strand cDNA Synthesis Kit (Thermo
Scientific™, USA) to evaluate the expression of LINC00346
and MYBL2. 2 mg of total RNA was reversed into miRNA
cDNA using M-MLV Reverse Transcriptase (Invitrogen) for
the expression analysis of miR-30c-2-3p. qRT-PCR was
performed on the StepOne real-time PCR system (Thermo
Fisher Scientific) using SYBR Green PCR kit (Takara Bio,
Otsu, Japan). The relative gene expression standardized by
GAPDH and U6 was calculated by 2-DDCt method. Primer
sequences were listed in Table 1.

Western Blot
Cells were lysed in the lysis buffer and the protein concentration
was measured using the BCA protein assay kit (Thermo Fisher
Scientific). The 10 mg proteins were separated by sodium dodecyl
sulfate polyacrylamide gel electrophoresis (SDS-PAGE) and
transferred onto the polyvinylidene fluoride (PVDF) membranes
(Millipore). The membranes were blocked with 5% skim milk for
2 h and incubated with rabbit anti-MYBL2 (1:1000, ab76009,
Abcam, Cambridge, UK), cyclin A2 (1:10000, ab32386, Abcam,
Cambridge, UK), cyclin B1 (1:20000, ab32053). Abcam,
Cambridge, UK), GAPDH (1:10000, ab180630, Abcam, UK) and
Plk1 (1:1000, ab155095, Abcam, Cambridge, UK) overnight at 4°C.
Then the membranes were cultured with secondary antibody goat
anti-rabbit IgG H&L (ab205718, Abcam, Cambridge, UK) for 1 h
at room temperature. Finally, the electrochemiluminescence kit
(ECL; Pierce Biotechnology) was used for protein development.

Fluorescence In Situ Hybridization (FISH)
LINC00346 FISH probe was labeled with 5-carboxyl fluorescein.
The tissues were digested by protease K, denatured by
formamide, and hybridized with the LINC00346 probe
overnight at 42°C. Then tissues were stained with DAPI (4’,6‐
diamidino‐2‐phenylindole). The samples were analyzed and
photographed under a laser scanning confocal microscope
(LSM700, Carl Zeiss, Germany).

CCK-8 Assay
Cell proliferation was detected using Cell Counting kit-8
(Beyotime, Shanghai, China). Cells were inoculated into 96-
well plates at a concentration of 5×103 cells/well. After
incubation for 0 h, 24 h, 48 h, 72 h and 96 h, respectively,
Frontiers in Oncology | www.frontiersin.org
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10 ml CCK-8 solution was added to each well and cells were
cultured for another 2 h at 37°C. The absorbance of each well at
450 nm wavelength was measured by a microplate reader (Bio-
Rad, Hercules, CA, USA).

Colony Formation Assay
48 h after transfection, the cells (1×103 per well) were inoculated
into 6-well plates and cultured in complete medium for 2 weeks
until obvious colonies were observed. Cell colonies were fixed
with 4% paraformaldehyde for 30 min and stained with 0.5%
crystal violet at room temperature for 30 min. Each well was
washed with sterile water to remove residual crystal violet. The
number of colonies (more than 50 cells/colony) was calculated.

Transwell Assay
Migration and invasion measurements were conducted using
Transwell inserts (8 mm pore size; Costar, Cambridge, MA,
USA). Cells were inoculated into the upper chambers without
or precoated with Matrigel (BD, Franklin Lakes, USA) for
migration or invasion analysis, and 600 ml medium containing
10% FBS was placed in the lower chambers. After incubation at
37°C with 5% CO2 for 24 h, the cells in the upper chambers were
removed with cotton swabs, and the migrated or invaded cells in
the lower chambers were fixed with methanol, stained with 0.5%
crystal violet and washed with PBS (Gibco; Thermo Fisher
Scientific, Inc.). Then cells were counted under a microscope
(Zeiss, Germany) at 100× magnification.

Flow Cytometry (FCM)
In order to analyze apoptosis, the cells were digested with trypsin
and then resuspended in the binding buffer containing Annexin
V-FITC (BD Biosciences, San Jose, CA, USA) and propidium
iodide (PI; BD Biosciences) for 15 min in the dark. The stained
cells were analyzed using FCM (BD Biosciences).

Cells were fixed with cold 70% ethanol for 12 h and incubated
with PI (50 mg/mL) and RNase A (Sigma-Aldrich) for 30 min.
Cell cycle distribution was analyzed by FCM.

Dual-Luciferase Reporter Gene Assay
The 3’-UTR of LINC00346 or MYBL2 was amplified from
human genomic DNA. These sequences were then subcloned
into the pGL3 luciferase reporter vector (Promega, Madison, WI,
USA), respectively. The potential binding sites paired with miR-
30c-2-3p were mutated by using Quick-change site-directed
mutagenicity kit (Agilent Technologies, Santa Clara, CA, USA).
The wild type (wt) and mutant (mut) 3’-UTR of LINC00346 or
MYBL2 along with either NC mimic or miR-194-5p mimic were
co-transfected into LUAD cells, respectively. The luciferase
activity of firefly and renilla luciferase was measured by Dual-
Lucy Assay Kit (Promega, Madison, WI, USA) 48 h
after transfection.

RNA-Binding Protein
Immunoprecipitation (RIP)
Magna RNA immunoprecipitation (RIP) kit (Millipore, Billerica,
USA) was used for RIP detection. Transfected cells were re-
suspended in the lysis buffer. 100 ml of whole cell extracts were
TABLE 1 | Primer sequence for qRT-PCR.

