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Introduction

Breast cancer, one of the most common ma-
lignant tumors, becoming the most threatened 
killer of women health in the world. About one 
hundred thousand women were diagnosed with 
breast cancer and half of them died in the Unit-
ed States in 2015, according to the latest statis-
tics from American Cancer Society1,2. With the 
advances and progress made in chemotherapy, 
surgery, endocrine therapy, and molecular target 
therapy, the overall survival (OS) rates of breast 
cancer patients increased gradually compared to 
earlier years. However, breast cancer is still the 
second leading cause of cancer death in women3. 
Recurrence and metastasis are the main causes 
of highly cancer mortality in breast cancer pa-
tients, occurring in 20%-40% of patients treat-
ed according to NCCN guidelines each year4. 
Therefore, a better understanding of the regu-
latory mechanisms involved in these biological 
characteristics is urgently needed to overcome 
this devastating disease.

MicroRNAs (miRNAs) are small, endogenous 
non-coding RNAs composed of 19-23 nucleotides 
found in eukaryotic organisms, contributing to a 
variety of important physiological and pathological 
processes through post-transcriptional regulation 
of gene expression via mRNA degradation or ex-
pression inhibition of mRNA mainly by targeting 
the 3′-untranslated regions of mRNAs5-7. Numerous 
evidences reveled that miRNAs act as oncogenes 
or tumor suppressors in a variety types of cancer, 
such as lung cancer, prostate cancer, hepatic can-
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cer, and pancreatic cancer8-11. Moreover, a grow-
ing number of miRNAs were identified as critical 
regulators in human breast cancer. For example, 
by inhibiting translation of the messenger RNA 
encoding homeobox D10 (HOXD10), miR-10b can 
promote the invasion and metastasis of breast can-
cers12. Gwak et al13 also indicated that miR-9 was 
highly expressed and associated with the epitheli-
al-mesenchymal transition in breast cancer. More 
important, it has been reported that miR-99a was 
significantly reduced in breast cancer tissues and 
cell lines14,15. In addition, Wang et al15 revealed that 
miR-99a could suppress the malignancy of breast 
cancer cells through regulating HOXA1. Howev-
er, the underlying mechanism of mir-99a in breast 
cancer has not been fully identified so far.

The insulin-like growth factor 1 receptor (IGF-
1R) is a trans-membrane protein belonging to the 
large class of tyrosine kinase receptors which is 
activated by insulin-like growth factor 1 (IGF-
1) and IGF-217. IGF-1R is ubiquitously expressed 
not only in normal tissues but also in many ma-
lignancies and plays a critical role in the devel-
opment and progression in various human can-
cers18,19. In recent years, Law et al20 indicated that 
activated IGF-1R may be expressed in all breast 
cancer subtypes, regardless of estrogen receptor 
(ER) or HER2 status. Furthermore, IGF-1R has 
been demonstrated to be the main downstream of 
many micro RNAs, such as miR-7, miR-145, miR-
150, miR-181b, miR-223, miR-375, miR-63017,21-23. 
However, whether miR-99a has any function on 
IGF-1R remains unclear in breast cancer.

In this study, we revealed that over-expression 
of miR-99a could inhibit the proliferation, mi-
gration and invasion of breast cancer cell in vitro 
and suppress the xenograft growth in vivo. Mean-
while, we demonstrated that IGF-1R was a direct 
target of miR-99a in breast cancer.

Furthermore, down regulation of IGF-1R could 
mimic the function of miR-99a, suggesting that 
miR-99a is a potential tumor suppressor and may-
be a promising therapeutic target for the treatment 
of breast cancer.

Materials and Methods

Cell Culture
Human breast cancer cell line MDA-MB-231 

(Cell Bank of the Chinese Academy of Science, 
Shanghai, China) were maintained in Leibovitz’s 
L15 medium (Gibco, Carlsbad, CA, USA) supple-
mented with 10% fetal bovine serum (FBS, Invi-

trogen, Carlsbad, CA, USA), 100 units/mL peni-
cillin, and 100 ng/mL streptomycin at 37°C in a 
humidified condition with 5% CO2.

