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Abstract: Patients with locally advanced rectal cancer (LARC) who achieve a pathological complete
response (pCR) to neoadjuvant chemoradiotherapy (NACRT) have an excellent prognosis, but only
approximately 30% of patients achieve pCR. Therefore, identifying predictors of pCR is imperative.
We employed a microRNA (miRNA) microarray to compare the miRNA profiles of patients with
LARC who achieved pCR (pCR group, n = 5) with those who did not (non-pCR group, n = 5). The
validation set confirmed that miRNA-148a was overexpressed in the pCR group (n = 11) compared
with the non-pCR group (n = 40). Cell proliferation and clonogenic assays revealed that miRNA-148a
overexpression radio-sensitized cancer cells and inhibited cellular proliferation, before and after
irradiation (p < 0.01). Apoptosis assays demonstrated that miRNA-148a enhanced apoptosis before
and after irradiation. Reporter assays revealed that c-Met was the direct target gene of miRNA-
148a. An in vivo study indicated that miRNA-148a enhanced the irradiation-induced suppression of
xenograft tumor growth (p < 0.01). miRNA-148a may be a biomarker of pCR following NACRT and
can promote apoptosis and inhibit proliferation in CRC cells by directly targeting c-Met in vitro and
enhancing tumor response to irradiation in vivo.

Keywords: miRNA-148a; rectal cancer; chemoradiotherapy; apoptosis; c-Met

1. Introduction

Colorectal cancer (CRC) is the leading cause of cancer mortality worldwide, and
approximately 30% of CRC cases are rectal cancer [1]. Neoadjuvant chemoradiother-
apy (NACRT) is the standard treatment for patients with locally advanced rectal cancer
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(LARC) [2,3]. However, the response to NACRT is heterogeneous, ranging from chemora-
dioresistance to pathological complete response (pCR). Only 15–30% of patients with LARC
achieve pCR following NACRT [2,4,5]. Patients with a pCR experience excellent onco-
logical outcomes and may not require adjuvant chemotherapy [6,7]. Therefore, reliable
predictive biomarkers of pCR to NACRT must be identified for personalized therapy.

MicroRNAs (miRNAs), non-protein-coding RNAs, regulate the expression of their
protein-coding genes by degrading mRNA or repressing translation. miRNAs contribute
to several critical biological functions, including carcinogenesis, cell proliferation, and
apoptosis [8,9]. They are involved in certain regulatory pathways that mediate cellular ra-
diosensitivity. Liu et al. reported that miRNA-148b promotes radiation-induced apoptosis,
thus enhancing radiosensitivity in lymphoma cells [10]. Zhend et al. indicated that radio-
resistance in CRC cells was induced by the acquisition of tumor-initiating cell capacity and
by the overexpression of miRNA-106b, which directly targets PTEN and p21 [11]. In one
study, the overexpression of let-7a deactivated KRAS signaling and promoted radiosen-
sitivity in lung cancer cells [12]. miRNA-148a suppresses VEGF by downregulating the
pERK/HIF-1α/VEGF pathway, which may inhibit angiogenesis in CRC [13]. In summary,
the radiosensitivity of cancer cells is regulated by certain miRNAs; they may serve as
predictors of tumor response to radiotherapy. However, the clinical implications of these
biomarkers have not been elucidated. Herein, we investigated the correlation between
miR-148a expression and pCR in patients with LARC following NACRT and determined
how miRNA-148a regulates the radiosensitivity of CRC cells.

2. Materials and Methods
2.1. Patients and Tissue Specimens

The study protocol was approved by the Institutional Review Board of Kaohsiung
Medical University Hospital (KMUHIRB-02-11-2011). All participants signed an informed
consent form. From May 2012 to March 2015, 51 patients with LARC treated with NACRT
and radical resection were enrolled, and pretreatment cancer tissues were collected during
colonoscopic biopsy and used for miRNA analysis. NACRT consisted of 50 Gy of irradiation
concurrently with 5-fluorouracil-based chemotherapy. Radical resection was performed
8–12 weeks after NACRT. A pCR was indicated by the absence of any viable cancer cells
in the primary tumor and lymph nodes. Patients were dichotomized according to their
pathological response into pCR and non-pCR groups. The design of the identification of
the candidate miRNA is shown in Figure 1A, and the potential regulatory pathway of
miRNA-148a is illustrated in Figure 1B.
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2.2. miRNA Microarray

An miRNA microarray (Applied Biosystems, Waltham, MA, USA) containing probes
for 667 human miRNAs was used to evaluate and compare the differential expression of
miRNAs in the pCR and non-pCR groups. The mammalian U6 small nuclear RNA was
used as the internal control for the detected miRNAs. PCR was performed using an Applied
Biosystems 7900HT Real-Time PCR System, with default thermal cycling conditions on the
ABI 7900 Sequence Detection System version 2.4.

2.3. miRNA Expression by RT-qPCR

Total RNA was extracted from harvested cells using MasterPure Complete DNA and
RNA Purification Kit Bulk Reagents (cat no. MC85200; Biosearch Technologies, Middleton,
WI, USA). For the synthesis of cDNAs specific to miR-148a, a TaqMan MicroRNA Reverse
Transcription Kit (cat no. 4366596; Applied Biosystems, Foster City, MA, USA) was used.
To determine the gene expression levels, qPCR reactions were performed with a TaqMan
Universal Master Mix II kit (cat no. 4440040; Applied Biosystems, Foster City, MA, USA).
U6 small nuclear RNA was used as an internal control for miRNA-148a. Relative expression
levels were normalized to U6 expression levels to yield a 2−∆∆Ct value.

2.4. Putative Target Genes of miRNA-148a

The TargetScan program (www.targetscan.org (accessed on 1 March 2017)) was used
to identify the potential target genes of miRNA-148a. Only conserved sequences located in
conserved target genes were considered. We used the Gene Ontology (www.geneontology.
org (accessed on 18 May 2017)) software to detect the function of the target genes of
miRNA-148a.

2.5. Cell Culture and Irradiation

Human CRC cell lines, HT29 and HCT116, were purchased from the American Type
Culture Collection (Manassas, VA, USA) and the Bioresource Collection and Research
Center (Hsinchu, Taiwan), respectively. All cells were cultured in DMEM (Gibco, Grand
Island, NY, USA) supplemented with 10% fetal bovine serum (Gibco) and 1% penicillin–
streptomycin (Gibco) at 37 ◦C in a 5% CO2-humidified atmosphere. Cells were irradiated
with 0, 2, 4, 6, or 8 Gy using an Eleka Axesse medical linear accelerator (Elekta, Crawley,
UK). A 1-cm bolus was placed on the top of the culture dish, and cells were irradiated with
6-MV photon beams at 600 MU/min [14].