Gene Forward (5’-3’) Reverse (5’-3’)

LINC00346 CACCATGTTGGCCAGGCTGGT GGCCAAAGAGTGACCATCATC
MYBL2 CTTGAGCGAGTCCAAAGACTG AGTTGGTCAGAAGACTTCCCT
GAPDH CCCATCACCATCTTCCAGGAG CTTCTCCATGGTGGTGAAGACG
miR-30c-
2-3p

GGCTGGGAGAAGGCTGTT AGTGCGTGTCGTGGAGT

U6 CTCGCTTCGGCAGCACA AACGCTTCACGAATTTGCGT
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incubated with Protein G agarose microbeads conjugated with
Ago2 antibody (Abcam, Cambridge, UK) or IgG (Abcam,
Cambridge, UK) overnight at 4°C. The immunoprecipitates
were treated with DNA enzyme I and protease K at room
temperature for 20 min. The co-precipitated RNA was
recovered and analyzed by qRT-PCR.

Animal Experiment
To confirm the role of LINC00346 in promoting LUAD cell
proliferation in vivo, we constructed mouse xenograft tumor
models. Ten male BALB/c nude mice [National 0Laboratory
Animal Center (Beijing, China)](4 weeks old) were randomly
divided into two groups (5 per group). LUAD cells transfected
with sh-LINC00346 or sh-NC were washed with PBS and
subcutaneously injected into the underarm area on either side
of the nude mice. Tumor size was assessed weekly with caliper
and the tumor volume was estimated by the following formula:
volume = length × width2 × 0.5. The mice were euthanized after
5 weeks, and the tumors were isolated to measure the weight.

Immunohistochemistry (IHC)
Immunostaining of paraffin-embedded xenograft tumor tissues
was performed. IHC was performed by means of streptavidin
coupled with peroxidase, with rabbit anti-MYBL2 antibody
(1:100, ab76009, Abcam, Cambridge, UK) and Ki67 antibody
(1:50, ab15580, Abcam, Cambridge, UK) as primary antibodies
and goat anti-rabbit IgG H&L (ab205718, Abcam, Cambridge,
UK) as secondary antibody. Non-immune serum was used to
replace primary antibody as negative control. Sections were
observed under a 400× or 200× microscope (ZEISS, Germany).

Statistical Analysis
SPSS 22.0 (IBM Corp. Armonk, NY, USA) and GraphPad Prism
6.0 Software (GraphPad Inc., San Diego, CA, USA) were used for
statistical analysis. We first analyzed the normal distribution of
the measured data with F test. After comfirming that data meet
the normal distribution, they were expressed as mean ± SD. The
comparison between the two groups was analyzed by t test.
ANOVA test was used for comparison among multiple groups.
The Pearson correlation analysis was used to assess the
correlation between different groups. P<0.05 indicated that the
difference was statistically significant.
RESULTS

LINC00346 Is Up-Regulated in LUAD
Tissues and Cells, and Is Mainly Located
in the Cytoplasm
TCGA-LUAD data indicated that LINC00346 was highly
expressed in LUAD tissues (Figure 1A), and the survival rate
of patients with high expression of LINC00346 was significantly
lower than that with low expression (Figure 1B). Furthermore,
the results of qRT-PCR found that the expression of LINC00346
in clinical LUAD tissues (n=40) was significantly higher than
that in adjacent normal tissues (n=40) (Figure 1C). In addition,
Frontiers in Oncology | www.frontiersin.org 4
we also detected the expression of LINC00346 in LUAD cells,
and the results exhibited that, compared with BEAS-2B cell line,
LINC00346 was remarkably up-regulated in LUAD cell lines
NCI-H1395, NCI-H197, A549 and H157 (Figure 1D). The
subcellular localization of lncRNAs is closely related to
biological function and potential molecular mechanism (16).
Therefore, we detected the subcellular localization of LINC00346
in the tumor tissues of LUAD patients by RNA-FISH. The results
indicated that LINC00346 was mainly located in the cytoplasm,
and a few were distributed in the nucleus (Figure 1E). Based on
the above results, we believed that LINC00346 was up-regulated
in both LUAD tissue and cells, and may play a role as ceRNA. In
addition, LUAD cells NCI-H1395 and A549 had the most
significant differential expression of LINC00346 compared with
normal cell lines, so these two cell lines were selected for
subsequent functional studies.

LINC00346 Inhibits the Proliferation,
Migration and Invasion of LUAD Cells
and Promotes Apoptosis
To evaluate the biological role of LINC00346 in LUAD, the
expression of LINC00346 was inhibited by transfecting sh-
LINC00346 into NCI-H1395 cells and A549 cells (Figure 2A).
The results of CCK-8 (Figure 2B), colony formation (Figure 2C)
and Transwell (Figure 2D) assays displayed that knockdown of
LINC00346 inhibited cell proliferation, migration and invasion.
In addition, FCM with Annexin V-FITC/PI double staining was
used to detect cell apoptosis and cycle changes. It was showed
that knockdown of LINC00346 promoted cell apoptosis
(Figure 2E) and significantly reduced the cell proportion in
the S phase, blocked the cell cycle in the G2/M phase (Figure 2F).
Therefore, silencing LINC00346 inhibited the proliferation and
metastasis of LUAD cells and promoted apoptosis.

