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Abstract
Despite substantial advancements in screening, surgery, and chemotherapy, colorectal cancer remains the second
most lethal form of the disease. Nuclear factor kappa B (NF-κB) signaling is a critical driver facilitating the malignant
transformation of chronic inflammatory bowel diseases. In this study, deregulated miRNAs that could play a role in
colon cancer are analyzed and investigated for specific functions in vitro using cancer cells and in vivo using a
subcutaneous xenograft model. miRNA downstream targets are analyzed, and predicted binding and regulation are
verified. miR-1262, an antitumor miRNA, is downregulated in colon cancer tissue samples and cell lines. miR-1262
overexpression suppresses colon cancer malignant behaviors in vitro and tumor development and metastasis in a
subcutaneous xenograft model and a lung metastasis mouse model in vivo. miR-1262 directly targets fibroblast
growth factor receptor 1 (FGFR1) and inhibits FGFR1 expression. FGFR1 overexpression shows oncogenic functions
through the regulation of cancer cell proliferation, invasion, and migration; when cotransfected, lv-FGFR1 partially
attenuates the antitumor effects of agomir-1262. NF-κB binds to the miR-1262 promoter region and inhibits tran-
scription activity. The NF-κB inhibitor CAPE exerts antitumor effects; miR-1262 inhibition partially reverses CAPE
effects on colon cancer cells. Conclusively, miR-1262 serves as an antitumor miRNA in colon cancer by targeting
FGFR1. The NF-κB/miR-1262/FGFR1 axis modulates colon cancer cell phenotypes, including proliferation, invasion,
and migration.
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Introduction
Colorectal cancer (CRC) is one of the most frequently diagnosed
malignancies, with approximately 1 million new cases reported
annually [1]. Despite substantial breakthroughs in screening,
surgery, and chemotherapy, colon cancer remains a major public
health concern in developed nations [2,3].

MicroRNAs (miRNAs) are a class of small, noncoding RNA
molecules ranging in size from 19 to 25 nucleotides. miRNAs affect
RNA transcriptional or posttranscriptional regulation of gene
expression [4,5], regulating biological processes, including cellular
growth, differentiation, proliferation, and apoptosis. Previous

studies have reported the role of miRNAs in tumor biology and
carcinogenesis [6,7,8]. In cancer cells, miRNAs are commonly
deregulated; miRNAs show promise as tissue-based markers for the
classification and prognosis of cancer [9–12] and therapeutic targets
for cancer treatment regimens. Regarding colon cancer, the
expression of several miRNAs has been reported to differ from
those in matched normal tissues [13–17]. Some miRNAs, such as
miR-21 [16,18], miR-31 [16,19], and miR-429 [20], are proposed as
potential markers for CRC prognosis [16,21], whereas others, such
as miR-126 [22] and miR-150 [23], are characterized as biomarkers
for response to chemotherapy. For instance, certain miRNAs have
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been identified as predictors of response to neoadjuvant chemor-
adiotherapy in rectal cancer [24,25]. Identifying differentially
expressed miRNAs in CRC that could influence the course of colon
cancer provides potential prognostic/diagnostic biomarkers and
therapeutic targets for CRC treatment regimens.

Prior to the development of tumors, CRC risk factors include
environmental and food-borne mutagenic agents, specific intestinal
commensals and infections, and persistent intestinal inflammation
[26,27]. Colitis-associated cancer (CAC), a form of CRC connected
to inflammatory bowel disease (IBD) [28] with a relatively high
mortality rate, is currently incurable. Within 30 years of the onset of
IBD, over 20% of individuals will develop CAC, and over 50% will
suffer mortality [28]. Among dysregulated cytokines, NF-κB is a
main regulatory factor in this complex phenomenon [29]. NF-κB
expression and activation are significantly elicited in IBD patients’
inflamed guts; notably, the cells in inflamed colon samples from IBD
patients exhibit higher level of nuclear p65 [30]. The level of NF-κB
activation is related to the severity of inflammation [31], accom-
panied by increased production and secretion of TNF-α, IL-1, and
IL-6 [32]. Moreover, NF-κB is a transcription factor that, when
activated, regulates more than 200 genes associated with inflam-
mation, cellular function, and survival [33]. Multiple miRNAs, such
as let-7, miR-9, miR-21, miR-143, miR-146, and miR-224, are
transcriptional targets of NF-κB [34]. Thus, NF-κB-targeted miRNAs
could serve as key regulators in CRC.

Considering these previous findings, NF-κB might affect deregu-
lated miRNAs and potential downstream targets, thereby modulat-
ing colon cancer cell phenotypes and colon cancer progression.
Using The Cancer Genome Atlas Colon Adenocarcinoma (TCGA-
COAD), differentially expressed miRNAs in colorectal cancer (CRC)
that may alter colon cancer progression were investigated in this
work to validate this hypothesis. miR-1262 was selected. Report-
edly, miR-1262 serves as a tumor-suppressive miRNA in numerous
malignancies, including gastric cardia adenocarcinoma [35], lung
adenocarcinoma [36], and breast cancer [37]. In addition, miR-
1262, lncRNA-RP11-513I15.6, and RAB11A form a circulatory
exosomal RNA-based biomarker panel, showcasing their abilities
to be diagnostic and prognostic biomarkers for hepatocellular
carcinoma [38]. However, the role and mechanism of miR-1262 in
colon cancer remain unclear. Moreover, integrative bioinformatics
analyses were performed, and possible binding between NF-κB and
miR-1262 was predicted.

The specific functions of miR-1262 were investigated in colon
cancer cell lines in vitro, a subcutaneous xenograft model and a
lung metastasis model in mice in vivo. The colon cancer cell lines
SW620 [39,40], SW480 [41,42], HT-29 [43,44], RKO [45,46], and
HCT116 [47,48] have long been used as cell models to investigate
the etiology and carcinogenesis of colon cancer; therefore, these cell
lines were used in this study. miR-1262 downstream targets were
analyzed, and fibroblast growth factor receptor 1 (FGFR1) was
selected. The predicted binding was validated, and the dynamic
effects of miR-1262 on colon cancer cells were investigated. The
correlation and possible binding of NF-κB to miR-1262 and the
dynamic effects were finally validated.

Materials and Methods
Cell lineages and cell culture
A normal human colon epithelial cell line, FHC (CRL-1831), was
procured from ATCC (Manassas, USA) and cultured in DMEM: F-12

medium (11320033; Gibco, Waltham, USA) supplemented with
10% FBS (Gibco). Colon cancer cell lines SW620 (CCL-227) and
SW480 (CCL-228) were purchased from ATCC and cultured in
Leibovitz’s L-15 medium (30-2008; ATCC) supplemented with 10%
FBS. Colon cancer cell lines HT-29 (HTB-38) and HCT116 (CCL-247)
were purchased from ATCC and cultured in McCoy’s 5A medium (30-
2007; ATCC) supplemented with 10% FBS. A colon cancer cell line,
RKO (CRL-2577), was procured from ATCC and cultured in Eagle’s
minimum essential medium (EMEM) (30-2003; ATCC) supplemented
with 10% FBS. All cells were cultured at 37°C in 5% CO2. For
inhibition of NF-κB activity, the HCT116 and RKO cells were treated
with 200 μM caffeic acid phenethyl ester (CAPE) (MedChemEx-
press, Monmouth Junction, USA) for 24 h.

Clinical sampling
In this study, twelve tumor samples and paired adjacent normal
samples were harvested from colon cancer patients with the
approval of the Ethics Committee of Guangdong Provincial People’s
Hospital (KY-Z-2021-153-01) and with the 1964 Helsinki Declara-
tion. All samples were stained with hematoxylin and eosin (H&E)
and analyzed for histopathological characteristics before being
frozen at ‒80°C for future use. All participants provided written
informed consent, and the clinical characteristics are listed in
Supplementary Table S1.

qRT-PCR
Total RNA was extracted from target samples using TRIzol
(Invitrogen, Carlsbad, USA) following the manufacturer’s proto-
cols. A UV spectrophotometer (BD Diagnostics, Franklin Lakes,
USA) was used to quantify the RNA concentration and purity. A
reverse transcription kit (TaKaRa, Tokyo, Japan) was used to
perform reverse transcription into complementary DNA. SYBR
Premix Ex Taq TM II (TaKaRa) was used for PCR amplification on
the ABI Step-one Plus Real-time PCR system (Applied Biosystems,
Foster City, USA). The reaction conditions were as following: 40
cycles of 5 s denaturation at 95°C and then 30 s annealing and
extension at 60°C. The primer sequences for qRT-PCR are listed in
Supplementary Table S2. Data were analyzed with the 2‒ΔΔCt

method. GAPDH (mRNA expression level) and U6 (miRNA
expression level) were used as internal controls to determine
relative expression levels.