Lentivirus Packaging, Production and 
Establishment of Stable Cell Lines

A lentiviral packaging kit was purchased from 
Clontech (Mountain View, CA, USA). Pre-miR-
99a synthesized from Genscript (Piscataway, NJ, 
USA) was cloned into the lentivirus vector pM-
SCV-puro. pMSCV-miR-99a or the control vector 
(empty vector), together with the package vectors 
psPAX2 and pMD2.G were co-transfected in-
to HEK-293 cells. 72h later, the lentivirus-con-
taining medium was collected and infected into 
MDA-MB-231 cells. For the selection of stable 
breast cancer cell lines, MDA-MB-231 cells were 
cultured in 1 mg/ml puromycin for 10 days after 
infection. Then the relative expression of miR-99a 
was confirmed by Quantitative Real Time PCR.

Knockdown of IGF-1R by small 
Interfering RNA (siRNA)

IGF-1R-specific small interfering RNA (siRNA-
IGF-1R, 5’-CGACUAUCAGCAGCUGAAGTT-3’) 
and its negative control siRNA (siRNA-NC, 
5’-UUCUCCGAACGUGUCACGUdTdT-3’) were 
designed and chemically synthesized from Gene-
Pharma Company (Shanghai, China). The siRNA 
duplex was transfected into MDA-MB-231 cells us-
ing RNA iMax (Invitrogen, Carlsbad, CA, USA) at 
a final concentration of 100 nmol/L in a serum-free 
medium according to the standard protocol.

RNA Extraction and Quantitative 
Real-time PCR

Total RNA from MDA-MB-231 cells was iso-
lated using Trizol reagent (Invitrogen) and then 
reverse transcribed into cDNA by using AMV 
Reverse Transcriptase (Takara, Otsu, Shiga, Ja-
pan). Quantitative real-time PCR was performed 
using SYBR Green Master mix (Takara) with an 
Applied Biosystems 7300 Real Time PCR system 
(Foster City, CA, USA). Both RT and PCR prim-
ers were purchased from Ambion (Carlsbad, CA, 
USA). Beta-actin and U6 were used as internal 
control for sample loading and normalization. 
The 2-∆∆Ct method was applied to calculate the 
relative expression levels of miR-99a and IGF-1R.

Western-Blot
Total proteins of MDA-MB-231 cells were 

isolated using Nuclear and Cytoplasmic Protein 
Extraction Kit according to the manufacturer’s 
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instruction (Beyotime, Haimen, China). Protein 
samples were separated by 10% SDS-PAGE and 
subsequently transferred to nitrocellulose mem-
branes (Millipore Corp, Bedford, MA, USA). Af-
ter blocking with nonfat milk, membranes were 
incubated with primary antibody against IGF-1R 
or GAPDH purchased from Santa Cruz Biotech-
nology (1:1000 dilutions; Santa Cruz, CA, USA) 
at 4°C overnight, followed by incubation with a 
secondary horseradish peroxidase-conjugated 
IgG (1:2000 dilutions; Santa Cruz Biotechnolo-
gy, Santa Cruz, CA, USA) for 1 h at room tem-
perature. Immunoreactive bands were visualized 
using the enhanced chemiluminescence Western 
blotting detection system (Millipore). Staining 
intensity of the bands was measured using a den-
sitometer (Syngene, Braintree, UK) together with 
Genesnap and Genetools software (Syngene).

Luciferase Report Assay
The miR-NC or miR-99a expressed vector was 

co-transfected with IGF-1R-wild-type 3’UTR 
or IGF-1R-mutant-3’UTR plasmids(the seed re-
gion of miR-99a binding site was changed from 
UACGGGU to UACUUUA) in MDA-MB-231 
cells using Lipofectamine 2000 reagent (Invitro-
gen) according to the manufacturer’s instruction. 
24 hours post-transfection, cells were harvest-
ed and the luciferase activity was measured by 
Promega (Madison, WI, USA) Dual-luciferase 
assay system. The values measured from the miR-
99a expressed vector and wild-type 3’UTR plas-
mid were set as 100%. 