LINC00346 Acts as a Molecular Sponge of
miR-30c-2-3p
In order to further verify the regulatory mechanism of LINC00346
in LUAD. Firstly, 299 differentially expressed miRNAs were
obtained through differential analysis (Figure 3A). Then, we used
lncBase database to conduct target prediction of LINC00346, and
the predicted results were intersected with 79 down-regulated
DEmiRNAs to obtain 4 DEmiRNAs bearing targeted binding
sites with LINC00346 (Figure 3B). After Pearson correlation
analysis between LINC00346 and the four miRNAs, miR-30c-2-
3pwith the highest correlation coefficient and anegative correlation
with LINC00346 was selected for further study (Figure 3C).
Differential analysis of miRNAs downloaded from TCGA-LUAD
revealed that miR-30c-2-3p was extremely lowly expressed in
LUAD (Figure 3D). Then, qRT-PCR was used to verify the above
prediction results in 40pairs of collected tissue samples. Itwas found
that the expressionofmiR-30c-2-3p inLUADtissuewas significantly
down-regulated (Figure 3E), and its expression level in LUAD tissue
was significantly negatively correlated with the expression of
LINC00346 (Figure 3F). LINC00346 was found to have
complementary binding sites with miR-30c-2-3p through analysis
using lncBase database (Figure 3G).
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To confirm the above prediction, we firstly transfected sh-
LINC00346 into NCI-H1395 and A549 cells to observe whether
the miR-30c-2-3p level was affected by sh-LINC00346. The qRT-
PCR results showed that the expression of miR-30c-2-3p was
significantly up-regulated after cells were transfected with sh-
LINC00346 (Figure 3H). LINC00346-wt and LINC00346-mut
reporter vectors were constructed and dual luciferase reporter
gene assay was performed. It was found that luciferase activity of
the LINC00346-wt group was significantly reduced with miR-
30c-2-3p mimic, while that of the LINC00346-mut group was
not affected (Figure 3I). RIP assay indicated that after
immunoprecipitation with Ago2 antibody, miR-30c-2-3p and
LINC00346 were enriched in NCI-H1395 and A549 cells
(Figure 3J), indicating a possible binding relationship between
miR-30c-2-3p and LINC00346. In consequence, there was a
direct interaction between LINC00346 and miR-30c-2-3p
in LUAD.

Inhibition of miR-30c-2-3p Reverses the
Effects of LINC00346 Knockdown on
Proliferation, Migration and Invasion of
LUAD Cells
To investigate whether LINC00346 regulates the malignant
phenotype of LUAD cells by targeting miR-30c-2-3p, we
transfected sh-NC+NC inhibitor, sh-LINC00346+NC inhibitor,
sh-LINC00346+miR-30c-2-3p inhibitor into NCI-H1395 cells
and A549 cells, respectively, and evaluated cell proliferation,
migration, invasion, cell cycle, and apoptosis. It was observed
Frontiers in Oncology | www.frontiersin.org 5
that the knockdown of LINC00346 inhibited the proliferation,
migration and invasion of LUAD cells (Figures 4A–C) as well as
promoted cell apoptosis (Figure 4D) and reduced cell
proportion in the S phase (Figure 4E), while the inhibition of
miR-30c-2-3p could attenuate such effects. Therefore, inhibition
of miR-30c-2-3p reversed the effects of LINC00346 knockdown
on proliferation, migration and invasion of LUAD cells.

LINC00346 as a ceRNA Regulates the
CELL CYCLE Signaling Pathway Through
miR-30c-2-3p and Targeting MYBL2
Totally 2503 mRNAs differentially expressed in LUAD were
obtained using TCGA database (Figure 5A). miRDB and
TargetScan databases were used to predict the target genes of
miR-30c-2-3p, and the predicted results were intersected with
the 1,975 up-regulated DEmRNAs to obtain 7 DEmRNAs that
had the targeted binding sites with miR-30c-2-3p (Figure 5B).
Pearson correlation analysis of LINC00346 and these 7 mRNAs
showed that LINC00346 was positively correlated with MYBL2
with the highest correlation coefficient (Figure 5C). MYBL2 was
highly expressed in LUAD (Figure 5D). Further verification by
qRT-PCR showed that the expression of MYBL2 in 40 LUAD
tissue samples was significantly lower than that in the adjacent
tissue (Figure 5E). In addition, the correlation analysis of the
expression levels of LINC00346 and MYBL2 in LUAD tissue
showed that the expression levels of LINC00346 and MYBL2
were highly positively correlated (Figure 5F). The survival rate of
patients with high MYBL2 expression was significantly lower
A B

D

E

C

FIGURE 1 | LINC00346 is up-regulated in LUAD tissues and cells, and is mainly located in the cytoplasm. (A) The expression of LINC00346 in normal (green) and tumor
(red) samples; (B) The correlation between the expression level of LINC00346 (red for high-expression group and blue for low-expression group) and overall survival in
LUAD patients was analyzed by Kaplan-Meier survival analysis; (C) The expression of LINC00346 in 40 pairs of clinical LUAD and para-cancerous tissues, and (D) in
normal bronchial epithelial cell line and LUAD cell lines were measured by qRT-PCR; (E) FISH was used to detect the localization of LINC00346 in LUAD. *P < 0.05.
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than that with low expression (Figure 5G). Clinical stage analysis
showed that the expression level of MYBL2 showed significant
differences in different clinical stages and N stage (Figure 5H). The
targeting sites of MYBL2 and miR-30c-2-3p were predicted by
TargetScan (Figure 5I), and their binding relationship was verified
bydual luciferase andRIPassays.Comparedwith thecontrol group,
overexpressionofmiR-30c-2-3p significantly reduced the luciferase
activity of A549 cells co-transfected with MYBL2-wt while no
obvious change was found in A549 cells co-transfected with
MYBL2-mut (Figure 5J). RIP results showed that after dropping-
down Ago2 protein, MYBL2 enriched significantly in the
immunoprecipitation with Ago2 in miR-30c-2-3p mimic group
(Figure 5K), indicating that MYBL2 could directly bind to miR-
Frontiers in Oncology | www.frontiersin.org 6
30c-2-3p in NCI-H1395 and A549 cells. Moreover, the results of
qRT-PCR and western blot indicated that knockdown of
LINC00346 increased the expression level of miR-30c-2-3p, while
reduced the mRNA and protein levels of MYBL2. Inhibiting miR-
30c-2-3p or overexpressing MYBL2 partially reversed the effects of
knocking down LINC00346 on MYBL2 expression level
(Figures 5L, M). In summary, the above results indicated that
LINC00346 regulates the expression of MYBL2 in LUAD cells by
sponging miR-30c-2-3p.