Hematoxylin and eosin (H&E) staining
Tissues were fixed overnight in 4% paraformaldehyde (PFA),
processed, and embedded in paraffin. Sections (5 μm in thickness)
were produced and stained with H&E solution (Jiancheng Bioengi-
neering Institute, Nanjing, China) as directed by the manufacturer.
A BX51 microscope (Olympus, Tokyo, Japan) was used to image the
stained sections.

Cell transfection
miR-1262 overexpression or inhibition was achieved in target cells
by transfecting agomir-1262 or antagomir-1262 (GenePharma,
Shanghai, China). Transfection was performed using Lipofectamine
3000 Reagent (Thermo Fisher Scientific, Waltham, USA). miR-1262
overexpression in model mice was induced by infection with
lentivirus overexpressing miR-1262 (lv-miR-1262; GenePharma).
FGFR1 overexpression was achieved in target cells by transducing
lentivirus overexpressing FGFR1 (lv-FGFR1; GenePharma). The
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sequences of agomir-1262, antagomir-1262, lv-miR-1262 and lv-
FGFR1 are listed in Supplementary Table S2.

MTT assay
Cell viability was detected by MTT assay. Briefly, cells (3000 cells/
well) were seeded in 96-well plates and cultured for 24, 48, and
72 h, and 10 μL MTT solution (Sigma-Aldrich, St Louis, USA) was
added to each well at these time points. The medium was discarded
following 4‒6 h of incubation. Then, 100 μL of DMSO was added to
each well, and the cells were incubated in the dark for 20 min. The
absorbance was measured at 570 nm using a microplate reader
(DNM9602; Prolong, Beijing, China).

Transwell assay
A Transwell chamber (Corning, Tewksbury, USA) with a base
membrane pore size of 8 μm and Matrigel coating was utilized to
detect cell invasion. The lower layer was filled with 600 μL of
DMEM containing 10% FBS. A total of 5×105 colon cancer cells
were plated into the upper chamber. The cells were cultured for 24 h
at 37°C and 5% CO2 in an incubator. The wells were subsequently
fixed for 30 min in a mixture of methanol and glacial acetic acid
(3:1), rinsed with PBS, stained with 0.1% crystal violet, and
mounted. It was determined that stained cells were invasive, and
representative photos were captured.

Wound healing assay
In a 6-well plate, cells were plated and allowed to grow until 70%
confluence. After 4 h, the medium in each well was replenished.
After 24 h, a P200 tip was utilized to scratch the well’s center. The
wound areas were photographed at 0 h, and the medium was
routinely refreshed for up to 24 hours. ImageJ software (NIH,
Bethesda, USA) was used to measure and compare all wound areas.

Western blot analysis
RIPA buffer was used to lyse and extract total protein from cells.
Fifty micrograms of protein samples were subjected to 10% SDS-
PAGE, transferred onto PVDF membranes, and blocked with 5%
Blotto TBS solution (ThermoFisher, Waltham, USA) for 2 h. The
membranes were subsequently incubated with primary antibodies
anti-PCNA (10205-2-AP; Proteintech, Wuhan, China), N-cad
(ab76011; Abcam, Cambridge, UK), E-cad (20874-1-AP; Protein-
tech), FGFR1 (ab10646; Abcam), and vimentin (10366-1-AP;
Proteintech) at 4°C overnight. The following day, membranes were
incubated with the corresponding HRP-conjugated secondary anti-
body (SA00001-2; Proteintech) and finally detected using an
enhanced chemiluminescence reagent (P0018S; Beyotime, Shang-
hai, China).

Colon cancer xenograft model
Male nude mice (BALB/c, 5–6 weeks old) were procured from
Hunan SJA Laboratory Animal Co., Ltd (Changsha, China). The
experimental protocol was approved by the Regional Ethics
Committee for Animal Research at Guangdong Provincial People’s
Hospital (KY-Z-2021-153-01). A subcutaneous colon cancer xeno-
graft model was established in male nude mice by subcutaneous
injection of HCT116 cells into the left flank of the mice. The mice
were randomly allocated into two groups: the control group (n=6),
in which mice received a subcutaneous injection of 2.5×106

HCT116 cells (logarithmic phase) transduced with lv-NC, and the

lv-miR-1262 group (n=6), in which mice received a subcutaneous
injection of 2.5×106 HCT116 cells (logarithmic phase) transduced
with lv-miR-1262. The growth of the tumor was monitored by
palpation, and the tumor volume was measured every week
beginning on day 7 after cell injection. All mice were euthanized
after 28 days, and tumors were excised, measured, and photo-
graphed. The tumor samples were subsequently treated for
immunohistochemistry analysis or qPCR.

In vivo tumor metastasis assay
To produce experimental metastasis, HCT116 cells transduced with
lentiviral constructs carrying either miR-1262 or vector control were
harvested, washed and resuspended in PBS. Five- to six-week-old
BALB/c nude mice were procured from Hunan SJA Laboratory
Animal Co., Ltd, and 1×107 cells suspended in 0.2 mL serum-free
McCoy’s 5A medium were injected into the lateral tail vein of each
mouse. Each tumor cell line was injected into six mice, and animals
were maintained in a sterile animal facility. Animals were
euthanized after six weeks, and their lungs were evaluated for
metastases. Lung-derived tumor tissues were dissected and
analyzed histologically.

Immunohistochemical (IHC) staining
Tumor tissues obtained from patients or the mouse model were
sliced into 4-μm-thick sections and paraffin-embedded. Sections
were incubated with anti-PCNA or anti-FGFR1. The sections were
incubated with a biotinylated secondary antibody followed by an
ABC reagent (Vector Laboratories, Burlingame, USA). The signal
was detected using DAB solution (Vector Laboratories). Finally, the
sections were counterstained with hematoxylin, photographed, and
evaluated for areas of positive staining.

Dual-luciferase reporter assay
For miR-1262 binding to FGFR1, wild-type and mutant FGFR1
reporter vectors (wt-FGFR1 and mut-FGFR1) were constructed.
293T cells were cotransfected with wt-FGFR1/mut-FGFR1 and
agomir-1262/antagomir-1262. The luciferase activity was deter-
mined using the Dual-Luciferase Reporter System (Promega,
Madison, USA).

For NF-κB binding to the miR-1262 promoter, wild-type and
mutant miR-1262 promoter reporter vectors (pro-miR-1262, pro-
miR-1262-mut1+2) were constructed. 293T cells were cotrans-
fected with reporter plasmids and pcDNA3.1/NF-κB. The luciferase
activity was determined using the Dual-Luciferase Reporter System
(Promega). The primers for vector construction are listed in
Supplementary Table S2.

Statistical analysis
Each experiment was repeated at least three times Data were
processed using GraphPad software (GraphPad Software Inc., San
Diego, USA) and are shown as the mean±SD. Before processing, all
relevant data were examined for normal distribution and variance
homogeneity. The Shapiro-Wilk test was utilized for data distribu-
tion analysis and the selection of a parametric or nonparametric
statistical technique. The Brown-Forsythe test was applied for the
comparison of group variances. The Kruskal-Wallis test was utilized
for nonparametric statistical analysis. Student’s t-test was used to
compare the differences between the two groups. If the data did not
have equal variances and had a normal distribution, one-way
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ANOVA with Dunnett T3 was used to examine differences between
two or more groups. If the variances of the data were equivalent,
one-way ANOVA with Tukey’s post hoc test was utilized. P<0.05
was considered statistically significant.