2.6. Cell Transfection

The HT29 and HCT116 cells were seeded in 24-well plates and transfected with
400 ng of miRNA-148a expression vector (pCDH-miRNA-148a) or a negative scrambled
pCDH vector by using Lipofectamine 2000 transfection reagent (Thermo Fisher Scientific,
Waltham, MA, USA). To select stably transfected cells, we cultured the cells for 4 weeks in
selection media supplemented with 10 µg/mL puromycin (Sigma-Aldrich, St. Louis, MO,
USA). miRNA expression was measured using a TaqMan miRNA reverse transcription-
quantitative polymerase chain reaction (RT-qPCR) assay (Applied Biosystems, Foster City,
MA, USA) to confirm stable plasmid transfection. The transfected cell lines were then
employed in the subsequent experiments.

2.7. Cell Viability Assay

Cell viability was examined using an MTT (3-(4,5-dimethylthiazol-2-yl)- 2,5-
diphenyltetrazolium bromide reduction) assay. In brief, stable transfected HT29 and
HCT116 cells were seeded at a density of 5 × 104 cells/well in 96-well plates. Subsequently,
cells were irradiated with a single dose of 0, 2, 4, 6, or 8 Gy. After 72 h, the culture medium
was removed and replaced with 0.5 mg/mL MTT and allowed to stand for 1 h at 37 ◦C for
the formation of purple formazan. The precipitated formazan was dissolved with 100 µL of

www.targetscan.org
www.geneontology.org
www.geneontology.org
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DMSO, and absorbance was measured at 570 nm with a microplate reader (Thermo Fisher
Scientific, Waltham, MA, USA).

2.8. Colony Formation Assay

For the clonogenic formation assay, transfected cells were seeded in 6-well plates
at a density of 6 × 103 cells/well and exposed to 2–8 Gy of irradiation on day 2. After
10 days of incubation, the colonies were fixed with methanol/acetic acid (3:1) and stained
with 0.5% crystal violet in 50/50 methanol/water for 20 min at room temperature. Next,
the staining solution was carefully removed from each well and rinsed with water. Fi-
nally, the number of cell colonies with a size ≥1 mm was counted using ImageJ software
(Java 1.8.0_172).

2.9. Cell Cycle and Apoptosis Analysis by Flow Cytometry

After synchronization with serum starvation for 24 h, cells were irradiated at a dose
of 4 Gy. Following 4 days of incubation, floating and adherent cells were harvested
for cell cycle and apoptosis analysis. For cell cycle analysis, cells were fixed with 75%
ethanol at 4 ◦C overnight. After cells were washed twice with PBS, they were resuspended
with PI/Triton X-100 (20 µg/mL PI, 0.1% Triton X-100, and 0.2 mg/mL RNase A) and
incubated in the dark for 30 min. To detect apoptosis, we stained the harvested cells with
PE-labeled Annexin-V/7-AAD, according to the manufacturer’s protocol (cat no. 559763;
BD Biosciences, San Diego, CA, USA). The signals of 1 × 105 stained cells in each sample
were detected through flow cytometry (Beckman Coulter, Fullerton, CA, USA).

2.10. Western Blotting

c-Met, caspase-3, poly (ADP-ribose) polymerase (PARP), and GAPDH were quantified
using Western blotting. After 72 h of irradiation, the whole-cell extract was isolated using
RIPA buffer (1 mM EDTA [pH 8.0], 100 mM NaCl, 20 mM Tris [pH 8.0], 0.5% Nonidet
P-40, and 0.5% Triton X-100). In brief, equal amounts of protein were separated by SDS-
PAGE and transferred to polyvinylidene difluoride membranes. Membranes were then
incubated with Trident Universal Protein Blocking Reagents (GTX30963; GeneTex, Irvine,
CA, USA) for 30 min at room temperature. This was followed by incubation with primary
antibodies at 4 ◦C overnight. Target proteins were probed with the following antibodies:
anti-phospho-c-Met, -c-Met, -caspase-3, -PARP (1:1000; Cell Signaling Technology, Danvers,
MA, USA). Anti-GAPDH (1:1000; Abcam, Cambridge, MA, USA) was used as a loading
control for the whole-cell lysates. Subsequently, the membranes were incubated with a
1:5000 dilution of an HRP-conjugated antibody for 1 h at room temperature. Protein bands
were developed using an enhanced chemiluminescence detection reagent, and signals were
captured using the ChemiDoc MP Imaging System (Bio-Rad Laboratories, Hercules, CA,
USA). ImageJ software was used for protein quantification.

2.11. Luciferase Reporter Assay

The predicted miRNA-148a binding site of the Met 3′UTR sequence
(5′-AGGCCACAAAAACACUGCACUGU-3′) (cat. no. CW306396) or mutant 3′-UTR
sequence (5′-AGGCCACAAAAACACACGUGACU-3′) (cat. no. CW306397) was cloned
into the pMirTarget vector to construct the wild-type (WT) c-Met 3′UTR plasmid or the mu-
tant c-Met 3′UTR luciferase plasmid (cat. no. PS100062; OriGene Technologies, Rockville,
MD, USA). Cells (1 × 105) were seeded into 24-well plates for 1 day and cultured until
the cells reached 70–90% confluence. Subsequently, cells were transfected with WT or
mutant-3′UTR luciferase plasmid (0.5 µg) using Lipofectamine 3000 reagent (Invitrogen,
Thermo Fisher Scientific, Waltham, MA, USA), according to the manufacturer’s instructions.
Luciferase activity was measured 48 h after transfection using a dual-luciferase reporter
assay kit. Firefly luciferase activity was normalized to Renilla luciferase activity.
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2.12. Animal Studies

For tumor implantation, 6-week-old male Balb/c nude mice were obtained from
BioLasco Taiwan (Taipei, Taiwan). All animal experiments adhered to the protocols of the
Institutional Animal Care and Use Committee of Kaohsiung Medical University (IACUC
Approval No: 106083) and were performed according to the Guiding Principles for the
Care and Use of Laboratory Animals. The mice were acclimatized for 1 week after arrival
under a 12 h:12 h dark/light cycle at 22 ± 1 ◦C with ad libitum access to food and water.
The cells were harvested by trypsinization and washed twice with ice-cold serum-free
medium, followed by resuspension in 100 µL of serum-free medium. Into the right flank
of each mouse, 2 × 106 cells were subcutaneously injected. On days 12, 15, and 17 after
the injection, tumors were irradiated with 15 Gy in three fractions. The tumor size (mm3)
was measured three times a week and calculated as (length × width2)/2. Mice were killed
30 days after the injection of tumor cells.