CCNA2 has been reported to affect the cell cycle of various
cancers (17, 18). We found that LINC00346, miR-30c-2-3p and
MYBL2 were significantly enriched in the CELL CYCLE
signaling pathway through GSEA enrichment analysis (Figures
A B

D

E

F

C

FIGURE 2 | LINC00346 inhibits the proliferation, migration and invasion of LUAD cells and promotes apoptosis. After transfecting sh-LINC00346 into LUAD cells,
(A) the expression of LINC00346 in NCI-H1395 and A549 cells, (B) LUAD cell proliferation, (C) colony formation ability, (D) migration and invasion, (E) apoptosis and
(F) cell cycle distribution were detected by qRT-PCR, CCK-8, colony formation, Transwell and FCM, respectively. *P < 0.05.
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S1A–C). Then, we demonstrated that whether LINC00346
regulated the CELL CYCLE signaling pathway through the
miR-30c-2-3p/MYBL2 axis. Western blot was used to detect
the expression of CELL CYCLE signaling pathway related
proteins, and the results were shown in Figure 5M. Inhibition
Frontiers in Oncology | www.frontiersin.org 7
of LINC00346 reduced the expression of cyclin B1, cyclin A2 and
Plk1, while the effects were abolished by inhibition of miR-30c-2-
3p or overexpression of MYBL2. So, LINC00346 could regulate
the CELL CYCLE signaling pathway by sponging miR-30c-2-3p
and targeting MYBL2.
A B

D

E F

G

I

H

J

C

FIGURE 3 | LINC00346 acts as a molecular sponge of miR-30c-2-3p. (A) Volcano plot of DEmiRNAs in TCGA-LUAD dataset; (B) The Venn diagram of predicted
downstream miRNAs and down-regulated DEmiRNAs; (C) Pearson correlation analysis of LINC00346 and miR-30c-2-3p; (D) The expression of miR-30c-2-3p in
TCGA-LUAD (green represents the normal samples and the red represents the tumor samples); (E) qRT-PCR was used to detect the expression of miR-30c-2-3p in
40 pairs of clinical samples; (F) Correlation analysis indicates a negative correlation between LINC00346 and miR-30c-2-3p expression in 40 LUAD tissue samples;
(G) The targeted binding sequence of LINC00346 and miR-30c-2-3p was predicted by lncBase database; (H) Expression level of miR-30c-2-3p in NCI-H1395 cells
and A549 cells after transfection with sh-LINC00346; (I) Dual-luciferase reporter assay verified the targeted binding relationship between miR-30c-2-3p and
LINC00346 in LUAD cells; (J) The enrichment of miR-30c-2-3p and LINC00346 in Ago2 immunoprecipitation was detected by RIP. *P < 0.05.
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LINC00346 Acts as a ceRNA and
Regulates the Growth of LUAD Cells by
miR-30c-2-3p and Targeting MYBL2
In order to investigate whether LINC00346 plays its carcinogenic
role by spongingmiR-30c-2-3p and targetingMYBL2,we set up sh-
LINC00346 group, sh-LINC00346+miR-30c-2-3p inhibitor group,
and sh-LINC00346+MYBL2 group. The results showed that
knockdown of LINC00346 inhibited the proliferation, migration
and invasion, promoted cell apoptosis, and slowed down the cell
cycle process ofNCI-H1395 andA549 cells. Inhibition ofmiR-30c-
2-3p or overexpression of MYBL2 could reverse the effects of
LINC00346 on NCI-H1395 and A549 cells (Figures 6A–E).
These findings suggested that LINC00346 promoted the
development of LUAD by regulating the miR-30c-2-3p/
MYBL2 axis.
Frontiers in Oncology | www.frontiersin.org 8
LINC00346 Knockdown Inhibits LUAD
Tumor Growth In Vivo
Tofurther analyze theeffectsofLINC00346onLUAD,weestablished
mouse xenograft tumor models in vivo. After 35 days, we found that
compared with sh-NC group, the tumor volume and weight of sh-
LINC00346 group were significantly reduced (Figures 7A, B). Then
we evaluated the expressions of LINC00346, miR-30c-2-3p and
MYBL2 in tumor tissues by qRT-PCR. The results exhibited that,
comparedwith the control group, the expressions of LINC00346 and
MYBL2were lowerandexpressionofmiR-30c-2-3pwashigher in sh-
LINC00346 group (Figure 7C). MYBL2 and Ki-67 immunostaining
showed that therewere significantly fewerMYBL2andKi-67positive
cells in subcutaneous tumors in A549 cells with knockdown of
LINC00346 (Figures 7D, E). These results suggested that
LINC00346 knockdown inhibited LUAD tumor growth in vivo.
A B