Results
miR-1262 is underexpressed in colon cancer tissues and
cells
To select differentially expressed miRNAs that might affect colon
cancer progression, we first downloaded the data of TCGA-COAD
from the UCSC database of the University of California, Santa Cruz
(https://xenabrowser.net/datapages/), containing the mature
miRNA expression matrix in 253 colon cancer samples and 8
normal control samples; after difference analysis using the R
language toolkit LIMMA [49], 740 downregulated miRNAs and 141
upregulated miRNAs were obtained (logFC>0.56 or <‒0.56,
P<0.05) (Supplementary Figure S1A). TCGA-COAD also contains
overall survival, disease-free survival, and time between recur-
rences of colon cancer patients. Multivariate Cox risk regression
was used to analyze the correlation of miRNAs and prognosis in
the TCGA-COAD dataset, and we found that 416 miRNAs were
dramatically linked to colon cancer patients’ overall survival and
served as risk or protective factors (hazard ratio (HR)>1 or <1,
P<0.05). After cross-checking for survival-related differential
miRNAs, 24 downregulated genes were found to be related to
survival (HR<1, P<0.05), and 19 upregulated genes were related
to survival (HR>1, P<0.05) (Supplementary Figure S1B). Next,
the GSE160432 dataset, containing 32 healthy control samples and
20 colon cancer samples, was further analyzed to corroborate the
differentially expressed miRNAs in colon cancer, and 30 down-
regulated miRNAs and 104 upregulated miRNAs were obtained
(Supplementary Figure S1C). Through cross-screening, 2 down-
regulated miRNAs (hsa-miR-1262, hsa-miR-194-3p) and 3 upregu-
lated miRNAs (hsa-miR-193a-3p, hsa-miR-493-5p, hsa-miR-424-
5p) were selected in the TCGA-COAD and GSE160432 datasets
(Supplementary Figure S1D). Although the antitumor effect of
miR-1262 on pulmonary cancer [36,50], breast cancer [37], and
gastric cardia adenocarcinoma [35] is clear, the biological
functions of miR-1262 in colon cancer are still unclear and require
further clarification (Figure 1A). Hence, the effect of miR-1262 on
colon cancer was investigated. According to TCGA-COAD data,
miR-1262 was downregulated in colon cancer tissue samples
compared with normal noncancerous tissue samples (Figure 1B).
Subjects from TCGA-COAD were assigned into high- and low-miR-
1262 expression groups; higher miR-1262 expression was sig-
nificantly related to better prognosis in patients with colon cancer
(Figure 1C).

miR-1262 expression was determined in the normal colon
epithelial cell line FHC and five colon cancer cell lines, SW620,
SW480, HT-29, RKO, and HCT116; similarly, miR-1262 expression
was downregulated in colon cancer cell lines and more down-
regulated in RKO and HCT116 cells (Figure 1D). Clinical colon
cancer and matched adjacent noncancerous samples were excised,
and the histopathological characteristics were confirmed by H&E
staining (Figure 1E). In collected colon cancer tissues, miR-1262
expression was significantly downregulated compared with that in
adjacent normal healthy tissue samples (Figure 1F). These data
indicated miR-1262 is underexpressed in colon cancer which is
associated with poor prognosis.

miR-1262 affects colon cancer cell phenotypes
To investigate the role of miR-1262 in vitro, agomir-1262/
antagomir-1262 was transfected to achieve miR-1262 overexpres-
sion/inhibition in RKO and HCT116 cells, as confirmed by qRT-PCR
(Figure 2A). After transfection of RKO and HCT116 cells with
agomir-1262 or antagomir-1262, malignant cell phenotypes were
analyzed. miR-1262 overexpression inhibited cell viability (Figure
2B), cell invasion (Figure 2C), and cell migration (Figure 2D),
whereas miR-1262 inhibition exerted the opposite effects on colon
cancer cells (Figure 2A‒D). Overexpression of miR-1262 decreased
the protein levels of PCNA, N-cad, and vimentin but increased those
of E-cad, whereas inhibition of miR-1262 had the opposite effect on
these factors (Figure 2E). These data indicated miR-1262 inhibits
colon cancer cell proliferation, invasion and migration ability.

miR-1262 overexpression inhibits tumor growth and
metastasis in a mouse model
To investigate the effect of miR-1262 on colon cancer in vivo, a
colon cancer xenograft model was constructed in male nude mice
by injecting lv-miR-1262-transduced HCT116 cells in the logarith-
mic phase, taking the mice injected with lv-NC-transduced HCT116
cells as controls; 28 days after injection, mice were sacrificed, and
tumors were harvested (Figure 3A). qRT-PCR was used to confirm
miR-1262 overexpression in tumor tissue samples (Figure 3B). The
tumor volume was examined every 7 days from day 7 to day 28 of
the modelling; Figure 3C shows that miR-1262 overexpression
significantly reduced the tumor volume. On day 28, mice were
sacrificed, and the tumor weight was determined; Figure 3D
illustrates that miR-1262 overexpression significantly reduced
tumor weight. H&E staining was subsequently performed to
examine the histopathological characteristics of the tumors; Figure
3E shows that miR-1262 overexpression inhibited the necrosis of
tumor tissues. miR-1262 overexpression lowered PCNA levels in
tumor tissues, as demonstrated by IHC staining and western blot
analysis (Figure 3E,F). Consistently, miR-1262 overexpression
downregulated N-cad and vimentin protein levels but upregulated
E-cad levels in tumor tissues (Figure 3F). These data indicated miR-
1262 has antitumor effect on colon cancer xenograft mouse model.

To further investigate the activities of miR-1262 on tumor
metastasis in vivo, the tumor metastatic potential of lv-miR-1262-
transduced HCT116 cells was evaluated utilizing a colon cancer cell
metastasis model in nude mice. As shown in Figure 4A,B, the
incidence of lung metastases and the number of metastatic lung
nodules in the lv-miR-1262 group were dramatically decreased
compared with those in the lv-NC group. H&E staining indicated the
macroscopic presence of lung metastases after implantation of
HCT116 cells into the lateral tail vein of athymic nude mice (Figure
4C). These data indicate that miR-1262 suppresses colon cancer
lung metastasis in mouse models.

FGFR1 is a direct downstream target of miR-1262
miRNAs posttranscriptionally modulate gene expression by target-
ing the 5′UTR, coding regions or 3′UTR of messenger RNAs
(mRNA), repressing mRNA translation or inducing mRNA degrada-
tion, subsequently exerting their biological functions [51,52]. To
identify the targets of miR-1262, linkedomics (http://linkedomics.
org/login.php) was used to screen genes related to miR-1262
expression; 357 genes were negatively related to miR-1262. The
online tool miRDIP (https://ophid.utoronto.ca/mirDIP/) was then
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used to predict the target gene of miR-1262 (high score). After cross-
checking for the 221 high-score genes, 7 genes were selected.
Among them, FGFR1 has been recognized as a potential therapeutic
target in colorectal cancer [53,54] and was subsequently selected for
further investigations (Figure 5A). In HCT116 and RKO cells, miR-
1262 overexpression downregulated FGFR1 mRNA and decreased

FGFR1 protein levels, whereas miR-1262 inhibition exerted the
opposite effects (Figure 5B–C), indicating the negative regulatory
role of miR-1262 in FGFR1 expression.

In contrast to miR-1262, FGFR1 was dramatically upregulated in
colon cancer tissue samples relative to adjacent normal tissue
samples (Figure 5D). Consistently, the protein levels of FGFR1 were

Figure 1. miR-1262 is underexpressed in colon cancer tissues and cell lines (A) A schematic diagram showing the process of selecting
differentially expressed miRNAs that might affect colon cancer progression. (B) miR-1262 expression in colon cancer tissues and normal
noncancerous tissues according to The Cancer Genome Atlas-Colon Adenocarcinoma (TCGA-COAD). **P<0.01 compared to normal
noncancerous tissues. (C) Subjects from TCGA-COAD were assigned into high- and low-miR-1262 expression groups (based on screening index
median); the correlation between miR-1262 expression and colon patients’ overall survival was analyzed using the Surviver and Survminer
packages in the R language. (D) miR-1262 expression was determined in FHC, SW620, SW480, HT-29, RKO, and HCT116 cells by qRT-PCR. *P<0.05,
**P<0.01 compared to FHC cells. (E) Clinical samples (colon cancer and matched adjacent noncancerous samples) were collected and examined
for histopathological characteristics by H&E staining. Scale bar: 100 μm. (F) miR-1262 expression was determined in collected colon cancer tissues
(n=12) and adjacent noncancerous tissues (n=12) using qRT-PCR. **P<0.01 compared to adjacent noncancerous tissues.
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evaluated in tissue samples by IHC staining; Figure 5E shows that
FGFR1 protein level was increased in colon cancer samples
compared to that in adjacent normal tissue samples. In tissue
samples, miR-1262 was negatively related to FGFR1 (Figure 5F). To
validate the predicted miR-1262 binding to FGFR1, wild-type and
mutant FGFR1 luciferase reporter vectors were processed based on
psiCheck-2 plasmids and cotransfected into 293T cells with agomir-
1262 or antagomir-1262. In wt-FGFR1 and agomir-1262/antagomir-
1262-cotransfected cells, miR-1262 overexpression inhibited,
whereas miR-1262 inhibition enhanced, luciferase activity; in
mut-FGFR1 and agomir-1262/antagomir-1262 cotransfected cells,

miR-1262 overexpression or inhibition caused no alterations in
luciferase activity (Figure 5G). Thus, miR-1262 binds to the FGFR1
3′UTR and inhibits FGFR1 expression.