2.13. Statistical Analysis

All values are presented as means ± standard errors of the mean of at least three
independent experiments. Student’s t tests were conducted to analyze the differences
in the expression levels of miRNAs in the pCR and non-pCR groups. Kaplan–Meier
survival curves were plotted, and a log-rank test was performed to compare time-to-
event distributions. Overall survival (OS) was calculated from the date of diagnosis to
death from any cause, and disease-free survival (DFS) was calculated from the date of
diagnosis to any recurrence. Receiver operating characteristic (ROC) curve analysis was
employed to identify the cutoff value of miRNA-148a to predict pCR. All analyses were
performed using JMP software (version 10; SAS Institute, Cary, NC, USA). A p of <0.05 was
considered significant.

3. Results
3.1. Demographic Data

The patients’ clinicopathologic characteristics are presented in Table 1. Of the 51 pa-
tients with LARC receiving NACRT, the median age was 63 years (range, 28–75 years), and
34 (66.7%) were male. The pCR and non-pCR groups comprised 11 (21.6%) and 40 patients
(78.4%), respectively.

Table 1. Clinicopathologic Characteristics of the 51 Rectal Cancer Patients Receiving Chemoradio-
therapy.

Variables Numbers (%)

Age, median (range, years) 63 (28–75)
Sex (male/female) 34 (66.7)/17 (33.3)

Histology (WD/MD/PD) 8 (15.7)/40 (78.4)/3 (5.9)
Tumor stage (T2/T3/T4) 8 (15.7)/32 (62.7)/11 (21.6)

Nodal stage (N1/2) 12 (23.5)/16 (31.4)/23 (45.1)
Treatment response (pCR/non-pCR) 11 (21.6)/40 (78.4)

Abbreviations: MD, moderate differentiation; pCR, pathological complete response; PD, poor differentiation; WD,
well differentiated.

3.2. Differential miRNA Expression for pCR Prediction

To identify the miRNAs associated with a pCR to NACR, 10 cancer tissues obtained
from patients with LARC before NACRT were collected for miRNA microarray analysis.
Through this analysis, changes in miRNA expression profiles between the pCR group
(n = 5) and the non-pCR group (n = 5) were measured. We observed that 22 miRNAs
were differentially expressed in the tissues of patients in the pCR and non-PCR groups.
Specifically, 14 were upregulated in the pCR group and 6 were downregulated in the
pCR group (Supplementary Table S1). Of the 22 miRNAs, 12 (miRNA-1, miRNA-29c,
miRNA-93, miRNA-122, miRNA-135a, miRNA-138, miRNA-148a, miRNA-192, miRNA-
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194, miRNA-206, miRNA-215, and miRNA-382) were involved in biological pathways
for the regulation of cellular chemosensitivity or radiosensitivity. Therefore, we analyzed
these 12 miRNAs through TaqMan real-time PCR to identify differences in their expression
between the pCR (n = 11) and non-pCR groups (n = 40; Figure 2). miRNA-29c (p = 0.042)
and miRNA-148a (p = 0.025) displayed a more significant overexpression in the pCR group
compared with the non-pCR group. Therefore, we selected miRNA-148a as a predictor of
pCR and subsequently examined the biological functions of miRNA-148a through in vitro
and in vivo studies.
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3.3. miRNA-148a Overexpression Promoted Radiosensitivity in CRC Cell Lines

To explore the biological functions of miRNA-148a, we transfected an miRNA-148a
mimic into HT29 and HCT116 cells, and miRNA-148a expression was confirmed using
RT-qPCR (Supplementary Figure S1). The results of cell viability assays without irradiation
indicated that miRNA-148a overexpression significantly inhibited cell growth in both
the HT29 and HCT116 cells (both p < 0.05, Figure 3A). Next, we exposed the transfected
CRC cells to irradiation and conducted cell viability assays. An increased cell death rate
following 2-, 4-, 6-, and 8-Gy irradiation was found in the HT29 cells and HCT116 cells
(p < 0.05). Due to the upregulation of miRNA-148a identified in the pCR group and
the inhibition of cell growth following the overexpression and irradiation of the trans-
fected miRNA-148a, we postulated that miRNA-148a could modulate radiosensitivity
and, thus, increase the likelihood of a pCR. To further confirm the role of miRNA148a in
the enhancement of CRC cells’ radio-sensitivity, we performed clonogenic assays, which
revealed that miRNA-148a overexpression significantly reduced colony formation ability
following irradiation, compared with that in cells transfected with scrambled miRNAs
(p < 0.01; Figure 3B).
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Figure 3. miRNA-148a modulated the proliferation and radiosensitivity of HCT116 and HT29 cells after irradiation. Both
cell lines were transfected with a pCDH-miR148a plasmid (miRNA-148a) or a negative scrambled pCDH vector (EM).
miR-148a overexpression enhanced the inhibitory effect of cell proliferation (A) and colony formation (B) after 2-, 4-, 6-, and
8-Gy irradiation (N = 3; * p < 0.05; ** p < 0.001).

3.4. miRNA-148a Overexpression Led to Cell Cycle Changes in Irradiated CRC Cells

To determine the effects of miRNA-148a on cell cycle alterations, flow cytometry was
conducted. A significantly increased G2/M arrest was observed in cells transfected with
the miRNA148a mimic after 24 h; furthermore, the increase in the proportion of cells in the
G2/M phase was more prominent in cells overexpressing miRNA148a and subjected to
4-Gy radiation (p < 0.01; Figure 4A). Similarly, miRNA148a overexpression significantly
increased the proportion of cells in the sub-G1 phase, regardless of whether radiation
was performed (p < 0.001). By contrast, miRNA148a overexpression corresponded to a
substantial reduction in the proportion of cells in the G1 phase, whereas miRNA148a
overexpression exerted no influence on S-phase alterations.
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Figure 4. miRNA-148a modulated the cell cycle and promoted apoptosis in HCT116 and HT29 cells after irradiation. After
synchronization with serum starvation for 24 h, cells were irradiated with 0 or 4 Gy. Flow cytometry performed after 3 days of
incubation indicated that the combination of miR-148a overexpression and irradiation resulted in increased cells in the sub-G1
phase, as well as G2/M arrest (A) and an increase in the proportion of apoptotic cells (B) (N = 3; * p < 0.05; ** p < 0.01).
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3.5. miRNA-148a Overexpression Enhanced Radiation-Induced Apoptosis in CRC Cells