Cell Proliferation Assays
3-(4,5)-dimethylthiahiazo(-z-y1)-3,5-di-phe-

nytetrazoliumromide (MTT, Roche, Mannheim, 
Germany) was performed to measure the prolifer-
ation of breast cancer cells. All cells were seeded 
into 96-well plates (1×103 cells/well) and allowed 
to attach overnight. Each group contained six 
wells. On each day of five consecutive days, the 
medium was removed and 20 μl of MTT (5 mg/ml 
in PBS) was added to each well. After incubated 
at 37°C for 4 h, the supernatants were carefully 
aspirated, and 100 μl of dimethyl sulfoxide (DM-
SO) was added to stop the reaction. Absorbance 
values at 570 nm were measured on a Microplate 
Reader (Bio-Rad, Los Angeles, CA, USA).

Scratch-Wound Assay
Cells were seeded in 24-well plates and main-

tained until grown to confluence. Then, a wound 
was created manually using a 200 μl pipette tip. 

After washed with phosphate buffer saline three 
times, the floating debris was removed and the 
cells were further incubated for 48h. The migra-
tion distance was observed at two-time points 
(0 and 48 hours) using a reversed microscope 
(Olympus) at 100 × magnification. Image J was 
used to analysis the relative migration ability of 
cells (setting the gap width at 0 hour as 0%).

Invasion Assessment
The cell invasion ability was detected using 

a Transwell membrane (8μm pore size, Costar, 
Cambridge, MA, USA) coated with Matrigel (BD 
Biosciences, San Jose, CA, USA). A total number 
of 1x105 cells per well were cultured in the upper 
chamber, while 20% FBS was added to the low-
er compartment as a chemoattractant. Following 
48 h incubation, non-invading cells were scraped 
by a cotton swab. The invaded cells were fixed 
with 100% methanol for 10 min, stained in 0.5% 
crystal violet for 20 min, and then photographed 
by a light microscope (Olympus, Tokyo, Japan) at 
200 x magnification. Also invaded cells were then 
immerged in 33% ice-cold acetic acid for 10 min 
and absorbance at 570 nm was assessed by a mi-
croplate reader (Bio-Rad). The values of negative 
control were set as 100%.

Tumor Formation Assay
Two stable cell lines (1x107 cells) were sus-

pended in 200 μl of PBS and injected subcuta-
neously into the left and right back of 4-week-old 
nude mice respectively (Cancer Institute of the 
Chinese Academy of Medical Science). Tumor 
volumes were measured once every 4 days for 
28 days using the following formula: volume = 
length x width2/2. Later, all mice were sacrificed 
and tumors were removed and weighed.

Statistical Analysis
Two groups were compared using Student’s 

t-test, whereas analysis of variance (ANOVA) fol-
lowed by Dunnett’s multiple comparison test was 
used in order to compare more than two groups. 
All dates were processed with SPSS 20.0 (SPSS 
Inc., Chicago, IL, USA). p<0.05 was considered 
to indicate a statistically significant difference.

Results
Over-Expression of miR-99a Suppresses 
Proliferation, Migration and Invasion 
of MDA-MB-231 Cells

To further test the effects of miR-99a on breast 
cancer cells, MDA-MB-231 cells were infected 
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with a lentivirus expression pre-miR-99a. First, 
qRT-PCR was utilized to detect the expression 
levels of miR-99a. As shown in Figure 1A, miR-
99a transcripts were increased markedly after 
lentivirus infection, compared to control cells 
(p < 0.01). Then, the function of miR-99a on the 
proliferation of breast cancer cells was detected 
by MTT assay. The results suggested that the 
proliferation slightly changed within 0-3 days. 
Within 3-5 days, miR-99a caused inhibition of 
cell proliferation significantly when compared 
with controls (p < 0.05, Figure 1B). Meanwhile, 
the scratch-wound assay was performed to evalu-
ate cell migration capability. Compared with the 
control group, over-expression of miR-99a great-
ly decreased the scratch wounds closure and in-
hibited cell migration rate (p < 0.01, Figure 2A). 
Furthermore, cell invasive ability was assessed by 
matrigel-coated transwell chambers. The results 
in Figure 2B showed that the invasive capacity of 
MDA-MB-231 cells was reduced obviously after 
up-regulation of miR-99a (p < 0.01). Taken to-
gether, above results demonstrated that miR-99a 
could repress the proliferation, migration and in-
vasion of breast cancer cells.