Dynamic effects of the miR-1262/FGFR1 axis
Given that miR-1262 targets FGFR1 to inhibit FGFR1, the dynamic
effects of the miR-1262/FGFR1 axis on colon cancer cell phenotypes
were investigated. Lentivirus overexpressing FGFR1 was trans-
fected to achieve FGFR1 overexpression in HCT116 and RKO cells,
as confirmed by qRT-PCR (Figure 6A). HCT116 and RKO cells were
subsequently cotransfected with agomir-1262 and lv-FGFR1, and

Figure 2. miR-1262 affects colon cancer cell phenotypes (A) miR-1262 overexpression or inhibition was achieved in RKO and HCT116 cells by
transfection with agomir-1262 or antagomir-1262; miR-1262 overexpression or inhibition was confirmed by qRT-PCR. RKO and HCT116 cells were
subsequently transfected with agomir-1262 or antagomir-1262, and examined for cell viability by MTT assay (B) and cell invasion by Transwell
assay (C), scale bar: 50 μm; cell migration by wound healing assay (D), scale bar: 100 μm; the protein levels of PCNA, N-cad, E-cad, and vimentin by
western blot analysis (E). *P<0.05, **P<0.01 compared to the agomir NC group; #P<0.05, ##P<0.01 compared to the antagomir NC group.
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the protein level of FGFR1 was assessed. Figure 6B shows that miR-
1262 overexpression decreased, whereas FGFR1 overexpression
increased, FGFR1 protein level; FGFR1 overexpression partially
reversed the effects of miR-1262 overexpression. Regarding cell
phenotypes, in contrast to miR-1262 overexpression, FGFR1 over-
expression promoted cell viability (Figure 6C), cell invasion (Figure
6D), and cell migration (Figure 6E); moreover, FGFR1 overexpres-
sion partially mitigated the inhibitory effects of miR-1262 over-
expression on colon cancer cell malignant phenotypes (Figure 6C–

E). Additionally, FGFR1 overexpression increased the protein levels
of PCNA, N-cad, and vimentin, but decreased E-cad level and
partially reversed the effects of miR-1262 overexpression on these
factors (Figure 6F). Thus, miR-1262 exerts its effects on colon
cancer cells by targeting FGFR1.

NF-κB targets the miR-1262 promoter region and inhibits
its expression
Colitis-associated carcinoma is a classic inflammatory-driven

Figure 3. miR-1262 overexpression inhibits tumor growth in a mouse model (A) A colon cancer xenograft model was established in male nude
mice by injection with lv-miR-1262-transduced HCT116 cells in logarithmic phase. The appearance of nude mice and tumors were photographed
and shown. (B) miR-1262 overexpression in tumor tissues was confirmed by qRT-PCR. (C) Tumor volume was examined every 7 days from day 7 to
day 28 of modelling. (D) All mice were sacrificed at day 28 of modelling, and the tumor weight was determined. (E) The histopathological
characteristics of the tumors were examined by H&E staining (upper; scale bar: 100 μm), and the levels of PCNA in tumor tissues were examined by
immunohistochemical (IHC) staining (lower; scale bar: 50 μm). (F) The protein levels of PCNA, N-cad, E-cad, and vimentin were detected by western
blot analysis. **P<0.01 compared to the agomir NC group.

NF-κB/miR-1262/FGFR1 modulates colon cancer oncogenesis 1825

Zhang et al. Acta Biochim Biophys Sin 2023



carcinoma in which NF-κB activation drives tumorigenicity [55,56].
Given that NF-κB regulates the transcriptional activity of multiple
factors, the correlation between miR-1262 and NF-κB expression in
colon cancer tissues was determined according to data from TCGA-
COAD (Figure 7A) and collected clinical tissue samples (Figure 7B).
Figure 7A,B shows that miR-1262 and NF-κB expression within
tissues was negatively correlated. In HCT116 and RKO cells
stimulated with IL-1β or TNF-α, miR-1262 expression was drama-
tically downregulated (Figure 7C), indicating the negative regula-
tory role of NF-κB in miR-1262 expression. To validate NF-κB
binding to miR-1262, wild-type or mutant miR-1262 promoter-
reporter plasmids were constructed (pro-miR-1262, pro-miR-1262-
mut1, pro-miR-1262-mut2). These reporter plasmids were cotrans-
fected with pcDNA3.1/NF-κB, and the luciferase activity was
assessed. When cotransfected with miR-1262 and pcDNA3.1/NF-
κB, NF-κB overexpression significantly inhibited luciferase activity;
when cotransfected with miR-1262-mut1/miR-1262-mut2 and
pcDNA3.1/NF-κB, NF-κB overexpression failed to alter luciferase
activity (Figure 7D). Thus, NF-κB binds to the miR-1262 promoter
region and inhibits transcriptional activity.

HCT116 and RKO cells were transfected with antagomir-1262,
treated with CAPE (an NF-κB inhibitor) or DMSO, and examined for
cell phenotypes. miR-1262 inhibition promoted cell viability (Figure
7E), cell invasion (Figure 7F), and cell migration (Figure 7G),
whereas CAPE treatment exerted the opposite effects on colon
cancer cells; miR-1262 inhibition partially attenuated the effects of
CAPE on colon cancer cells (Figure 7E‒G). miR-1262 inhibition
consistently increased the protein levels of PCNA, N-cad, and
vimentin, whereas CAPE treatment had the opposite effect on these
proteins; miR-1262 overexpression partially mitigated the effects of
CAPE on these factors (Figure 7H). To ensure the rigor of the
conclusion, supplementary experiments investigating whether miR-
1262 could regulate the nuclear translocation and expression of NF-
κB were conducted. As shown in Supplementary Figure S2, the miR-
1262 antagomir alone failed to alter the nuclear/cytoplasmic protein
levels of NF-κB; however, the NF-κB inhibitor CAPE significantly
decreased nuclear NF-κB but increased cytoplasmic NF-κB, indicat-
ing that miR-1262 inhibition alone could not alter the nuclear
translocation or expression of NF-κB. These findings indicate that
NF-κB is upstream of miR-1262.

Discussion
This study identifies miR-1262, which is downregulated within
colon cancer tissue samples and cells, as an antitumor miRNA. miR-
1262 overexpression inhibited the capacity of cancer cells to
proliferate, invade and migrate in vitro and tumor development in
the subcutaneous xenograft model in vivo. miR-1262 directly
targeted FGFR1 and inhibited FGFR1 expression. FGFR1 over-
expression showed an oncogenic role by promoting cell prolifera-
tion, invasion, and migration; when cotransfected, lv-FGFR1
partially attenuated the antitumor effects of agomir-1262. NF-κB
bound to the miR-1262 promoter region and inhibited transcription
activity; in addition, miR-1262 failed to alter the nuclear transloca-
tion and expression of NF-κB. Finally, the NF-κB inhibitor CAPE
served as an antitumor agent; miR-1262 inhibition partially reversed
the effects of CAPE on colon cancer cells.