To explore the effects of miRNA-148a on apoptosis, HT29 cells with miRNA148a
overexpression were exposed to 4 Gy of radiation and subjected to Annexin-V/7-AAD
staining for of the evaluation of apoptosis. miRNA-148a overexpression had a 37% higher
increase in apoptotic cells compared with the negative control (NC) groups (p < 0.05). The
percentage of apoptotic cells in the miRNA148a overexpression group after radiation was
significantly higher than that in the control group (p < 0.05; Figure 4B). The results indi-
cate the synergistic effects of miRNA148a overexpression with irradiation on apoptosis in
CRC cells. To further assess this synergistic effect, we examined apoptosis-related protein
markers. Caspase-3 is involved in both extrinsic and intrinsic pathways and, therefore,
is the most essential executioner caspase [15]. As presented in Figure 5A, overexpressed
miRNA-148a did not activate caspase-3 cleavage, but the combination of miRNA-148a
overexpression and irradiation significantly increased caspase-3 cleavage; this implies their
synergistic action (p < 0.01). Cleaved PARP-1 is a well-established apoptotic marker and
indicates an apoptotic-specific event [16]. Figure 5B indicates that miRNA-148a overex-
pression increased the proportion of cleaved PARP compared with that in the NC groups,
and the combination of miRNA-148a and irradiation resulted in the highest levels of
cleaved PARP among the groups (p < 0.01). Taken together, these findings indicate that
miRNA-148a can enhance radiation-induced apoptosis.
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Figure 5. miRNA-148a promoted apoptosis in irradiated HCT116 and HT29 cells. Following irradiation with 0 or 4 Gy,
the cells were harvested, and the total protein was extracted for Western blotting. (A) miR-148a enhanced the irradiation-
induced upregulation of cleaved caspase-3 (N = 3; * p < 0.05; ** p < 0.01). (B) miR-148a enhanced the irradiation-induced
upregulation of cleaved poly (ADP-ribose) polymerase (N = 3; * p < 0.05; ** p < 0.01).
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3.6. miRNA-148a Overexpression Promoted Apoptosis in CRC Cells by Directly Targeting c-Met

The potential target gene of miRNA-148a was explored using the TargetScan program.
The analysis indicated the presence of a conserved binding site of miRNA-148a in the
3′UTR of c-Met (Figure 6A). The luciferase reporter assay demonstrated that the relative
luciferase activity of the reporter vector containing WT c-Met-3′UTR was significantly
suppressed by miRNA-148a. By contrast, miRNA-148a did not influence the relative
luciferase activity of the mutated reporter (p < 0.001; Figure 6B). Moreover, miRNA-148a
overexpression significantly inhibited c-Met protein expression (p < 0.01; Figure 5). In
HCT116 cells with pCDH-NC, irradiation induced upregulation of phosphorylated c-Met,
which was suppressed by miRNA-148a (Figure 6C). However, in HT29 cells transfected
with pCDH-NC, irradiation did not upregulate phosphorylated c-Met (Figure 6D).
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Figure 6. c-Met is a target gene of miRNA-148a and is mediated in CRC cells. (A) The complementary sequences of
miRNA148a and c-Met, as well as the mutant sequences of the c-Met binding site. (B) Wild-type c-Met binds to miRNA-148a,
whereas the MUT does not. (C) In HCT116 cells, c-Met expression changed with miRNA-148a expression and irradiation.
(D) In HT29 cells, c-Met expression changed with miRNA-148a expression and irradiation. (N = 3; * p < 0.05; ** p < 0.01).
NC: negative control; MUT: mutant.

3.7. miRNA-148a Overexpression Enhanced Tumor Response to Radiation in Nude Mice

To determine whether miRNA-148a could radio-sensitize CRC cells in vivo, we sub-
cutaneously injected HT29 cells transfected with miRNA-148a or scrambled miRNAs into
the right flanks of the mice. When tumors reached a volume of 100 mm3, mice were
randomly assigned to four groups of six: (1) mice injected with cells containing pCDH-NC;
(2) mice injected with cells containing miRNA-148a; (3) mice injected with cells containing
pCDH-NC and receiving tumor irradiation; and (4) mice injected with cells containing
miRNA-148a and receiving tumor irradiation (Figure 7A). Tumors were irradiated with
15 Gy in three fractions on days 12, 15, and 17 after inoculation. Among the four groups,
the volume of cancer lumps with miRNA-148a overexpression in mice receiving irradiation
was the smallest (p < 0.01; Figure 7B,C). The in vivo results demonstrated that miRNA-
148a enhanced tumor response to irradiation, thus further supporting the postulation that
miRNA-148a overexpression might enhance radiosensitivity in CRC cells.
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Figure 7. miR-148a enhanced CRC xenograft response to irradiation. HT29 cells stably transfected with miR-148a or a
negative scrambled pCDH vector (EM) were injected subcutaneously into the right flank of the mice. (A) When tumors
reached approximately 100 mm3 in volume, mice were randomly assigned to four groups of six and each tumor lump was
treated with 15 Gy in 3 fractions. (B) Tumor weights (gram). (C) Tumor growth volume (mm3) was measured with a Vernier
caliper on the indicated days after inoculation. (N = 6; # p < 0.05, ## p < 0.01 compared with EM; * p < 0.05 compared with
EM + R; % p < 0.05 compared with miR148a).

3.8. miRNA-148a Overexpression Is Associated with a Favorable Prognosis in Patients with LARC
Following NACRT

To examine the clinical significance of miRNA-148a expression in predicting a pCR in
patients with LARC, we performed ROC analysis to identify the miRNA-148a cutoff value.
The area under the curve was 0.65 (p < 0.001) for pCR, and an miRNA-148a expression
level of 1.8 corresponded to an optimal sensitivity of 55% and specificity of 58%. We then
determined whether the cutoff value was associated with patient outcomes, observing
that survival was significantly reduced in patients with low miRNA-148a expression. The
5-year OS rates in the high miRNA148a expression and low miRNA148a expression groups
were 95.5% and 76.7%, respectively (p = 0.0463; Figure 8A), and the 5-year DFS rates were
100% and 63.8%, respectively (p = 0.0018; Figure 8B).
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Figure 8. Survival curves of the 51 patients. (A) Overall survival in patients with low miRNA-148a expression was signifi-
cantly poorer than that in those with miRNA-148a overexpression (p = 0.0463). (B) Disease-free survival in patients with
low miRNA-148a expression was significantly shorter than that in patients with miRNA-148a overexpression (p = 0.0018).