Over-Expression of miR-99a Inhibits 
Xenograft Growth in vivo

To examine whether miR-99a have any impact 
on the development and progression of breast 
cancer in vivo, we inoculated MDA-MB-231 cells 

expressing miR-NC or miR-99a into the left and 
right flank of nude mice and recorded the tumor 
volumes once every four days by a caliper till the 
end of this experiments, 28 days of post-induc-
tion. The results are consistent with the observa-
tion in vitro that miR-99a inhibits the proliferation 
of MDA-MB-231 cells (p < 0.05, Figure 3A). At 
the time of sacrifice, a significant difference of tu-
mor weight was observed between miR-NC- and 
miR-99a-expressing breast cancer cells, tumor 
mass was suppressed greatly in miR-99a-express-
ing MDA-MB-231 cells (p < 0.01, Figure 3B).

miR-99a Directly Targets IGF-1R 3’UTR in 
Breast Cancer Cells

We used two algorithm programs PicTar (http://
pictar.mdc-berlin.de/) and TargetScan (http://
www.targetscan.org/) to determine the potential 
direct targets of miR-99a. The results suggested 
that IGF-1R, which is considered as a key regu-
lator in the pathogenesis and treatment of breast 
cancers17-19, has a putative binding sites of miR-
99a (Figure 4A) and may be a candidate target of 
miR-99a. Firstly, qRT-PCR and western blot anal-
ysis were applied to examine the effect of miR-
99a on the mRNA and protein expression levels 
of IGF-1R. As revealed in Figure 4B and 4C, 
up-regulation of miR-99a markedly decreased 
the expression levels of IGF-1R in MDA-MB-231 
cells. To further confirm our hypothesis, IGF-
1R-wild-type 3’UTR and IGF-1R-mutant-3’UTR 

Figure 1. Up-regulation of miR-99a suppresses proliferation of MDA-MB-231 cells in vitro. (A) The relative expression of 
miR-99a was detected by qRT-PCR in MDA-MB-231 cells. The average miR-99a expression was normalized to U6 expression. 
(B) Cell proliferation rates were measured at different time points (1, 2, 3, 4 and 5 days) and the absorbance at 570 nm was 
recorded. Data are shown as mean ± SEM (n=3), *p < 0.05, **p < 0.01.
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Figure 2. Over-expression of miR-99a inhibits migration and invasion in MDA-MB-231 cells. (A) Scratch-wound assay was 
applied to detected cell migration rate. Gap distances were measured at time point 0 and 48 h to quantify migration rate. (B)
Invasion capability was measured by transwell assay in MDA-MB-231cells. Data are shown as mean ± SEM (n=3), **p < 0.01.

Figure 3. Over-expression of miR-99a repressed the growth of established tumors in vivo. (A) MDA-MB-231cells were in-
jected subcutaneously into BAL B/c nude mice. The tumor volumes were noted lasting 4 weeks. (B) Tumor-bearing mice were 
sacrificed and the tumor weights were measured. Data are shown as mean ± SEM (n=3), *p < 0.05, **p < 0.01.
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luciferase reporter plasmid was constructed and 
co-transfected with miR-99a or miR-NC expres-
sion vector. As a consequence, the Luciferase 
activity was significantly lower when miR-99a 
was up-regulated by miR-99a expression vector, 
whereas the Luciferase expression level with the 
IGF-1R-mutant-3’UTR was not affected by miR-
99a (Figure 4B). These results suggested that IGF-
1R is a direct downstream of miR-99a in breast 
cancer cells.

IGF-1R Plays a Critical Role in 
miR-99a-Mediated Malignancy in Breast 
Cancer Cells

With the purpose of identifying the role of 
IGF-1R on the malignancy of breast cancer cells, 
RNAi approach was used to down-regulate IGF-
1R expression. The data of qPCR and Western 
blot assay showed that the endogenous expres-
sion levels of IGF-1R were repressed significantly 
(Figure 5A and 5B) post-transfection of specific 
interfering IGF-1R in MDA-MB-231 cells. The 
effects of IGF-1R siRNA on the proliferation of 
breast cancer cells was detected by MTT assay. 