Deregulated miRNAs play a critical role in cancer tumorigenesis
by regulating cancer cell phenotypes [57,58]. Previously, exosomal
miR-1262 expression was shown to be decreased in the serum of
hepatocellular carcinoma patients; additionally, lncRNA-RP11-
513I15.6 and RAB11A formed an exosomal competing endogenous
RNA network biomarker panel as a biomarker tool for hepatocel-
lular carcinoma diagnosis and prognosis [38]. As mentioned above,
the antitumor functions of miR-1262 have been reported in lung
malignancies [36,50], breast cancer [37], and gastric cardia [35].
LRP8 accelerated the development of breast cancer by contributing
to cellular aggression, which was inhibited by miR-1262 [37]. In
gastric cardia adenocarcinoma, transcriptional regulation of miR-
1262 by a genetic variation of the enhancer inhibits cancer cell
malignancy by binding to the oncogene ULK1 [35]. Interestingly,
miR-1262 downregulation was observed in colon cancer samples
and cell lines, suggesting that miR-1262, as a deregulated miRNA,
could exert effects on colon cancer tumorigenesis. As speculated,
miR-1262 overexpression inhibited cancer cell viability, invasion,
and migration and decreased proliferation and migration marker
levels in vitro; in vivo, miR-1262 overexpression hindered tumor
growth in a subcutaneous xenograft model in mice. These findings
provide more evidence for the antitumor function of miR-1262.

Mechanically, miRNAs exert their functions by targeting down-
stream mRNAs; miR-1262 has been reported to function in cancers
mostly by targeting downstream mRNAs [35,37]. After validating

Figure 4. miR-1262 overexpression inhibits tumor metastasis in a mouse model Lv-miR-1262-transduced HCT116 cells were injected into nude
mice via the tail vein for an in vivometastasis assay. Animals were killed 6 weeks after injection. (A) Images of the lung metastasis model from the
different experimental groups. (B) Percentage of metastatic lung foci observed in different experimental groups. **P<0.01 compared to the lv-NC
group. (C) Images showing representative H&E staining of lung tissue samples from the different experimental groups. Upper graph: scale bar:
100 μm; lower graph: scale bar: 50 μm.
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the antitumor function of miR-1262 in colon cancer, we investigated
downstream target mRNAs and identified FGFR1 as the best match.
In contrast to miR-1262, the oncogenic nature of FGFR1 is well
known. A high proportion of human malignant tumors have been
reported to have amplified FGFR1, leading to abnormal activation of
FGFR signaling, tumorigenesis transformation, and tumor progres-
sion [59]. FGFR1 activation could enhance epithelial-mesenchymal
transition (EMT) and metastasis within prostate and breast
carcinomas [60,61] and promote proliferation, EMT, migratory

ability, and invasive ability within FGFR1-amplified pulmonary
carcinoma cells [62]. In this study, FGFR1 overexpression was
observed in colon cancer samples and cells. In contrast to miR-1262
overexpression, FGFR1 overexpression promoted cancer cell pro-
liferation, invasion, and migration, which is consistent with data
from other cancers. Furthermore, FGFR1 overexpression inhibited
the effects of miR-1262 overexpression on colon cancer cells,
demonstrating that miR-1262 executes its functions by targeting
FGFR1. Given the oncogenic role of FGFR1 in colon cancer, there are

Figure 5. FGFR1 is a direct downstream target of miR-1262 (A) A schematic diagram showing the process of selecting the target gene of miR-
1262. miR-1262 coexpressed genes were analyzed by screening genes significantly associated with miR-1262 using Spearman’s correlation
analysis. (B,C) HCT116 and RKO cells were transfected with agomir-1262 or antagomir-1262, and examined for the mRNA expression of FGFR1 by
qRT-PCR and FGFR1 protein levels by western blot analysis. **P<0.01 compared to the agomir NC group; ##P<0.01 compared to the antagomir NC
group. (D) The expression of FGFR1 was determined in colon cancer tissues and adjacent noncancerous tissues by qRT-PCR. **P<0.01 compared
to adjacent noncancerous tissues. (E) The protein levels of FGFR1 in colon cancer tissues and adjacent noncancerous tissues were evaluated by
immunohistochemical staining (IHC), scale bar: 20 μm. (F) The correlation between miR-1262 and FGFR1 expression in tissue samples was
analyzed using Pearson’s correlation analysis. (G) Wild-type and mutant FGFR1 luciferase reporter vectors were constructed based on psiCheck-2
plasmids. The predicted miR-1262 binding site in FGFR1 was mutated in a mutant FGFR1 reporter. Reporter plasmids were cotransfected into 293T
cells with agomir-1262 or antagomir-1262, and luciferase activity was determined. **P<0.01 compared to the agomir NC group; ##P<0.01
compared to the antagomir NC group.
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also relevant studies on inhibitors of FGFR1. Yin et al. [63] reported
that the small molecule HCI-48 mainly targets PIM1 and FGFR1
kinases, thereby eliciting antitumor effects on colorectal cancer
growth. In addition, anlotinib, a multitarget tyrosine kinase

inhibitor that is designed to primarily inhibit VEGFR2/3, FGFR1–4
and so on, has significant anticancer effects on colon cancer [64,65].

Although miR-1262 is an antitumor miRNA, its expression is
considerably downregulated in colon cancer, suggesting its poten-

Figure 6. Dynamic effects of the miR-1262/FGFR1 axis (A) FGFR1 overexpression was achieved in HCT116 and RKO cells by transfection with
lentivirus-overexpressing FGFR1. FGFR1 overexpression was confirmed by qRT-PCR. **P<0.01 compared to the lv-NC group. (B–F) HCT116 and
RKO cells were subsequently cotransfected with agomir-1262 and lv-FGFR1 and examined for the protein levels of FGFR1 by western blot analysis
(B); cell viability by MTT assay (C); and cell invasion by Transwell assay (D), scale bar: 50 μm; cell migration by wound healing assay (E), scale bar:
100 μm; the protein levels of PCNA, N-cad, E-cad, and vimentin by western blot analysis (F). **P<0.01 compared to the agomir NC+lv-NC group;
##P<0.01 compared to the miR-1262 agomir+lv-FGFR1 group.
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Figure 7. NF-κB targets the miR-1262 promoter region and inhibits its expression (A,B) The correlation between miR-1262 and NF-κB expression
was analyzed using Spearman’s correlation analysis based on data from (A) TCGA-COAD and (B) collected clinical colon cancer tissue samples. (C)
HCT116 and RKO cells were stimulated with IL-1β (10 ng/mL) or TNF-α (20 ng/mL) for 24 h and examined for the expression of miR-1262. **P<0.01
compared to the control group. (D) Wild-type or mutant miR-1262 promoter-reporter plasmids (miR-1262, miR-1262-mut1, miR-1262-mut2) were
constructed and cotransfected with pcDNA3.1/NF-κB1; luciferase activity was determined. **P<0.01 compared to the pro-miR-1262+pcDNA3.1
group. (E–H) HCT116 and RKO cells were transfected with antagomir-1262, treated with CAPE (200 μM) or DMSO for 24 h, and examined for cell
viability by MTT assay (E); cell invasion by Transwell assay (F), scale bar: 50 μm; cell migration by wound healing assay (G), scale bar: 100 μm; and
the protein levels of PCNA, N-cad, E-cad, and vimentin by western blot analysis (H). **P<0.01 compared to the antagomir NC group; ##P<0.01
compared to the miR-1262 antagomir+CAPE group.
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tial benefits in decreasing cancer cell malignancy. Investigating the
process of its abnormal downregulation could yield strategies for
restoring its expression. There is compelling evidence that
inflammatory response is one of the primary causes of colorectal
cancer [66]. The NF-κB transcription factor can regulate immune
system component expression and has been reported to regulate
proteins that promote inflammation and proliferation, which is
associated with colon cancer [67]. Wang et al. [68] demonstrated
that NF-κB maintains the stem-like properties of colon cancer stem
cells by negatively regulating miR-195-5p/497-5p. Ryan et al. [69]
suggested that targeting NF-κB inhibits peritoneal tumor growth and
metastasis of colon cancer. Regarding why miR-1262 is under-
expressed in colon cancer, NF-κB garnered academic attention due
to its oncogenic role in colon cancer [55,70]. Previously, NF-κB
activation was shown to increase miR-16 and miR-224 expressions
by direct promoter binding [71] and reduce miR-199, miR-214, and
miR-21 expression [72,73], suggesting that NF-κB might also affect
the transcription and expression of miR-1262. Herein, miR-1262
was negatively correlated with NF-κB. By targeting the promoter
region of miR-1262, NF-κB inhibited miR-1262 expression; in
addition, miR-1262 failed to alter the nuclear translocation and
expression of NF-κB, suggesting that NF-κB is upstream of miR-1262
and modulates miR-1262 transcription and expression. Importantly,
the NF-κB inhibitor CAPE [74] showed similar effects as miR-1262
overexpression on colon cancer cells, and miR-1262 inhibition
partially attenuated the antitumor effects of CAPE, indicating that
NF-κB causes miR-1262 downregulation in colon cancer cells.