4. Discussion

Studies have indicated that NACRT improves prognosis in patients with LARC;
however, treatment response varies from total regression to total resistance [2,3]. As
patients with a pCR following NACRT have excellent outcomes, a watch-and-wait strategy
is recommended in such instances, to prevent surgical sequelae and complications [6,17].
Regarding precision medicine in LARC, identifying molecular biomarkers for accurate pCR
prediction is of utmost clinical importance [18,19]. Herein, we demonstrated that miRNA-
148a overexpression in cancer tissues before NACRT was associated with a pCR and
higher survival rates in patients with LARC following NACRT. Furthermore, miRNA-148a
overexpression sensitized CRC cells to irradiation in vitro and in vivo by promoting cancer
cell apoptosis through the direct targeting of c-Met. Taken together, the results indicate that
miRNA-148a can serve as a potential predictive biomarker to guide the watch-and-wait
strategy suggested for patients with LARC following NACRT.

miRNAs play an integral role in cancer development and progression and can be
classified as oncomiRNAs or tumor suppressor miRNAs on the basis of their biological
functions [8]. Moreover, they are potential biomarkers of prognosis or treatment response
in many types of cancer, including CRC. Lopes-Ramos et al. analyzed miRNA profiles in 43
rectal tumors prior to NACRT, reporting that miRNA-21-5p was associated with complete
tumor regression [20]. Kral et al. observed that the expression of the miR-17/92 cluster was
associated with posttreatment regression in patients with rectal cancer [21]. In this study,
correlations between miRNA profiles of rectal cancer tissues and their treatment responses
were examined, and miRNA-148a expression was found to be related to pCR.

Owing to the overexpression of miRNA-148a in the pCR group compared with that
in the non-pCR group, this was regarded as associated with pCR. miRNA-148a, which is
located at chromosome 7p15, functions as a tumor suppressor miRNA and is involved
in various cancer-related processes, including cell proliferation, invasion, migration, and
apoptosis [9]. Studies have noted miRNA-148a downregulation in gastrointestinal, breast,
urogenital, and non-small-cell lung cancer. Notably, this downregulation has been asso-
ciated with reduced survival in CRC and urogenital cancer [22,23]. In line with previous
studies, we observed that miRNA-148a overexpression was associated with a pCR fol-
lowing NACRT and improved survival in patients with LARC. In addition, our study
demonstrated that overexpressed miRNA-148a in CRC cells inhibited cell growth and
induced apoptosis in vitro, as well as inhibiting tumor growth in vivo, even in the absence
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of radiation. This supports the premise that miRNA-148a acts as a tumor suppressor
miRNA.

To investigate whether miRNA-148a functioned consistently in cells bearing distinct
gene mutations, we examined the biological functions of miRNA-148a by using two CRC
cell lines with distinct mutational statuses [24]. HT29 cells are more radioresistant, whereas
HCT116 cells are more radiosensitive [25,26]. Herein, the radio-sensitization of miRNA-
148a was more prominent in the HT29 cells than in the HCT116 cells. Moreover, radiation
induced the upregulation of c-Met in the HCT116 cells, but not in the HT29 cells. This may
be attributable to the differences in their mutational statuses. Bacco et al. demonstrated
that the irradiation-induced expression of c-Met was related to the activation of ATM and
NF-kB [27]. Lin et al. analyzed 167 CRC specimens, detecting an association between
NF-κB activation and KRAS mutation [28]. KRAS is a mutation in HCT116 cells but is WT
in HT29 cells [24]; therefore, we speculated that irradiation-induced c-Met upregulation
was prominent in the HCT116 cells and not the HT29 cells because NF-κB activation might
be related to KRAS mutation.

The role of miRNA-148a in the regulation of radiosensitivity has rarely been inves-
tigated. Wang et al. found that SNHG12, a class of long noncoding RNAs, mediated the
radiosensitivity of cervical cancer cells through the miRNA-148a/CDK1 pathway [29].
Lopez-Bertoni et al. observed that the codelivery of miRNA-148a and miRNA-296-5p inhib-
ited the stemness of glioblastoma cells in vitro and enhanced tumor response to irradiation
in vivo [30]. In this study, we observed that upregulation of miRNA-148a sensitized CRC
cells to irradiation in vitro and in vivo, supporting our postulation that miRNA-148a was
associated with pCR (given that it functioned as a radiosensitizer in CRC cells).

Aberrantly regulated c-Met is common in gastrointestinal cancer and is considered to
be associated with tumor progression and poor survival. c-Met is a receptor tyrosine kinase
that binds to hepatocyte growth factor and triggers various cancer-associated processes,
including proliferation, angiogenesis, invasion, and epithelial–mesenchymal transition [31].
c-Met overexpression in patients with CRC has been associated with reduced survival
and increased risk of distant metastasis [32]. The present findings indicate that c-Met is
an miRNA-148a target gene in CRC cells. Furthermore, the combination of miRNA-148a
overexpression and irradiation significantly inhibited the expression of c-Met, which sub-
sequently promoted apoptosis. c-Met is associated with radio-resistance. In one study,
its inhibition led to radio-sensitization in various cancers, including CRC [33]. Lal et al.
reported that the inhibition of the c-Met pathway sensitized glioblastoma to irradiation,
both in vitro and in vivo [34]. Cuneo et al. demonstrated that crizotinib, a c-Met inhibitor,
radio-sensitized KRAS-mutant CRC cell lines, suggesting that crizotinib can be prescribed
to patients with CRC requiring radiotherapy [35]. Bacco et al. demonstrated that c-Met
overexpression increased invasiveness and inhibited apoptosis in breast cancer cells and
that c-Met inhibitors reversed these effects, indicating radio-sensitization in cancer cells
by inhibition of c-Met [27]. Kawamura et al. analyzed 52 patients with LARC following
NACRT and surgery, reporting that c-Met overexpression in surgical specimens resulted in
poor relapse-free survival [36]. Consistently, the present data indicate that the downregu-
lation of c-Met by miRNA-148a enhanced radiosensitivity in tumor cells. Taken together,
these results suggest that miRNA-148a, which downregulates c-Met expression, is a poten-
tial therapeutic agent and radiosensitizer in patients with LARC receiving NACRT. Future
studies should confirm the role of miRNA-148a in this regard and address the relevant
clinical implications.

Some limitations of this study need to be addressed. First, the number of patients was
relatively small. A larger cohort is essential to validate the predictive value of miRNA-148a
in LARC. Second, the detailed c-Met signaling pathway of mediating radiosensitivity was
not completely explored in this study. Activation of c-Met induces various cellular signaling
pathways and consequent biologic functions. A better understanding of the c-Met signaling
pathway would help the development of new therapeutic agents. Therefore, the detailed
mechanisms of c-Met-mediated cellular response to irradiation warrant further studies.
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Despite these limitations, we consider that miRNA-148a is a potential predictive biomarker
and may play an important role in personalized therapy for patients with LARC.