D

E

C

FIGURE 4 | Inhibition of miR-30c-2-3p reverses the effects of LINC00346 knockdown on LUAD cells. Cell proliferation (A), colony formation ability (B), migration and
invasion (C), apoptosis and cell cycle distribution (D, E) of each group were analyzed by CCK-8, colony formation, Transwell and FCM assays, respectively. *P < 0.05.
September 2021 | Volume 11 | Article 687208

https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles


Xu et al. LINC00346 Promotes the Development of Lung Adenocarcinoma
DISCUSSION

With the development of human transcriptome sequencing,
some lncRNAs related to the development of LUAD have been
identified. Except for the feature lncRNAs, the potential
Frontiers in Oncology | www.frontiersin.org 9
necessary lncRNAs and their functions along with regulatory
mechanisms in regulating LUAD are still worth studying.
Herein, we identified the up-regulated LINC00346 in LUAD
based on gene expression profile analysis, and studied the effects
of LINC00346 knockdown on the biological function of LUAD
A B D

E F G

I

H

J

K L
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M

FIGURE 5 | LINC00346 regulates CELL CYCLE signaling pathway by sponging miR-30c-2-3p and targeting MYBL2. (A) Volcano plot of DEmRNAs in TCGA-LUAD
dataset; (B) Venn diagram of predicted mRNAs and up-regulated DEmRNAs; (C) Pearson correlation analysis of LINC00346 and MYBL2; (D) The boxplots of MYBL2
expression in normal (green) and tumor (red) samples; (E) qRT-PCR was used to detect the expression of MYBL2 mRNA in 40 pairs of clinical samples; (F) Correlation
analysis indicates a highly positive correlation between LINC00346 and MYBL2 expression in 40 LUAD tissue samples; (G) Kaplan-Meier curves of MYBL2 expression in
TCGA-LUAD (red for high-expression group and blue for low-expression group); (H) The expression of MYBL2 in different clinical stages and N stage of LUAD; (I) The
binding sites of miR-30c-2-3p and MYBL2 predicted by TargetScan; (J) Dual-luciferase reporter gene assay was used to determine the targeted relationship between
miR-30c-2-3p and MYBL2; (K) The enrichment of MYBL2 in Ago2 immunoprecipitation was detected by RIP; (L) qRT-PCR verified the expression of LINC00346, miR-
30c-2-3p and MYBL2 in each treatment group; (M) Western blot was used to detect the expression of MYBL2 and cell cycle related proteins in each group. *P < 0.05.
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cells through in vitro and in vivo experiments. It was found that
LINC00346 knockdown inhibited the proliferation, migration
and invasion of LUAD cells and promoted apoptosis by blocking
the cell cycle in G2/M phase. This is consistent with the studies
on bladder cancer (15) and gastric cancer (19). In vivo
experiments observed that the knockdown of LINC00346
Frontiers in Oncology | www.frontiersin.org 10
inhibited the tumor growth of LUAD, indicating that
LINC00346 functioned as an oncogene.

The ceRNA hypothesis presents that mRNA and lncRNA can
regulate each other through common miRNA response element
(20). LINC00346 can act as a sponge of miRNA to play its
regulatory role in a variety of cancers. For example, LINC00346
A

B

D

E

C

FIGURE 6 | LINC00346 promotes the growth of LUAD cells by regulating the miR-30c-2-3p/MYBL2 axis. (A) Cell proliferation, (B) colony formation ability, (C) migration
and invasion (100×), (D) apoptosis and (E) cell cycle progression of NCI-H1395 and A549 cells were detected by CCK-8, colony formation, Transwell and FCM assays,
respectively. *P < 0.05.
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may regulate the expression of WDR18 through competitively
binding to miR-542-3p and promote the development of HCC
(13). LINC00346 promotes pancreatic cancer growth and
gemcitabine resistance by sponging miR-188-3p and regulating
expression of BRD4 (21). In this study, in order to find the
downstream miRNA of LINC00346 in LUAD, we conducted
bioinformatics analysis, dual-luciferase reporter gene and RIP
assays, and determined that LINC00346 was the molecular
sponge of miR-30c-2-3p. We further confirmed that inhibition
of miR-30c-2-3p could reverse the effects of LINC00346
knockdown on LUAD cell proliferation, migration, invasion
and cell cycle progression. Compared with published literature,
this study highlights the role of LINC00346 in LUAD and its
downstream mechanism affecting LUAD progression, which has
not been previously reported. Similarly, the role of LINC00346 is
similar to that previously reported, and LINC00346 still plays a
role as an oncogenic gene in LUAD. The molecular mechanism
of miR-30c-2-3p in gastric cancer and breast cancer has been
reported. In gastric cancer, miR-30c-2-3p participates in RAB31/
GLI1 signal transduction by targeting RAB31 (22). miR‐30c‐2‐3p
Frontiers in Oncology | www.frontiersin.org 11
negatively regulates NF‐кB signaling by targeting TRADD in
breast cancer cells (23). Additionally, although Namhee Yu et al.
(24) identified the prognostic value of miR-30c-2-3p in LUAD by
sequencing, the regulatory mechanism of this miRNA in LUAD
has not been reported.