In conclusion, miR-1262 is an antitumor miRNA in colon cancer
cell and xenograft tumor models. The NF-κB/miR-1262/FGFR1 axis
modulates colon cancer cell proliferation, invasion, and migration
capacity. This axis may serve as a potential diagnostic/prognostic
biomarker and therapeutic target, which requires future systematic
investigation.
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Supplementary data is available at Acta Biochimica et Biphysica
Sinica online.

Funding
This work was supported by the grants from the National Key
Clinical Specialty Construction Project, China (No. 2022YW030009),
the Natural Science Foundation of Guangdong Province, China
(No. 2020A1515010573), the Natural Science Foundation of Hunan
Province, China (No. 2019JJ40161), and the Hunan Provincial
Health Commission Project (No. C2019060).

Conflict of Interest
The authors declare that they have no conflict of interest.

References
1. Tenesa A, Dunlop MG. New insights into the aetiology of colorectal cancer

from genome-wide association studies. Nat Rev Genet 2009, 10: 353–358

2. Jemal A, Center MM, Ward E, Thun MJ. Cancer occurrence. Methods Mol

Biol 2009, 471: 3–29

3. Siegel RL, Miller KD, Jemal A. Cancer statistics, 2018. CA Cancer J Clin

2018, 68: 7–30

4. Iorio MV, Croce CM. MicroRNA dysregulation in cancer: diagnostics,

monitoring and therapeutics. A comprehensive review. EMBO Mol Med

2012, 4: 143–159

5. Iorio MV, Croce CM. MicroRNA dysregulation in cancer: diagnostics,

monitoring and therapeutics. A comprehensive review. EMBO Mol Med

2017, 9: 852

6. Stefani G, Slack FJ. Small non-coding RNAs in animal development. Nat

Rev Mol Cell Biol 2008, 9: 219–230

7. Inui M, Martello G, Piccolo S. MicroRNA control of signal transduction.

Nat Rev Mol Cell Biol 2010, 11: 252–263

8. Babashah S, Soleimani M. The oncogenic and tumour suppressive roles of

microRNAs in cancer and apoptosis. Eur J Cancer 2011, 47: 1127–1137

9. Paranjape T, Slack FJ, Weidhaas JB. MicroRNAs: tools for cancer

diagnostics. Gut 2009, 58: 1546–1554

10. Gandellini P, Profumo V, Folini M, Zaffaroni N. MicroRNAs as new

therapeutic targets and tools in cancer. Expert Opin Therapeutic Targets

2011, 15: 265–279

11. Kong YW, Ferland-McCollough D, Jackson TJ, Bushell M. microRNAs in

cancer management. Lancet Oncol 2012, 13: e249–e258

12. Iorio MV, Croce CM. microRNA involvement in human cancer.

Carcinogenesis 2012, 33: 1126–1133

13. Peng Y, Croce CM. The role of MicroRNAs in human cancer. Sig Transduct

Target Ther 2016, 1: 15004

14. Liu M, Chen H. The role of microRNAs in colorectal cancer. J Genet

Genomics 2010, 37: 347–358

15. Schee K, Fodstad Ø, Flatmark K. MicroRNAs as biomarkers in colorectal

cancer. Am J Pathol 2010, 177: 1592–1599

16. Dong Y, Wu WKK, Wu CW, Sung JJY, Yu J, Ng SSM. MicroRNA

dysregulation in colorectal cancer: a clinical perspective. Br J Cancer 2011,

104: 893–898

17. Hrašovec S, Glavač D. MicroRNAs as novel biomarkers in colorectal

cancer. Front Gene 2012, 3: 180

18. Schetter AJ, Leung SY, Sohn JJ, Zanetti KA, Bowman ED, Yanaihara N,

Yuen ST, et al. MicroRNA expression profiles associated with prognosis

and therapeutic outcome in colon adenocarcinoma. JAMA 2008, 299

19. Bandrés E, Cubedo E, Agirre X, Malumbres R, Zárate R, Ramirez N, Abajo

A, et al. Identification by real-time PCR of 13 mature microRNAs

differentially expressed in colorectal cancer and non-tumoral tissues.

Mol Cancer 2006, 5: 29

20. Li J, Du L, Yang Y, Wang C, Liu H, Wang L, Zhang X, et al. MiR-429 is an

independent prognostic factor in colorectal cancer and exerts its anti-

apoptotic function by targeting SOX2. Cancer Lett 2013, 329: 84–90

21. Menéndez P, Villarejo P, Padilla D, Menéndez JM, Montes JA. Diagnostic

and prognostic significance of serum microRNAs in colorectal cancer. J

Surg Oncol 2013, 107: 217–220

22. Hansen TF, Sørensen FB, Lindebjerg J, Jakobsen A. The predictive value

of microRNA-126 in relation to first line treatment with capecitabine and

oxaliplatin in patients with metastatic colorectal cancer. BMC Cancer

2012, 12: 83

23. Ma Y, Zhang P, Wang F, Zhang H, Yang J, Peng J, Liu W, et al. miR-150 as

a potential biomarker associated with prognosis and therapeutic outcome

in colorectal cancer. Gut 2012, 61: 1447–1453

24. Della Vittoria Scarpati G, Falcetta F, Carlomagno C, Ubezio P, Marchini S,

De Stefano A, Singh VK, et al. A specific miRNA signature correlates with

complete pathological response to neoadjuvant chemoradiotherapy in

locally advanced rectal cancer. Int J Radiat Oncol Biol Phys 2012, 83:

1113–1119

25. Kheirelseid EAH, Miller N, Chang KH, Curran C, Hennessey E, Sheehan

M, Newell J, et al. miRNA expressions in rectal cancer as predictors of

response to neoadjuvant chemoradiation therapy. Int J Colorectal Dis

2013, 28: 247–260

26. Terzić J, Grivennikov S, Karin E, Karin M. Inflammation and colon cancer.

1830 NF-κB/miR-1262/FGFR1 modulates colon cancer oncogenesis

Zhang et al. Acta Biochim Biophys Sin 2023

https://doi.org/10.1038/nrg2574
https://doi.org/10.1002/emmm.201100209
https://doi.org/10.15252/emmm.201707779
https://doi.org/10.1038/nrm2347
https://doi.org/10.1038/nrm2347
https://doi.org/10.1038/nrm2868
https://doi.org/10.1016/j.ejca.2011.02.008
https://doi.org/10.1136/gut.2009.179531
https://doi.org/10.1517/14728222.2011.550878
https://doi.org/10.1016/S1470-2045(12)70073-6
https://doi.org/10.1093/carcin/bgs140
https://doi.org/10.1038/sigtrans.2015.4
https://doi.org/10.1038/sigtrans.2015.4
https://doi.org/10.1016/S1673-8527(09)60053-9
https://doi.org/10.1016/S1673-8527(09)60053-9
https://doi.org/10.2353/ajpath.2010.100024
https://doi.org/10.1038/bjc.2011.57
https://doi.org/10.3389/fgene.2012.00180
https://doi.org/10.1001/jama.299.4.425
https://doi.org/10.1186/1476-4598-5-29
https://doi.org/10.1016/j.canlet.2012.10.019
https://doi.org/10.1002/jso.23245
https://doi.org/10.1002/jso.23245
https://doi.org/10.1186/1471-2407-12-83
https://doi.org/10.1136/gutjnl-2011-301122
https://doi.org/10.1016/j.ijrobp.2011.09.030
https://doi.org/10.1007/s00384-012-1549-9