As shown in Figure 5C, compared to the control 
group, knockdown of IGF-1R resulted in a signifi-
cantly decreased proliferation of MDA-MB-231 
cells (Figure 5C). Also, we used Scratch-wound 
assay and Transwell assay to check the migratory 
ability and invasiveness of breast cancer cells. As 
shown in Figure 6A and 6B, down-regulation of 
IGF-1R impeded the migratory ability of MDA-
MB-231 cells. Corresponding effects on invasive-
ness were also observed in the Transwell assay. 
These results are in keeping with the previous 
findings that over-expression of miR-99a can sup-
press malignancy of breast cancer cells. In con-
clusion, these data provided further evidence that 
IGF-1R is a direct and functional target of miR-
99a in breast cancer cells.

Discussion

In recent years, multiple researches have 
strongly supported miRNAs are important play-
ers not only in the numerous important cellular 
functions, including proliferation, differentiation, 

Figure 4. IGF-1R is identified as a direct target of miR-99a in vitro. (A) Sequences of miR-99a-binding site within 3’UTR 
of IGF-1R and mutated nucleotides in 3’UTR of IGF-1R. (B) The relative luciferase activity was detected by Dual Luciferase 
Reporter Assay System 48h after transfection. (C-D) qRT-PCR and western blot were performed to analyze the expression of 
IGF-1R in mRNA and protein levels in MDA-MB-231 cells. Data are shown as mean ± SEM (n=3), *p < 0.05, **p < 0.01.
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Figure 6. Down-regulation of IGF-1R suppresses MDA-MB-231 cell migration and invasion. (A) Scratch-wound assay in 
MDA-MB-231cells with different expression level of IGF-1R. Gap distances were measured and images were obtained at time 
point 0 and 48 h to quantify migration rate. (B) Transwell assay in MDA-MB-231cells with different expression level of IGF-
1R was measured. Data are shown as mean ± SEM (n=3), *p < 0.05, **p < 0.01.

Figure 5. Down-regulation of IGF-1R suppresses cell proliferation of MDA-MB-231 cells. (A-B) The mRNA and protein 
expression level of IGF-1R were detected by qRT-PCR and Western blotting assay in MDA-MB-231 cells after treated with 
siRNA. (C) The cell proliferation of MDA-MB-231with different expression level of IGF-1R was analyzed by MTT assay. Data 
are shown as mean ± SEM (n=3), *p < 0.05, **p < 0.01.
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cell cycle control and apoptosis but also in the ini-
tiation and progression of tumors24-27.

Abnormal expression of miRNAs may cause dys-
regulation of oncogenes or tumor suppressor genes, 
subsequently affecting the genesis and progression of 
variety types of cancer, such as lung cancer, breast 
cancer, prostate cancer, hepatic cancer, and pancre-
atic cancer8-10,28,29. Recently, miR-99a was reported as 
a key regulator in tumorigenesis, multiple studies30-31 
have demonstrated miR-99a act as tumor suppressor 
in many types of cancers, including NSLC, bladder 
cancer, prostate cancer, anaplastic thyroid cancer, oral 
cancer and cervical cancer. In breast cancers, miR-99a 
was acknowledged to be a tumor suppressor via tar-
geting different targets14,16. However, the intracellular 
environments of different cells are diversity. Whether 
IGF-1R can be regulated by miR-99a in breast cancer 
needs to be explored, making a contribution to the 
new therapeutic target in breast cancer.

In recent years, growing evidence shows that 
IGF-1R and its ligands may contribute to human 
cancer progression34. Abnormal expression of 
IGF-1R could active various downstream sig-
naling pathways, such as PI3K/AKT, MAPK/
ERK, EP2/EP4, RAS/RAF/ERK signaling path-
ways35-39, which are key mediators of the prolifer-
ation and apoptosis in malignant tumors. More-
over, aberrant expression of IGF-1R may involve 
in the progression of epithelial-mesenchymal 
transition (EMT) and function as an important 
regulator of cell migration and invasion17.