The article found that MYBL2 was a downstream target of
miR‐30c‐2‐3p and was highly expressed in LUAD tissues with
the capable of predicting a poor prognosis, which was consistent
with the studies in esophageal squamous cell carcinoma (25),
HCC (26) and pancreatic ductal carcinoma (27). We further
verified the relationship among LINC00346, miR-30c-2-3p and
MYBL2, and found that LINC00346 regulated the expression of
MYBL2 in LUAD cells by sponging miR-30c-2-3p. Besides, we
conducted GSEA pathway enrichment analysis to prove that
LINC00346, miR-30c-2-3p and MYBL2 were enriched in the
CELL CYCLE pathway. Similar to previous studies, MYBL2 can
regulate tumor progression by regulating CELL CYCLE signaling
pathway in esophageal squamous cell carcinoma and colorectal
cancer (25, 28). We then confirmed these predictions through
cellular and molecular experiments. The inhibition of miR-30c-
A
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D

E

C

FIGURE 7 | Knockdown of LINC00346 inhibits the growth of LUAD. (A) Xenograft tumors were photographed and tumor weight was measured from nude mice
after 35 d; (B) Tumor volume was measured weekly; (C) The expressions of LINC00346, miR-30c-2-3p and MYBL2 in tumor tissues were determined by qRT-PCR;
(D, E) IHC detected the number of Ki-67 positive cells in xenograft tumor tissues (400×). *P < 0.05.
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2-3p or overexpression of MYBL2 could reverse the inhibitory
effects of LINC00346 knockdown on the expressions of CELL
CYCLE signaling pathway related proteins cyclin B1, cyclin A2
and Plk1 as detected by qRT-PCR and western blot, indicating
that LINC00346 regulated CELL CYCLE signaling pathway by
targeting miR-30c‐2‐3p/MYBL2 axis. The regulatory effect of
this mechanism on cell malignant behaviors was verified by
rescue experiments, and it was found that inhibition of miR-30c-
2-3p or overexpression of MYBL2 could reverse the effects of sh-
LINC00346 on the development of NCI-H1395 and A549 cells.
LINC00346 carries the “seed sequence” of miR-30c-2-3p and can
adsorb miR-30c-2-3p like a sponge, thus reducing the binding of
miRNA and its downstream target gene MYBL2 and preventing
the degradation of MYBL2 by miR-30c-2-3p. Furthermore, the
CELL CYCLE signaling pathway is regulated to promote the
malignant progression of LUAD.

In summary, we determined that LINC00346 played an
important role as an oncogene in LUAD. Our study confirmed
for the first time that LINC00346/miR-30c-2-3/MYBL2 axis
regulated the CELL CYCLE signaling pathway and promoted
the development of LUAD (Figure 8). This regulatory network
may help to elucidate the tumorigenesis of LUAD and may
provide theoretical basis for the development of new diagnostic
and therapeutic methods for LUAD. However, there are still
some deficiencies. In the future, we will further analyze the
correlation between the above gene expression and the prognosis
and clinicopathology of LUAD patients, so as to further explain
their prognostic or diagnostic value in LUAD.
Frontiers in Oncology | www.frontiersin.org 12
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FIGURE 8 | Molecular mechanism diagram of LINC00346/miR-30c-2-3p/MYBL2 axis regulating cell cycle signaling pathway to promote malignant progression of LUAD.
September 2021 | Volume 11 | Article 687208

https://www.frontiersin.org/articles/10.3389/fonc.2021.687208/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fonc.2021.687208/full#supplementary-material
https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles


Xu et al. LINC00346 Promotes the Development of Lung Adenocarcinoma
REFERENCES

1. Bray F, Ferlay J, Soerjomataram I, Siegel RL, Torre LA, Jemal A. Global
Cancer Statistics 2018: GLOBOCAN Estimates of Incidence and Mortality
Worldwide for 36 Cancers in 185 Countries. CA: Cancer J Clin (2018) 68
(6):394–424. doi: 10.3322/caac.21492

2. Siegel RL, Miller KD, Jemal A. Cancer Statistics, 2019. CA: Cancer J Clin
(2019) 69:7–34. doi: 10.3322/caac.21551

3. Zhang L, Huang P, Li Q, Wang D, Xu C-X. miR-134-5p Promotes Stage I
Lung Adenocarcinoma Metastasis and Chemoresistance by Targeting Dab2.
Mol Ther Nucleic Acids (2019) 18:627–37. doi: 10.1016/j.omtn.2019.09.025

4. Calvayrac O, Pradines A, Pons E, Mazières J, Guibert N. Molecular
Biomarkers for Lung Adenocarcinoma. Eur Respir J (2017) 49:1601734.
doi: 10.1183/13993003.01734-2016

5. Fan J, Zhang X, Wang S, Chen W, Li Y, Zeng X, et al. Regulating Autophagy
Facilitated Therapeutic Efficacy of the Sonic Hedgehog Pathway Inhibition on
Lung Adenocarcinoma Through GLI2 Suppression and ROS Production. Cell
Death Dis (2019) 10(9):626. doi: 10.1038/s41419-019-1840-6

6. Terashima M, Ishimura A, Wanna-Udom S, Suzuki T. MEG8 Long
Noncoding RNA Contributes to Epigenetic Progression of the Epithelial-
Mesenchymal Transition of Lung and Pancreatic Cancer Cells. J Biol Chem
(2018) 293:18016–30. doi: 10.1074/jbc.RA118.004006

7. Liu Y, Wang J, Dong L, Xia L, Zhu H, Li Z, et al. Long Noncoding RNA HCP5
Regulates Pancreatic Cancer Gemcitabine (GEM) Resistance By Sponging
Hsa-miR-214-3p To Target HDGF. OncoTargets Ther (2019) 12:8207–16.
doi: 10.2147/OTT.S222703