Gastroenterology 2010, 138: 2101–2114.e5

27. Ullman TA, Itzkowitz SH. Intestinal inflammation and cancer. Gastro-

enterology 2011, 140: 1807–1816.e1

28. Lakatos PL, Lakatos L. Risk for colorectal cancer in ulcerative colitis:

changes, causes and management strategies. World J Gastroenterol 2008,

14: 3937

29. Atreya I, Atreya R, Neurath MF. NF-κB in inflammatory bowel disease. J

Intern Med 2008, 263: 591–596

30. Neurath MF, Pettersson S, Meyer Zum Büschenfelde KH, Strober W. Local

administration of antisense phosphorothiate olignucleotides to the p65

subunit of NF–κB abrogates established experimental colitis in mice. Nat

Med 1996, 2: 998–1004

31. Rogler G, Brand K, Vogl D, Page S, Hofmeister R, Andus T, Knuechel R, et
al. Nuclear factor κB is activated in macrophages and epithelial cells of

inflamed intestinal mucosa. Gastroenterology 1998, 115: 357–369

32. Neurath MF, Fuss I, Schürmann G, Pettersson S, Arnold K, Müller-lobeck

H, Strober W, et al. Cytokine gene transcription by NF-κB family members

in patients with inflammatory bowel disease. Ann New York Acad Sci

1998, 859: 149–159

33. Pereira SG, Oakley F. Nuclear factor-κB1: regulation and function. Int J

Biochem Cell Biol 2008, 40: 1425–1430

34. Hoesel B, Schmid JA. The complexity of NF-κB signaling in inflammation

and cancer. Mol Cancer 2013, 12: 86

35. Zheng Y, Xie M, Zhang N, Liu J, Song Y, Zhou L, Yang M. miR-1262

suppresses gastric cardia adenocarcinoma via targeting oncogene ULK1. J

Cancer 2021, 12: 1231–1239

36. Lei T, Zhang L, Song Y, Wang B, Shen Y, Zhang N, Yang M. miR-1262

transcriptionally modulated by an enhancer genetic variant improves

efficiency of epidermal growth factor receptor-tyrosine kinase inhibitors in

advanced lung adenocarcinoma. DNA Cell Biol 2020, 39: 1111–1118

37. Li L, Qu WH, Ma HP, Wang LL, Zhang YB, Ma Y. LRP8, modulated by

miR-1262, promotes tumour progression and forecasts the prognosis of

patients in breast cancer. Arch Physiol Biochem 2020: 1–9

38. Abd El Gwad A, Matboli M, El-Tawdi A, Habib EK, Shehata H, Ibrahim D,

Tash F. Role of exosomal competing endogenous RNA in patients with

hepatocellular carcinoma. J Cell Biochem 2018, 119: 8600–8610

39. Holzner S, Brenner S, Atanasov AG, Senfter D, Stadler S, Nguyen CH,

Fristiohady A, et al. Intravasation of SW620 colon cancer cell spheroids

through the blood endothelial barrier is inhibited by clinical drugs and

flavonoids in vitro. Food Chem Toxicol 2018, 111: 114–124

40. Maamer-Azzabi A, Ndozangue-Touriguine O, Bréard J. Metastatic SW620

colon cancer cells are primed for death when detached and can be

sensitized to anoikis by the BH3-mimetic ABT-737. Cell Death Dis 2013, 4:

e801

41. Popēna I, Ābols A, Saulīte L, Pleiko K, Zandberga E, Jēkabsons K,

Endzeliņš E, et al. Effect of colorectal cancer-derived extracellular vesicles

on the immunophenotype and cytokine secretion profile of monocytes

and macrophages. Cell Commun Signal 2018, 16: 17

42. Johari SA, Sarkheil M, Veisi S. Cytotoxicity, oxidative stress, and

apoptosis in human embryonic kidney (HEK293) and colon cancer

(SW480) cell lines exposed to nanoscale zeolitic imidazolate framework 8

(ZIF-8). Environ Sci Pollut Res 2021, 28: 56772–56781

43. Tahmourespour A, Ahmadi A, Fesharaki M. The anti-tumor activity of

exopolysaccharides from Pseudomonas strains against HT-29 colorectal

cancer cell line. Int J Biol Macromol 2020, 149: 1072–1076

44. Gharehbaghi K, Szekeres T, Yalowitz JA, Fritzer-Szekeres M, Pommier

YG, Jayaram HN. Sensitizing human colon carcinoma HT-29 cells to

cisplatin by cyclopentenylcytosine, in vitro and in vivo. Life Sci 2000, 68:

1–11

45. Zhang Q, Liu RX, Chan KW, Hu J, Zhang J, Wei L, Tan H, et al. Exosomal

transfer of p-STAT3 promotes acquired 5-FU resistance in colorectal

cancer cells. J Exp Clin Cancer Res 2019, 38: 320

46. Lorz A, Botesteanu DA, Levy D. Universal response in the RKO colon

cancer cell line to distinct antimitotic therapies. Sci Rep 2018, 8: 8979

47. Elemam NM, Al-Jaderi Z, Hachim MY, Maghazachi AA. HCT-116

colorectal cancer cells secrete chemokines which induce chemoattraction

and intracellular calcium mobilization in NK92 cells. Cancer Immunol

Immunother 2019, 68: 883–895

48. Nagineni CN, Naz S, Choudhuri R, Chandramouli GVR, Krishna MC,

Brender JR, Cook JA, et al. Radiation-induced senescence reprograms

secretory and metabolic pathways in colon cancer HCT-116 cells. Int J Mol

Sci 2021, 22: 4835

49. Ritchie ME, Phipson B, Wu D, Hu Y, Law CW, Shi W, Smyth GK. limma

powers differential expression analyses for RNA-sequencing and micro-

array studies. Nucleic Acids Res 2015, 43: e47

50. Xie K, Chen M, Zhu M, Wang C, Qin N, Liang C, Song C, et al. A

polymorphism in miR -1262 regulatory region confers the risk of lung

cancer inC hinese population. Intl J Cancer 2017, 141: 958–966

51. Almeida MI, Reis RM, Calin GA. Decoy activity through microRNAs: the

therapeutic implications. Expert Opin Biol Ther 2012, 12: 1153–1159

52. Hendrickson DG, Hogan DJ, McCullough HL, Myers JW, Herschlag D,

Ferrell JE, et al. Concordant regulation of translation and mRNA

abundance for hundreds of targets of a human microRNA. PLoS Biol

2009, 7: e1000238

53. Göke F, Göke A, von Mässenhausen A, Franzen A, Sharma R, Kirsten R,

Böhm D, et al. Fibroblast growth factor receptor 1 as a putative therapy

target in colorectal cancer. Digestion 2013, 88: 172–181

54. Sato T, Oshima T, Yoshihara K, Yamamoto N, Yamada R, Nagano Y, et al.

Overexpression of the fibroblast growth factor receptor-1 gene correlates

with liver metastasis in colorectal cancer. Oncology reports 2009, 21: 211–6

55. Patel M, Horgan PG, McMillan DC, Edwards J. NF-κB pathways in the

development and progression of colorectal cancer. Transl Res 2018, 197:

43–56

56. Hirano T, Hirayama D, Wagatsuma K, Yamakawa T, Yokoyama Y, Nakase

H. Immunological mechanisms in inflammation-associated colon carci-

nogenesis. Int J Mol Sci 2020, 21: 3062

57. Mishra S, Yadav T, Rani V. Exploring miRNA based approaches in cancer

diagnostics and therapeutics. Crit Rev Oncol Hematol 2016, 98: 12–23

58. Lee YS, Dutta A. MicroRNAs in cancer. Annu Rev Pathol Mech Dis 2009, 4:

199–227

59. Dieci MV, Arnedos M, Andre F, Soria JC. Fibroblast growth factor receptor

inhibitors as a cancer treatment: from a biologic rationale to medical

perspectives. Cancer Discov 2013, 3: 264–279

60. Acevedo VD, Gangula RD, Freeman KW, Li R, Zhang Y, Wang F, Ayala

GE, et al. Inducible FGFR-1 activation leads to irreversible prostate

adenocarcinoma and an epithelial-to-mesenchymal transition. Cancer Cell

2007, 12: 559–571

61. Brown WS, Tan L, Smith A, Gray NS, Wendt MK. Covalent targeting of

fibroblast growth factor receptor inhibits metastatic breast cancer. Mol

Cancer Ther 2016, 15: 2096–2106

62. Wang K, Ji W, Yu Y, Li Z, Niu X, Xia W, Lu S. FGFR1-ERK1/2-SOX2 axis

promotes cell proliferation, epithelial–mesenchymal transition, and

metastasis in FGFR1-amplified lung cancer. Oncogene 2018, 37: 5340–

5354

63. Yin F, Zhao R, Gorja DR, Fu X, Lu N, Huang H, Xu B, et al. Novel dual

inhibitor for targeting PIM1 and FGFR1 kinases inhibits colorectal cancer

growth in vitro and patient-derived xenografts in vivo. Acta Pharmaceu-

tica Sin B 2022, 12: 4122–4137

NF-κB/miR-1262/FGFR1 modulates colon cancer oncogenesis 1831

Zhang et al. Acta Biochim Biophys Sin 2023

https://doi.org/10.1053/j.gastro.2010.01.058
https://doi.org/10.1053/j.gastro.2011.01.057
https://doi.org/10.1053/j.gastro.2011.01.057
https://doi.org/10.3748/wjg.14.3937
https://doi.org/10.1111/j.1365-2796.2008.01953.x
https://doi.org/10.1111/j.1365-2796.2008.01953.x
https://doi.org/10.1038/nm0996-998
https://doi.org/10.1038/nm0996-998
https://doi.org/10.1016/S0016-5085(98)70202-1
https://doi.org/10.1111/j.1749-6632.1998.tb11119.x
https://doi.org/10.1016/j.biocel.2007.05.004
https://doi.org/10.1016/j.biocel.2007.05.004
https://doi.org/10.1186/1476-4598-12-86
https://doi.org/10.7150/jca.46971
https://doi.org/10.7150/jca.46971
https://doi.org/10.1089/dna.2020.5457
https://doi.org/10.1002/jcb.27109
https://doi.org/10.1016/j.fct.2017.11.015
https://doi.org/10.1038/cddis.2013.328
https://doi.org/10.1186/s12964-018-0229-y
https://doi.org/10.1007/s11356-021-14636-5
https://doi.org/10.1016/j.ijbiomac.2020.01.268
https://doi.org/10.1016/S0024-3205(00)00914-0
https://doi.org/10.1186/s13046-019-1314-9
https://doi.org/10.1038/s41598-018-27267-7
https://doi.org/10.1007/s00262-019-02319-7
https://doi.org/10.1007/s00262-019-02319-7
https://doi.org/10.3390/ijms22094835
https://doi.org/10.3390/ijms22094835
https://doi.org/10.1093/nar/gkv007
https://doi.org/10.1002/ijc.30788
https://doi.org/10.1517/14712598.2012.693470
https://doi.org/10.1371/journal.pbio.1000238
https://doi.org/10.1159/000355018
https://pubmed.ncbi.nlm.nih.gov/19082464/
https://doi.org/10.1016/j.trsl.2018.02.002
https://doi.org/10.3390/ijms21093062
https://doi.org/10.1016/j.critrevonc.2015.10.003
https://doi.org/10.1146/annurev.pathol.4.110807.092222
https://doi.org/10.1158/2159-8290.CD-12-0362
https://doi.org/10.1016/j.ccr.2007.11.004
https://doi.org/10.1158/1535-7163.MCT-16-0136
https://doi.org/10.1158/1535-7163.MCT-16-0136
https://doi.org/10.1038/s41388-018-0311-3
https://doi.org/10.1016/j.apsb.2022.07.005
https://doi.org/10.1016/j.apsb.2022.07.005


64. Sun Y, Niu W, Du F, Du C, Li S, Wang J, Li L, et al. Safety,

pharmacokinetics, and antitumor properties of anlotinib, an oral multi-

target tyrosine kinase inhibitor, in patients with advanced refractory solid

tumors. J Hematol Oncol 2016, 9: 105

65. Jia Z, Zhang Z, Tian Q, Wu H, Xie Y, Li A, Zhang H, et al. Integration of

transcriptomics and metabolomics reveals anlotinib-induced cytotoxicity

in colon cancer cells. Gene 2021, 786: 145625

66. Slattery ML, Fitzpatrick FA. Convergence of hormones, inflammation, and

energy-related factors: a novel pathway of cancer etiology. Cancer

Prevention Res 2009, 2: 922–930

67. Karin M. NF-κB and cancer: Mechanisms and targets. Mol Carcinogenesis

2006, 45: 355–361

68. Wang L, Guo J, Zhou J, Wang D, Kang X, Zhou L. RETRACTED ARTICLE:

NF-κB maintains the stemness of colon cancer cells by downregulating

miR-195-5p/497–5p and upregulating MCM2. J Exp Clin Cancer Res 2020,

39: 225

69. Ryan AE, Colleran A, O’Gorman A, O′Flynn L, Pindjacova J, Lohan P,

O’Malley G, et al. Targeting colon cancer cell NF-κB promotes an anti-

tumour M1-like macrophage phenotype and inhibits peritoneal metas-

tasis. Oncogene 2015, 34: 1563–1574

70. Naugler WE, Karin M. NF-κB and cancer—identifying targets and

mechanisms. Curr Opin Genet Dev 2008, 18: 19–26

71. Scisciani C, Vossio S, Guerrieri F, Schinzari V, De Iaco R, D’Onorio de Meo

P, Cervello M, et al. Transcriptional regulation of miR-224 upregulated in

human HCCs by NFκB inflammatory pathways. J Hepatol 2012, 56: 855–861

72. Shin VY, Jin H, Ng EKO, Cheng ASL, Chong WWS, Wong CYP, Leung WK,

et al. NF-κB targets miR-16 and miR-21 in gastric cancer: involvement of

prostaglandin E receptors. Carcinogenesis 2011, 32: 240–245

73. Duan Q, Wang X, Gong W, Ni L, Chen C, He X, et al. ER stress negatively

modulates the expression of the miR-199a/214 cluster to regulates tumor

survival and progression in human hepatocellular cancer. PLoS One 2012,

7: e31518

74. Natarajan K, Singh S, Burke Jr TR, Grunberger D, Aggarwal BB. Caffeic

acid phenethyl ester is a potent and specific inhibitor of activation of

nuclear transcription factor NF-kappa B. Proc Natl Acad Sci USA 1996, 93:

9090–9095

1832 NF-κB/miR-1262/FGFR1 modulates colon cancer oncogenesis

Zhang et al. Acta Biochim Biophys Sin 2023

https://doi.org/10.1186/s13045-016-0332-8
https://doi.org/10.1016/j.gene.2021.145625
https://doi.org/10.1158/1940-6207.CAPR-08-0191
https://doi.org/10.1158/1940-6207.CAPR-08-0191
https://doi.org/10.1002/mc.20217
https://doi.org/10.1186/s13046-020-01704-w
https://doi.org/10.1038/onc.2014.86
https://doi.org/10.1016/j.gde.2008.01.020
https://doi.org/10.1016/j.jhep.2011.11.017
https://doi.org/10.1093/carcin/bgq240
https://doi.org/10.1371/journal.pone.0031518
https://doi.org/10.1073/pnas.93.17.9090

	NF-κB downstream miR-1262 disturbs colon cancer cell malignant behaviors by targeting FGFR1
	Introduction
	Materials and Methods
	Cell lineages and cell culture
	Clinical sampling
	qRT-PCR
	Hematoxylin and eosin (H&E) staining
	Cell transfection
	MTT assay
	Transwell assay
	Wound healing assay
	Western blot analysis
	Colon cancer xenograft model
	In vivo tumor metastasis assay
	Immunohistochemical (IHC) staining
	Dual-luciferase reporter assay
	Statistical analysis

	Results
	miR-1262 is underexpressed in colon cancer tissues and cells
	miR-1262 affects colon cancer cell phenotypes
	miR-1262 overexpression inhibits tumor growth and metastasis in a mouse model
	FGFR1 is a direct downstream target of miR-1262
	Dynamic effects of the miR-1262/FGFR1 axis
	NF-κB targets the miR-1262 promoter region and inhibits its expression

	Discussion