In this study, we confirmed that over-expres-
sion of miR-99a could markedly repressed breast 
cancer cell proliferation, migration and invasion 
in vitro and decreased the growth of implant tu-
mors in vivo. The mRNA and protein level of 
IGF-1R was down-regulated after up-regulating 
of miR-99a. Also, we applied luciferase reporter 
assay and the result showed that miR-99a could 
bind to the 3’-UTR of IGF-1R efficiently. More-
over, knockdown of IGF-1R could also suppress 
MDA-MB-231 cells’ proliferation, migration and 
invasion. These results observably proved that 
miR-99a directly targets IGF-1R and functions as 
a tumor suppressor in breast cancer.

Conclusions 

Our findings demonstrated that miR-99a di-
rectly down-regulating IGF-1R and plays a critical 
role in the proliferation, migration and invasion of 
breast cancer cell. These results not only indicate 
that miR-99a may serve as a tumor suppressor 
gene involved in breast cancer pathogenesis, but 

also provide a rationale for miR-99a regarded as 
an important biomarker for prognosis and anti-
cancer therapy in breast cancer in the future. 

Acknowledgement
This work was funded by National Key Basic Research 
Program of China, grant number 2014CB744500. The 
authors thank all the staff at the Department of Anes-
thesiology and Department of General Surgery in Jin-
ling Hospital.

Conflicts of interest
The authors declare no conflicts of interest.

Reference

 1) Siegel Rl, MilleR KD, JeMal a. Cancer statistics, 
2015. CA Cancer J Clin 2015; 65: 5-29.

 2) DeSantiS Ce, FeDewa Sa, goDing SaueR a, KRaMeR Jl, 
SMith Ra, JeMal a. Breast cancer statistics, 2015: 
Convergence of incidence rates between black and 
white women. CA Cancer J Clin 2015; 66: 31-42.

 3) KohleR Ba, SheRMan Rl, howlaDeR n, JeMal a, RyeR-
Son aB, henRy Ka, BoSCoe FP, CRonin Ka, laKe a, 
noone aM, henley SJ, eheMan CR, anDeRSon Rn, 
PenBeRthy l. Annual Report to the Nation on the 
Status of Cancer, 1975-2011, Featuring Incidence 
of Breast Cancer Subtypes by Race/Ethnicity, 
Poverty, and State. J Natl Cancer Inst 2015; 107: 
djv048- djv048.

 4) DeSantiS C, Ma J, BRyan l, JeMal a. Breast cancer 
statistics, 2013. CA Cancer J Clin 2014; 64: 52-62.

 5) BaRtel DP. MicroRNAs: genomics, biogenesis, 
mechanism, and function. Cell 2004; 116: 281-297.

 6) CaRRington JC, aMBRoS V. Role of microRNAs in 
plant and animal development. Science 2003; 
301: 336-338.

 7) lin h, gRegoRy J. MiRNA: Small RNAs with a big 
role in gene regulation. Nature 2006; 5: 522-531.

 8) lee eJ, guSeV y, Jiang J, nuoVo gJ, leRneR MR, 
FRanKel wl, MoRgan Dl, PoStieR Rg, BRaCKett DJ, 
SChMittgen tD. Expression profiling identifies mi-
croRNA signature in pancreatic cancer. Int J Can-
cer 2007; 120: 1046-1054.

9) MuRaKaMi y, yaSuDa t, Saigo K, uRaShiMa t, toyoDa h, 
oKanoue t, ShiMotohno K. Comprehensive analy-
sis of microRNA expression patterns in hepato-
cellular carcinoma and non-tumorous tissues. 
Oncogene 2006; 25: 2537-2545.

10) wu D, Zhou y, Pan h, Qu P, Zhou J. microRNA-99a 
inhibits cell proliferation, colony formation abili-
ty, migration and invasion by targeting fibroblast 
growth factor receptor 3 in prostate cancer. Mol 
Med Report 2015; 11: 1469-1475.

11) yu Sh, Zhang Cl, Dong FS, Zhang yM. miR-99a 
Suppresses the Metastasis of Human Non-Small 
Cell Lung Cancer Cells by Targeting AKT1 Signal-
ing Pathway. J Cell Biochem 2015; 116: 268-276.



