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Abstract. – OBJECTIVE: The aim of this study 
was to detect the expression level of microR-
NA-199 in acute myeloid leukemia (AML). Mean-
while, we also investigated whether microRNA-199 
could inhibit the proliferation and promote apop-
tosis of AML cells by regulating caspase-3.  

PATIENTS AND METHODS: The expression 
level of microRNA-199 in peripheral blood sam-
ples of AML patients and healthy controls was 
determined using Real Time-quantitative Poly-
merase Chain Reaction (RT-qPCR). Similarly, 
microRNA-199 expression was also detected 
in AML cells and human medullary cells. The 
overexpression plasmid of microRNA-199 was 
constructed and transfected into cells. Subse-
quently, the regulatory effects of microRNA-199 
on the proliferation, cell cycle, apoptosis, in-
vasion and migration were accessed. The rela-
tionship between microRNA-199 and caspase-3 
expression was further elucidated by Western 
blot and RT-qPCR. 

RESULTS: MicroRNA-199 was lowly expressed 
in peripheral blood of AML patients and AML 
cell lines than normal controls. The overexpres-
sion of microRNA-199 significantly decreased 
proliferative, invasive and migratory capacities 
of AML cells, whereas markedly increased apop-
totic rate. Western blot results showed that 
microRNA-199 increased caspase-3 expression 
in AML cells. Rescue experiments demonstrated 
that microRNA-199 inhibited malignant progres-
sion of AML by targeting caspase-3.  

CONCLUSIONS: MicroRNA-199 is lowly ex-
pressed in AML patients. Furthermore, it inhib-
its the malignant progression of AML by target-
ing caspase-3.

Key Words
MicroRNA-199, Caspase-3, Acute myeloid leukemia 

(AML), Malignant progression. 

Introduction

Acute leukemia (AL) is a malignant hemato-
logical disease caused by excessive proliferation 
of hematopoietic cells and infiltration into various 
tissues and organs. AL can eventually result in a 
series of clinical manifestations1. Currently, it is 
the most common childhood malignant tumor in 
China. The incidence rate of males is higher than 
that of females2. AL cells can infiltrate into various 
tissues and organs, causing various symptoms and 
signs. This includes liver swelling, splenomegaly 
and lymphedema, bone and joint pain, headache, 
nausea and vomiting3-5. Acute myeloid leukemia 
(AML) is a common type of pediatric AL4. It has 
been found that infections, bleeding, anemia and 
vital organ failure secondary to extramedullary in-
filtration are important causes of death in leukemia 
patients. Therefore, the infiltration characteristics 
of leukemia cells have been well concerned3-5.

The early diagnosis and treatment of AML de-
pend on an in-depth understanding of its mech-
anism6. However, due to the complexities of the 
occurrence and development of AML, the specif-
ic mechanism has not been fully clarified. A large 
number of genes and pathways are involved in the 
pathogenic progression of AML7,8. Specific roles 
and significances of related factors may contribute 
to AML development9,10. In recent years, studies 
have shown that microRNAs are closely related to 
the occurrence and development of a variety of ma-
lignant tumors. Due to pronounced biological func-
tions of microRNAs, they have been well studied11.

MicroRNA is an endogenous, non-coding 
small RNA consisting of 18-22 nucleotides. It is a 
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single-stranded RNA precursor containing a hair-
pin structure of about 70 bases in length, which is 
processed by Dicer. A 5’-terminal phosphate group 
and a 3’-hydroxyl group are positioned at the 3’- 
or 5’-end of RNA precursor, respectively12-15. Mi-
croRNA was first discovered in 1993. Previous 
studies16,17 have shown that it is widely expressed 
in humans, fruit flies, plants and other organisms. 
More than 1,000 microRNAs have been found 
in the human genome. MicroRNAs have highly 
conserved sequences, which are capable of regu-
lating gene expression by inhibiting or degrading 
mRNA of target genes. Functionally, they can reg-
ulate multiple biological processes, such as early 
development, cell proliferation, apoptosis and dif-
ferentiation18-22. Furthermore, potential roles of mi-
croRNA in tumors have been reported, including 
chromosomal recombination regulation, gene im-
printing, epigenetic regulation, nuclear transport, 
mRNA splicing and translation20-22. 

MicroRNA-199 was first cloned from mouse 
cells in 2003. It contains two miRNA precur-
sors, namely pre-microRNA-199a-1 derived from 
chromosome 19 and pre-microRNA-199a-2 de-
rived from chromosome 1. Two different mature 
microRNAs are lysed by Dicer, including mi-
croRNA-199a-5p and microRNA-199a-3p. Due to 
different sequences and mRNA targets, microR-
NA-199a-5p and microRNA-199a-3p have differ-
ent mRNA targets and exert varying biological 
functions23-26. However, whether microRNA-199 
participates in the pathogenesis of AML has not 
been fully elucidated.