5. Conclusions

In this study, we demonstrated that miRNA-148a is a potential biomarker for predict-
ing pCR following NACRT and that it was associated with favorable oncological outcomes
in patients with LARC. miRNA-148a overexpression promoted apoptosis and inhibited pro-
liferation in CRC cells by directly targeting c-Met in vitro and enhancing tumor response to
irradiation in vivo. Further studies on the clinical implications and regulatory mechanism
of miRNA-148a are warranted to determine its role in LARC treatment.
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.3390/biomedicines9101371/s1, Table S1: The microRNA microarray data, Figure S1: miRNA-148a
level after pCDH-miRNA-148a vector transfected into HCT116 and HT29.

Author Contributions: Conceptualization, J.-Y.W. and M.-Y.H.; methodology, C.-M.H. and H.-L.T.;
formal analysis, C.-M.H. and H.-L.T.; investigation, H.-L.T. and C.-W.H.; software, C.-C.L. and T.-K.C.;
resources, M.-Y.H., C.-W.H., Y.-C.C. and H.-L.T.; supervision, J.-Y.W.; writing—original draft, C.-M.H.;
writing—review and editing, J.-Y.W., W.-C.S. and P.-J.C.; funding acquisition, J.-Y.W. All authors have
revised and approved the final manuscript.

Funding: This work was supported by grants through funding from the Ministry of Science and
Technology (MOST 109-2314-B-037-035, MOST 109-2314-B-037-040, MOST 109-2314-B-037-046-MY3,
MOST110-2314-B-037-097) and the Ministry of Health and Welfare (MOHW109-TDU-B-212-134026,
MOHW109-TDU-B-212-114006, MOHW110-TDU-B-212-1140026) and funded by the health and wel-
fare surcharge of on tobacco products, and the Kaohsiung Medical University Hospital (KMUH109-
9R32, KMUH109-9R33, KMUH109-9R34, KMUH109-9M30, KMUH109-9M31, KMUH109-9M32,
KMUH109-9M33, KMUHSA10903, KMUHSA11013, KMUH-DK (C)110010, KMUH-DK (B)110004-3)
and KMU Center for Cancer Research (KMU-TC109A04-1), as well as a KMU Center for Liquid
Biopsy and Cohort Research Center Grant (KMU-TC109B05), Kaohsiung Medical University. In
addition, this study was supported by a Grant of the Taiwan Precision Medicine Initiative, Academia
Sinica, Taiwan, R.O.C.

Institutional Review Board Statement: We designed this study in accordance with the Declaration
of Helsinki. The institutional review board of our hospital approved the study protocol (KMUHIRB-
02-11-2011).

Informed Consent Statement: Informed consent was obtained from all subjects involved in the
study.

Data Availability Statement: The data used to support the findings of this study are included within
the article and the data sources are available from the corresponding author upon request.

Conflicts of Interest: The authors declare that they have no conflicts of interests.

References
1. Siegel, R.L.; Miller, K.D.; Fedewa, S.A.; Ahnen, D.J.; Meester, R.G.S.; Barzi, A.; Jemal, A. Colorectal cancer statistics. CA A Cancer J.

Clin. 2017, 67, 177–193.
2. Sauer, R.; Becker, H.; Hohenberger, W.; Rödel, C.; Wittekind, C.; Fietkau, R.; Martus, P.; Tschmelitsch, J.; Hager, E.; Hess, C.F.; et al.

Preoperative versus postoperative chemoradiotherapy for rectal cancer. N. Engl. J. Med. 2004, 351, 1731–1740. [CrossRef]
3. van Gijn, W.; Marijnen, C.A.; Nagtegaal, I.D.; Kranenbarg, E.M.; Putter, H.; Wiggers, T.; Rutten, H.J.; Påhlman, L.; Glimelius,

B.; van de Velde, C.J. Preoperative radiotherapy combined with total mesorectal excision for resectable rectal cancer: 12-year
follow-up of the multicentre, randomised controlled TME trial. Lancet Oncol. 2011, 12, 575–582. [CrossRef]

4. Huang, C.M.; Huang, M.Y.; Tsai, H.L.; Huang, C.W.; Ma, C.J.; Yeh, Y.S.; Juo, S.H.; Huang, C.J.; Wang, J.Y. An observational study
of extending FOLFOX chemotherapy, lengthening the interval between radiotherapy and surgery, and enhancing pathological
complete response rates in rectal cancer patients following preoperative chemoradiotherapy. Ther. Adv. Gastroenterol. 2016, 9,
702–712. [CrossRef]

5. Huang, C.W.; Su, W.C.; Yin, T.C.; Chen, P.J.; Chang, T.K.; Chen, Y.C.; Li, C.C.; Hsieh, Y.C.; Tsai, H.L.; Wang, J.Y. Time interval
between the completion of radiotherapy and robotic-assisted surgery among patients with stage I-III rectal cancer undergoing
preoperative chemoradiotherapy. PLoS ONE 2020, 15, e0240742. [CrossRef]

https://www.mdpi.com/article/10.3390/biomedicines9101371/s1
https://www.mdpi.com/article/10.3390/biomedicines9101371/s1
http://doi.org/10.1056/NEJMoa040694
http://doi.org/10.1016/S1470-2045(11)70097-3
http://doi.org/10.1177/1756283X16656690
http://doi.org/10.1371/journal.pone.0240742


Biomedicines 2021, 9, 1371 14 of 15

6. Zorcolo, L.; Rosman, A.S.; Restivo, A.; Pisano, M.; Nigri, G.R.; Fancellu, A.; Melis, M. Complete pathologic response after
combined modality treatment for rectal cancer and long-term survival: A meta-analysis. Ann. Surg. Oncol. 2012, 19, 2822–2832.
[CrossRef]

7. Hu, X.; Li, Y.Q.; Ma, X.J.; Zhang, L.; Cai, S.J.; Peng, J.J. Adjuvant chemotherapy for rectal cancer with complete pathological
response (pCR) may not be necessary: A pooled analysis of 5491 patients. Cancer Cell Int. 2019, 19, 127. [CrossRef]

8. Bartel, D.P. MicroRNAs: Genomics, biogenesis, mechanism, and function. Cell 2004, 116, 281–297. [CrossRef]
9. Li, Y.; Deng, X.; Zeng, X.; Peng, X. The Role of Mir-148a in Cancer. J. Cancer 2016, 7, 1233–1241. [CrossRef]
10. Liu, S.H.; Wang, P.P.; Chen, C.T.; Li, D.; Liu, Q.Y.; Lv, L.; Liu, X.; Wang, L.N.; Li, B.X.; Weng, C.Y.; et al. MicroRNA-148b enhances

the radiosensitivity of B-cell lymphoma cells by targeting Bcl-w to promote apoptosis. Int. J. Biol. Sci. 2020, 16, 935–946. [CrossRef]
11. Zheng, L.; Zhang, Y.; Liu, Y.; Zhou, M.; Lu, Y.; Yuan, L.; Zhang, C.; Hong, M.; Wang, S.; Li, X. MiR-106b induces cell radioresistance

via the PTEN/PI3K/AKT pathways and p21 in colorectal cancer. J. Transl. Med. 2015, 13, 252. [CrossRef]
12. Oh, J.S.; Kim, J.J.; Byun, J.Y.; Kim, I.A. Lin28-let7 modulates radiosensitivity of human cancer cells with activation of K-Ras. Int J.