MiR-99a suppress proliferation, migration and invasion through regulating insulin-like growth IGF-1R

1763

12) Ma l, teRuya-FelDStein J, weinBeRg Ra. Tumour inva-
sion and metastasis initiated by microRNA-10b in 
breast cancer. Nature 2007; 449: 682-688.

13) gwaK JM, KiM hJ, KiM eJ, Chung yR, yun S, Seo an, lee 
hJ, PaRK Sy. MicroRNA-9 is associated with epitheli-
al-mesenchymal transition, breast cancer stem cell 
phenotype, and tumor progression in breast cancer. 
Breast Cancer Res Treat 2014; 147: 39-49.

14) hu y, Zhu Q, tang l. MiR-99a antitumor activity 
in human breast cancer cells through targeting of 
mTOR expression. PLoS One 2014; 9: e92099.

15) e.-h. Sun, Q. Zhou, K.-S. liu, w. wei, C.-M. wang, 
X.-F. liu, C. lu, D.-y. Ma. Screening miRNAs re-
lated to different subtypes of breast cancer with 
miRNAs microarray. Eur Rev Med Pharmacol Sci 
2014; 18: 2783-2788.

16) wang X, li y, Qi w, Zhang n, Sun M, huo Q, Cai C, lV 
S, yang Q. MicroRNA-99a inhibits tumor aggressive 
phenotypes through regulating HOXA1 in breast can-
cer cells. Oncotarget 2015; 6: 32737-32747.

17) Zhao X, Dou w, he l, liang S, tie J, liu C, li t, lu 
y, Mo P, Shi y, wu K, nie y, Fan D. MicroRNA-7 
functions as an anti-metastatic microRNA in gas-
tric cancer by targeting insulin-like growth factor-1 
receptor. Oncogene 2013; 32: 1363-1372.

18) ouBan a, MuRaCa P, yeatMan t, CoPPola D. Expression 
and distribution of insulin-like growth factor-1 receptor in 
human carcinomas. Hum Pathol 2003; 34: 803-808.

19) Chen hX, ShaRon e. IGF-1R as an anti-cancer tar-
get-trials and tribulations. Chin J Cancer 2013; 32: 
242-252.

20) law Jh, haBiBi g, hu K, MaSouDi h, wang My, StRat-
FoRD al, PaRK e, gee JM, Finlay P, JoneS he, niCholSon 
Ri, CaRBoni J, gottaRDiS M, PollaK M, Dunn Se. Phos-
phorylated insulin-like growth factor-i/insulin receptor 
is present in all breast cancer subtypes and is related 
to poor survival. Cancer Res 2008; 68: 10238-10246.

21) FaRhana l, DawSon Mi, MuRSheD F, DaS JK, RiShi aK, 
Fontana Ja. Upregulation of miR-150* and miR-630 
induces apoptosis in pancreatic cancer cells by tar-
geting IGF-1R. PLoS One 2013; 8: e61015- e61015.

22) Shi B, SePP-loRenZino l, PRiSCo M, linSley P, BaSeRga 
R. Micro RNA 145 targets the insulin receptor sub-
strate-1 and inhibits the growth of colon cancer 
cells. J Biol Chem 2007; 282: 32582-32590.

23) Shi ZM, wang XF, Qian X, tao t, wang l, Chen 
QD, wang XR, Cao l, wang yy, Zhang JX, Jiang 
t, Kang CS, Jiang Bh, liu n, you yP. MiRNA-181b 
suppresses IGF-1R and functions as a tumor sup-
pressor gene in gliomas. RNA 2013; 19: 552-560.

24) leRMan g, aViVi C, MaRDouKh C, BaRZilai a, teSSone 
a, gRaDuS B, PaVlotSKy F, BaRShaCK i, PolaK-ChaRCon 
S, oRenStein a, hoRnStein e, SiDi y, aVni D. MiRNA 
expression in psoriatic skin: reciprocal regulation 
of hsa-miR-99a and IGF-1R. PLoS One 2011; 6: 
e20916- e20916.

25) huang XP, hou J, Shen Xy, huang Cy, Zhang Xh, Xie 
ya, luo Xl. MicroRNA-486-5p, which is downreg-
ulated in hepatocellular carcinoma, suppresses 
tumor growth by targeting PIK3R1. FEBS J 2015; 
282: 579-594.