8. Zhao X, Li X, Zhou L, Ni J, Yan W, Ma R, et al. LncRNA HOXA11-AS Drives
Cisplatin Resistance of Human LUAD Cells via Modulating miR-454-3p/
Stat3. Cancer Sci (2018) 109:3068–79. doi: 10.1111/cas.13764

9. Chen R, XiaW,Wang S, Xu Y, Ma Z, XuW, et al. Long Noncoding RNA SBF2-
AS1 Is Critical for Tumorigenesis of Early-Stage Lung Adenocarcinoma. Mol
Ther Nucleic Acids (2019) 16:543–53. doi: 10.1016/j.omtn.2019.04.004

10. Ge X, Li G-Y, Jiang L, Jia L, Zhang Z, Li X, et al. Long Noncoding RNA CAR10
Promotes Lung Adenocarcinoma Metastasis via miR-203/30/SNAI Axis.
Oncogene (2019) 38(16):3061–76. doi: 10.1038/s41388-018-0645-x

11. Li W, Zhang B, Jia Y, Shi H, Wang H, Guo Q, et al. LncRNA LOXL1-AS1
Regulates the Tumorigenesis and Development of Lung Adenocarcinoma
Through Sponging miR-423-5p and Targeting MYBL2. Cancer Med (2020) 9
(2):689–99. doi: 10.1002/cam4.2641

12. Yin Y-Z, Zheng W-H, Zhang X, Chen Y-H, Tuo Y-H. LINC00346 Promotes
Hepatocellular Carcinoma Progression via Activating the JAK-STAT3
Signaling Pathway. J Cell Biochem (2020) 121:735–42. doi: 10.1002/jcb.29319

13. Zhang N, Chen X. A Positive Feedback Loop Involving the LINC00346/b-
Catenin/MYC Axis Promotes Hepatocellular Carcinoma Development. Cell
Oncol (Dordrecht) (2020) 43:137–53. doi: 10.1007/s13402-019-00478-4

14. PengW-X, He R-Z, Zhang Z, Yang L,Mo Y-Y. LINC00346 Promotes Pancreatic
Cancer Progression Through the CTCF-MediatedMyc Transcription.Oncogene
(2019) 38:6770–80. doi: 10.1038/s41388-019-0918-z

15. Ye T, Ding W, Wang N, Huang H, Pan Y, Wei A. Long Noncoding RNA
Linc00346 Promotes the Malignant Phenotypes of Bladder Cancer. Biochem
Biophys Res Commun (2017) 491(1):79–84. doi: 10.1016/j.bbrc.2017.07.045

16. Zhan Y, Chen Z, Li Y, He A, He S, Gong Y, et al. Long Non-Coding RNA
DANCR Promotes Malignant Phenotypes of Bladder Cancer Cells by
Modulating the miR-149/MSI2 Axis as a ceRNA. J Exp Clin Cancer Res: CR
(2018) 37(1):273–3. doi: 10.1186/s13046-018-0921-1

17. Ma Q. MiR-219-5p Suppresses Cell Proliferation and Cell Cycle Progression
in Esophageal Squamous Cell Carcinoma by Targeting CCNA2. Cell Mol Biol
Lett (2019) 24:4–4. doi: 10.1186/s11658-018-0129-6
Frontiers in Oncology | www.frontiersin.org 13
18. Das E, Jana NR, Bhattacharyya NP. MicroRNA-124 Targets CCNA2 and
Regulates Cell Cycle in STHdh(Q111)/Hdh(Q111) Cells. Biochem Biophys Res
Commun (2013) 437:217–24. doi: 10.1016/j.bbrc.2013.06.041

19. Xu T-P, Ma P, Wang W-Y, Shuai Y, Wang Y-F, Yu T, et al. KLF5 and MYC
Modulated LINC00346 Contributes to Gastric Cancer Progression
Through Acting as a Competing Endogeous RNA and Indicates Poor
Outcome. Cell Death Differ (2019) 26(11):2179–93. doi: 10.1038/s41418-
018-0236-y

20. Salmena L, Poliseno L, Tay Y, Kats L, Pandolfi PP. A ceRNA Hypothesis: The
Rosetta Stone of a Hidden RNA Language? Cell (2011) 146:353–8. doi: 10.1016/
j.cell.2011.07.014

21. Shi W, Zhang C, Ning Z, Hua Y, Li Y, Chen L, et al. Long Non-Coding RNA
LINC00346 Promotes Pancreatic Cancer Growth and Gemcitabine Resistance
by Sponging miR-188-3p to Derepress BRD4 Expression. J Exp Clin Cancer Res:
CR (2019) 38(1):60. doi: 10.1186/s13046-019-1055-9

22. Tang C-T, Liang Q, Yang L, Lin X-L, Wu S, Chen Y, et al. RAB31 Targeted by
MiR-30c-2-3p Regulates the GLI1 Signaling Pathway, Affecting Gastric
Cancer Cell Proliferation and Apoptosis. Front Oncol (2018) 8:554.
doi: 10.3389/fonc.2018.00554

23. Shukla K, Sharma AK, Ward A, Will R, Hielscher T, Balwierz A, et al.
MicroRNA-30c-2-3p Negatively Regulates NF-kb Signaling and Cell Cycle
Progression Through Downregulation of TRADD and CCNE1 in Breast
Cancer. Mol Oncol (2015) 9:1106–19. doi: 10.1016/j.molonc.2015.01.008

24. Yu N, Yong S, Kim HK, Choi YL, Jung Y, KimD, et al. Identification of Tumor
Suppressor miRNAs by Integrative miRNA and mRNA Sequencing of
Matched Tumor-Normal Samples in Lung Adenocarcinoma. Mol Oncol
(2019) 13:1356–68. doi: 10.1002/1878-0261.12478