Radiat. Oncol. Biol. Phys. 2010, 76, 5–8. [CrossRef]
13. Tsai, H.L.; Miao, Z.F.; Chen, Y.T.; Huang, C.W.; Yeh, Y.S.; Yang, I.P.; Wang, J.Y. MiR-148a inhibits early relapsed colorectal cancers

and the secretion of VEGF by indirectly targeting HIF-1α under non-hypoxia/hypoxia conditions. J. Cell Mol. Med. 2019, 23,
3572–3582. [CrossRef]

14. Hao, J.; Magnelli, A.; Godley, A.; Yu, J.S. Use of a Linear Accelerator for Conducting In Vitro Radiobiology Experiments. J. Vis.
Exp. 2019, 147. [CrossRef]

15. Elmore, S. Apoptosis: A review of programmed cell death. Toxicol. Pathol. 2007, 35, 495–516. [CrossRef]
16. Qvarnström, O.F.; Simonsson, M.; Eriksson, V.; Turesson, I.; Carlsson, J. GammaH2AX and cleaved PARP-1 as apoptotic markers

in irradiated breast cancer BT474 cellular spheroids. Int. J. Oncol. 2009, 35, 41–47. [CrossRef]
17. Martens, M.H.; Maas, M.; Heijnen, L.A.; Lambregts, D.M.; Leijtens, J.W.; Stassen, L.P.; Breukink, S.O.; Hoff, C.; Belgers, E.J.;

Melenhorst, J.; et al. Long-term Outcome of an Organ Preservation Program After Neoadjuvant Treatment for Rectal Cancer. J.
Natl. Cancer Inst. 2016, 108, djw171. [CrossRef]

18. Huang, C.M.; Huang, C.W.; Ma, C.J.; Yeh, Y.S.; Su, W.C.; Chang, T.K.; Tsai, H.L.; Juo, S.H.; Huang, M.Y.; Wang, J.Y. Predictive
Value of FOLFOX-Based Regimen, Long Interval, Hemoglobin Levels and Clinical Negative Nodal Status, and Postchemoradio-
therapy CEA Levels for Pathological Complete Response in Patients with Locally Advanced Rectal Cancer after Neoadjuvant
Chemoradiotherapy. J. Oncol. 2020, 2020, 9437684.

19. Huang, C.M.; Huang, M.Y.; Huang, C.W.; Tsai, H.L.; Su, W.C.; Chang, W.C.; Wang, J.Y.; Shi, H.Y. Machine learning for predicting
pathological complete response in patients with locally advanced rectal cancer after neoadjuvant chemoradiotherapy. Sci. Rep.
2020, 10, 12555. [CrossRef]

20. Lopes-Ramos, C.M.; Habr-Gama, A.; Quevedo Bde, S.; Felício, N.M.; Bettoni, F.; Koyama, F.C.; Asprino, P.F.; Galante, P.A.;
Gama-Rodrigues, J.; Camargo, A.A.; et al. Overexpression of miR-21-5p as a predictive marker for complete tumor regression to
neoadjuvant chemoradiotherapy in rectal cancer patients. BMC Med. Genom. 2014, 7, 68. [CrossRef]

21. Kral, J.; Korenkova, V.; Novosadova, V.; Langerova, L.; Schneiderova, M.; Liska, V.; Levy, M.; Veskrnova, V.; Spicak, J.; Opattova,
A.; et al. Expression profile of miR-17/92 cluster is predictive of treatment response in rectal cancer. Carcinogenesis 2018, 39,
1359–1367. [CrossRef] [PubMed]

22. Gu, Y.; Zhang, M.; Peng, F.; Fang, L.; Zhang, Y.; Liang, H.; Zhou, W.; Ao, L.; Guo, Z. The BRCA1/2-directed miRNA signature
predicts a good prognosis in ovarian cancer patients with wild-type BRCA1/2. Oncotarget 2015, 6, 2397–2406. [CrossRef]
[PubMed]

23. Tsai, H.L.; Yang, I.P.; Huang, C.W.; Ma, C.J.; Kuo, C.H.; Lu, C.Y.; Juo, S.H.; Wang, J.Y. Clinical significance of microRNA-148a
in patients with early relapse of stage II stage and III colorectal cancer after curative resection. Transl. Res. 2013, 162, 258–268.
[CrossRef]

24. Ikediobi, O.N.; Davies, H.; Bignell, G.; Edkins, S.; Stevens, C.; O’Meara, S.; Santarius, T.; Avis, T.; Barthorpe, S.; Brackenbury, L.;
et al. Mutation analysis of 24 known cancer genes in the NCI-60 cell line set. Mol. Cancer Ther. 2006, 5, 2606–2612. [CrossRef]

25. Williams, J.R.; Zhang, Y.; Zhou, H.; Gridley, D.S.; Koch, C.J.; Slater, J.M.; Little, J.B. Overview of radiosensitivity of human tumor
cells to low-dose-rate irradiation. Int. J. Radiat. Oncol. Biol. Phys. 2008, 72, 909–917. [CrossRef]

26. Shen, Y.N.; Bae, I.S.; Park, G.H.; Choi, H.S.; Lee, K.H.; Kim, S.H. MicroRNA-196b enhances the radiosensitivity of SNU-638 gastric
cancer cells by targeting RAD23B. Biomed. Pharmacother. 2018, 105, 362–369. [CrossRef]

27. De Bacco, F.; Luraghi, P.; Medico, E.; Reato, G.; Girolami, F.; Perera, T.; Gabriele, P.; Comoglio, P.M.; Boccaccio, C. Induction of
MET by ionizing radiation and its role in radioresistance and invasive growth of cancer. J. Natl. Cancer Inst. 2011, 103, 645–661.
[CrossRef]