26) wu Q, yang Z, an y, hu h, yinCJ, Zhang P, nie y, wu 
K, Shi y, Fan D. MiR-19a/b modulate the metastasis of 
gastric cancer cells by targeting the tumour suppres-
sor MXD1. Cell Death Dis 2014; 5: e1144- e1144.

27) Zhan M, Qu Q, wang g, liu yZ, tan Sl, lou Xy, yu 
J, Zhou hh. Let-7c inhibits NSCLC cell prolifera-
tion by targeting HOXA1. Asian Pac J Cancer Prev 
2013; 14: 387-392.

28) lin h, gRegoRy J. MiRNA: Small RNAs with a big 
role in gene regulation. Nature 2006; 5: 522-531.

29) ioRio MV, FeRRaCin M, liu Cg, VeRoneSe a, SPiZZo R, 
SaBBioni S, MagRi e, PeDRiali M, FaBBRi M, CaMPiglio 
M, MénaRD S, PalaZZo JP, RoSenBeRg a, MuSiani P, 
Volinia S, nenCi i, Calin ga, QueRZoli P, negRini M, 
CRoCe CM. MicroRNA gene expression deregula-
tion in human breast cancer. Cancer Res 2005; 
65: 7065-7070.

30) Chou Ky, lin JF, tSai tF, Chen he, lin yC, hwang ti. 
miR-99a acts as tumor suppressor via targeting 
to MTOR in human bladder cancer cells. Urol Sci 
2015; 26: S44-S45.

31) huang h, luo X, wu S, Jian B. MiR-99a Inhibits Cell 
Proliferation and Tumorigenesis through Target-
ing mTOR in Human Anaplastic Thyroid Cancer. 
Asian Pac J Cancer Prev 2014; 16: 4937-4944.

32) Kuo yZ, tai yh, lo hi, Chen yl, Cheng hC, Fang 
wy, lin Sh, yang Cl, tSai St, wu lw. MiR-99a ex-
erts anti-metastasis through inhibiting myotubu-
larin-related protein 3 expression in oral cancer. 
Oral Dis 2014; 20: e65-e75.

33) wang l, Chang l, li Z, gao Q, Cai D, tian y, Zeng 
l, li M. miR-99a and-99b inhibit cervical cancer 
cell proliferation and invasion by targeting mTOR 
signaling pathway. Med Oncol 2014; 31: 1-8.

34) li J, Fang R, gong Q, wang J. miR-99b suppress-
es IGF-1R expression and contributes to inhibition 
of cell proliferation in human epidermal keratino-
cytes. Biomed Pharmacother 2015; 75: 159-164.

35) PollaK M. Insulin and insulin-like growth factor signal-
ling in neoplasia. Nat Rev Cancer 2008; 8: 915-928.

36) Cao Z, liu lZ, DiXon Da, Zheng JZ, ChanDRan B, 
Jiang Bh. Insulin-like growth factor-I induces cy-
clooxygenase-2 expression via PI3K, MAPK and 
PKC signaling pathways in human ovarian cancer 
cells. Cell Signal 2007; 19: 1542-1553.

37) taKahaShi t, uehaRa h, ogawa h, uMeMoto h, 
BanDo y, iZuMi K. Inhibition of EP2/EP4 signaling 
abrogates IGF-1R-mediated cancer cell growth: 
involvement of protein kinase C-θ activation. On-
cotarget 2015; 6: 4829-4844.

38) Zhang y, gooDFellow R, li y, yang S, winteRS CJ, 
thiel Kw, leSlie KK, yang B. NEDD4 ubiquitin ligase 
is a putative oncogene in endometrial cancer that 
activates IGF-1R/PI3K/Akt signaling. Gynecol On-
col 2015; 139: 127-133.

39) Xu y, huang J, Ma l, Shan J, Shen J, yang Z, liu 
l, luo y, yao C, Qian C. MicroRNA-122 confers 
sorafenib resistance to hepatocellular carcinoma 
cells by targeting IGF-1R to regulate RAS/RAF/
ERK signaling pathways. Cancer Lett 2016; 371: 
171-181.