25. Qin H, Li Y, Zhang H, Wang F, He H, Bai X, et al. Prognostic Implications
and Oncogenic Roles of MYBL2 Protein Expression in Esophageal Squamous-
Cell Carcinoma. OncoTargets Ther (2019) 12:1917–27. doi: 10.2147/OTT.
S190145

26. Guan Z, Cheng W, Huang D, Wei A. High MYBL2 Expression and
Transcription Regulatory Activity Is Associated With Poor Overall Survival
in Patients With Hepatocellular Carcinoma. Curr Res Transl Med (2018)
66:27–32. doi: 10.1016/j.retram.2017.11.002

27. Yu R, Li C, Lin X, Chen Q, Li J, Song L, et al. Clinicopathologic Features and
Prognostic Implications of MYBL2 Protein Expression in Pancreatic Ductal
Adenocarcinoma. Pathol Res Pract (2017) 213:964–8. doi: 10.1016/
j.prp.2017.04.024

28. Ren F, Li Y, Zhang H, Wang F, He H, Bai X, et al. MYBL2 is an Independent
Prognostic Marker That has Tumor-Promoting Functions in Colorectal Cancer.
Am J Cancer Res (2015) 5:1542–52.

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

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

Copyright © 2021 Xu, Xu, Zhu, Lin and Ye. This is an open-access article distributed
under the terms of the Creative Commons Attribution License (CC BY). The use,
distribution or reproduction in other forums is permitted, provided the original author(s)
and the copyright owner(s) are credited and that the original publication in this journal
is cited, in accordance with accepted academic practice. No use, distribution or
reproduction is permitted which does not comply with these terms.
September 2021 | Volume 11 | Article 687208

https://doi.org/10.3322/caac.21492
https://doi.org/10.3322/caac.21551
https://doi.org/10.1016/j.omtn.2019.09.025
https://doi.org/10.1183/13993003.01734-2016
https://doi.org/10.1038/s41419-019-1840-6
https://doi.org/10.1074/jbc.RA118.004006
https://doi.org/10.2147/OTT.S222703
https://doi.org/10.1111/cas.13764
https://doi.org/10.1016/j.omtn.2019.04.004
https://doi.org/10.1038/s41388-018-0645-x
https://doi.org/10.1002/cam4.2641
https://doi.org/10.1002/jcb.29319
https://doi.org/10.1007/s13402-019-00478-4
https://doi.org/10.1038/s41388-019-0918-z
https://doi.org/10.1016/j.bbrc.2017.07.045
https://doi.org/10.1186/s13046-018-0921-1
https://doi.org/10.1186/s11658-018-0129-6
https://doi.org/10.1016/j.bbrc.2013.06.041
https://doi.org/10.1038/s41418-018-0236-y
https://doi.org/10.1038/s41418-018-0236-y
https://doi.org/10.1016/j.cell.2011.07.014
https://doi.org/10.1016/j.cell.2011.07.014
https://doi.org/10.1186/s13046-019-1055-9
https://doi.org/10.3389/fonc.2018.00554
https://doi.org/10.1016/j.molonc.2015.01.008
https://doi.org/10.1002/1878-0261.12478
https://doi.org/10.2147/OTT.S190145
https://doi.org/10.2147/OTT.S190145
https://doi.org/10.1016/j.retram.2017.11.002
https://doi.org/10.1016/j.prp.2017.04.024
https://doi.org/10.1016/j.prp.2017.04.024
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles

	LINC00346 Sponges miR-30c-2-3p to Promote the Development of Lung Adenocarcinoma by Targeting MYBL2 and Regulating CELL CYCLE Signaling Pathway
	Introduction
	Materials and Methods
	Bioinformatics Analysis
	Patients and Tissue Samples
	Cell Culture
	Plasmid Construction and Cell Transfection
	qRT-PCR
	Western Blot
	Fluorescence In Situ Hybridization (FISH)
	CCK-8 Assay
	Colony Formation Assay
	Transwell Assay
	Flow Cytometry (FCM)
	Dual-Luciferase Reporter Gene Assay
	RNA-Binding Protein Immunoprecipitation (RIP)
	Animal Experiment
	Immunohistochemistry (IHC)
	Statistical Analysis

	Results
	LINC00346 Is Up-Regulated in LUAD Tissues and Cells, and Is Mainly Located in the Cytoplasm
	LINC00346 Inhibits the Proliferation, Migration and Invasion of LUAD Cells and Promotes Apoptosis
	LINC00346 Acts as a Molecular Sponge of miR-30c-2-3p
	Inhibition of miR-30c-2-3p Reverses the Effects of LINC00346 Knockdown on Proliferation, Migration and Invasion of LUAD Cells
	LINC00346 as a ceRNA Regulates the CELL CYCLE Signaling Pathway Through miR-30c-2-3p and Targeting MYBL2
	LINC00346 Acts as a ceRNA and Regulates the Growth of LUAD Cells by miR-30c-2-3p and Targeting MYBL2
	LINC00346 Knockdown Inhibits LUAD Tumor Growth In Vivo

	Discussion
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Supplementary Material
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /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 /Tags
  /CompressPages false
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /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 1
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages false
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /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 false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages false
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /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 false
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 300
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages false
  /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 ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU (T&F settings for black and white printer PDFs 20081208)
  >>
  /ExportLayers /ExportVisibleLayers
  /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
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks true
      /IncludeHyperlinks true
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 6
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