28. Lin, G.; Zheng, X.W.; Li, C.; Chen, Q.; Ye, Y.B. KRAS mutation and NF-κB activation indicates tolerance of chemotherapy and
poor prognosis in colorectal cancer. Dig. Dis. Sci. 2012, 57, 2325–2333. [CrossRef]

29. Wang, C.; Shao, S.; Deng, L.; Wang, S.; Zhang, Y. LncRNA SNHG12 regulates the radiosensitivity of cervical cancer through the
miR-148a/CDK1 pathway. Cancer Cell Int. 2020, 20, 554. [CrossRef]

30. Lopez-Bertoni, H.; Kozielski, K.L.; Rui, Y.; Lal, B.; Vaughan, H.; Wilson, D.R.; Mihelson, N.; Eberhart, C.G.; Laterra, J.; Green,
J.J. Bioreducible Polymeric Nanoparticles Containing Multiplexed Cancer Stem Cell Regulating miRNAs Inhibit Glioblastoma
Growth and Prolong Survival. Nano Lett. 2018, 18, 4086–4094. [CrossRef] [PubMed]

http://doi.org/10.1245/s10434-011-2209-y
http://doi.org/10.1186/s12935-019-0851-9
http://doi.org/10.1016/S0092-8674(04)00045-5
http://doi.org/10.7150/jca.14616
http://doi.org/10.7150/ijbs.40756
http://doi.org/10.1186/s12967-015-0592-z
http://doi.org/10.1016/j.ijrobp.2009.08.028
http://doi.org/10.1111/jcmm.14257
http://doi.org/10.3791/59514
http://doi.org/10.1080/01926230701320337
http://doi.org/10.3892/ijo_00000311
http://doi.org/10.1093/jnci/djw171
http://doi.org/10.1038/s41598-020-69345-9
http://doi.org/10.1186/s12920-014-0068-7
http://doi.org/10.1093/carcin/bgy100
http://www.ncbi.nlm.nih.gov/pubmed/30277504
http://doi.org/10.18632/oncotarget.2963
http://www.ncbi.nlm.nih.gov/pubmed/25537514
http://doi.org/10.1016/j.trsl.2013.07.009
http://doi.org/10.1158/1535-7163.MCT-06-0433
http://doi.org/10.1016/j.ijrobp.2008.06.1928
http://doi.org/10.1016/j.biopha.2018.05.111
http://doi.org/10.1093/jnci/djr093
http://doi.org/10.1007/s10620-012-2172-x
http://doi.org/10.1186/s12935-020-01654-5
http://doi.org/10.1021/acs.nanolett.8b00390
http://www.ncbi.nlm.nih.gov/pubmed/29927251


Biomedicines 2021, 9, 1371 15 of 15

31. Gentile, A.; Trusolino, L.; Comoglio, P.M. The Met tyrosine kinase receptor in development and cancer. Cancer Metastasis Rev.
2008, 27, 85–94. [CrossRef] [PubMed]

32. Parizadeh, S.M.; Jafarzadeh-Esfehani, R.; Fazilat-Panah, D.; Hassanian, S.M.; Shahidsales, S.; Khazaei, M.; Parizadeh, S.M.R.;
Ghayour-Mobarhan, M.; Ferns, G.A.; Avan, A. The potential therapeutic and prognostic impacts of the c-MET/HGF signaling
pathway in colorectal cancer. IUBMB Life 2019, 71, 802–811. [CrossRef] [PubMed]

33. Jia, Y.; Dai, G.; Wang, J.; Gao, X.; Zhao, Z.; Duan, Z.; Gu, B.; Yang, W.; Wu, J.; Ju, Y.; et al. C-MET inhibition enhances the response
of the colorectal cancer cells to irradiation in vitro and in vivo. Oncol. Lett. 2016, 11, 2879–2885. [CrossRef] [PubMed]

34. Lal, B.; Xia, S.; Abounader, R.; Laterra, J. Targeting the c-Met pathway potentiates glioblastoma responses to gamma-radiation.
Clin. Cancer Res. 2005, 11, 4479–4486. [CrossRef]

35. Cuneo, K.C.; Mehta, R.K.; Kurapati, H.; Thomas, D.G.; Lawrence, T.S.; Nyati, M.K. Enhancing the Radiation Response in KRAS
Mutant Colorectal Cancers Using the c-Met Inhibitor Crizotinib. Transl. Oncol. 2019, 12, 209–216. [CrossRef]

36. Kawamura, M.; Saigusa, S.; Toiyama, Y.; Tanaka, K.; Okugawa, Y.; Hiro, J.; Uchida, K.; Mohri, Y.; Inoue, Y.; Kusunoki, M.
Correlation of MACC1 and MET expression in rectal cancer after neoadjuvant chemoradiotherapy. Anticancer Res. 2012, 32,
1527–1531.

http://doi.org/10.1007/s10555-007-9107-6
http://www.ncbi.nlm.nih.gov/pubmed/18175071
http://doi.org/10.1002/iub.2063
http://www.ncbi.nlm.nih.gov/pubmed/31116909
http://doi.org/10.3892/ol.2016.4303
http://www.ncbi.nlm.nih.gov/pubmed/27073569
http://doi.org/10.1158/1078-0432.CCR-05-0166
http://doi.org/10.1016/j.tranon.2018.10.005

	Introduction 
	Materials and Methods 
	Patients and Tissue Specimens 
	miRNA Microarray 
	miRNA Expression by RT-qPCR 
	Putative Target Genes of miRNA-148a 
	Cell Culture and Irradiation 
	Cell Transfection 
	Cell Viability Assay 
	Colony Formation Assay 
	Cell Cycle and Apoptosis Analysis by Flow Cytometry 
	Western Blotting 
	Luciferase Reporter Assay 
	Animal Studies 
	Statistical Analysis 

	Results 
	Demographic Data 
	Differential miRNA Expression for pCR Prediction 
	miRNA-148a Overexpression Promoted Radiosensitivity in CRC Cell Lines 
	miRNA-148a Overexpression Led to Cell Cycle Changes in Irradiated CRC Cells 
	miRNA-148a Overexpression Enhanced Radiation-Induced Apoptosis in CRC Cells 
	miRNA-148a Overexpression Promoted Apoptosis in CRC Cells by Directly Targeting c-Met 
	miRNA-148a Overexpression Enhanced Tumor Response to Radiation in Nude Mice 
	miRNA-148a Overexpression Is Associated with a Favorable Prognosis in Patients with LARC Following NACRT 

	Discussion 
	Conclusions 
	References