In this study, we first detected microRNA-199 
expression in peripheral blood of AML patients 
and healthy controls. Furthermore, we explored 
the regulatory effects of microRNA-199 on bi-
ological performances of AML cells. Here, we 
aimed to elucidate the potential role of microR-
NA-199 in the AML development. 

Patients and Methods

Patients and AML Samples
45 newly diagnosed AML patients who were 

admitted to the Pediatric Department were se-
lected in this study. Enrolled AML patients were 
diagnosed according to pathological and clinical 
features. Meanwhile, 45 healthy people were en-
rolled as normal controls. The study has been ap-
proved by the Ethics Committee of our hospital. 
The signed informed consent was obtained from 
patients and their families before the study.

Cell Culture
6 human AML cell lines (AML2, AML5, 

AML193, HL-60, Kasumi-1, and U937) and 1 
human medullary cell line (HS-5) were provided 
by the American Type Culture Collection (ATCC; 
Manassas, VA, USA). Cells were cultured in Dul-
becco’s Modified Eagle’s Medium (DMEM; Hy-
Clone, South Logan, UT, USA) containing 10% 
fetal bovine serum (FBS; Gibco, Grand Island, 
NY, USA) in a 37°C, 5% CO2 incubator.

Cell Transfection
We authorized GenePharma Biotechnology 

Co., Ltd (Shanghai, China) to construct overex-
pression plasmid of microRNA-199 and the corre-
sponding negative control. Cells were first seeded 
into 6-well plates. When the confluence was up to 
70%, cell transfection was performed according 
to the instructions of Lipofectamine 2000 (Invi-
trogen, Carlsbad, CA, USA). 48 hours later, the 
transfected cells were harvested for subsequent 
experiments. 

Cell Proliferation Assay
The transfected cells were plated into 96-well 

plates at a density of 2000 cells per well. After 
culturing for 6 h, 24 h, 48 h, and 72 h, respective-
ly, 10 μL of cell counting kit-8 (CCK-8) (Dojin-
do Laboratories, Kumamoto, Japan) reagent was 
added in each well. After 2 hours of incubation 
in the dark, the optical density (OD) value at the 
wavelength of 490 nm was measured using a mi-
croplate reader.

Flow Cytometry Analysis 
of Cell Apoptosis

AML cells were pre-seeded into 6-well plates. 
After specific treatment for 24 h, the cells were 
washed with phosphate-buffered saline (PBS) 
twice and re-suspended in the binding buffer for 
15 min in the dark. Then the cells were then in-
cubated with 5 μL of Annexin V-fluorescein iso-
thiocyanate (FITC) and 5 μL of Propidium Iodide 
(PI) (Solarbio, Beijing, China) in the dark. Finally, 
cell apoptosis was detected using flow cytometry. 

Flow Cytometry Analysis 
of Cell Cycle

AML cells were pre-seeded into 6-well plates. 
After specific treatment for 24 h, the cells were 
washed with PBS twice and fixed with 70% pre-
cooled ethanol overnight. On the next day, the 
cells were washed with PBS for discarding the re-
maining ethanol, followed by incubation with 0.6 
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mL of PI in the dark for 30 min. The cell cycle 
was finally detected using flow cytometry. 

Transwell Assay
Cells were digested and re-suspended in se-

rum-free medium and the cell density was adjust-
ed to 2.0×105/mL. Transwell chamber containing 
Matrigel or not was placed in a 24-well plate. 200 
μL of cell suspension and 500 μL of medium con-
taining 10% FBS were added to the upper and 
lower chamber, respectively. After 48 hours of 
culture, the chamber was removed. Subsequently, 
the cells were fixed with 4% paraformaldehyde for 
30 min and stained with crystal violet for 15 min. 
The inner layer cells were carefully removed. 5 
fields were randomly selected for each sample, 
and the number of penetrating cells was counted.

Real Time-Quantitative Polymerase 
Chain Reaction (RT-qPCR)

Total RNA was extracted from AML cells us-
ing TRIzol reagent (Invitrogen, Carlsbad, CA, 
USA). Extracted RNA was reverse transcribed 
into complementary deoxyribose nucleic acid 
(cDNA) using Primescript RT Reagent (TaKaRa, 
Otsu, Shiga, Japan). RT-qPCR was performed in 
strict accordance with SYBR® Premix Ex TaqTM 
(TaKaRa, Otsu, Shiga, Japan), and StepOne Plus 
Real-time PCR System (Applied Biosystems, Fos-
ter City, CA, USA). Primers used in this study 
were as follows: microRNA-199: 5’-AGAGGGGT-
GGAGGGGAGACTAG-3’; U6: 5’-TGCGGGT-
GCTCGCTTCGGCAGC-3’; Caspase-3: forward: 
5’-TTGGGAACCAGGACCGTGT-3’, reverse: 
5’-CCAGGGATCTGTTCTTGC-3’; β-actin: for-
ward: 5’-CCTGGCACCCAGCACAAT-3’, reverse: 
5’-TGCCGTAGGTGTCCCTTTG-3’. 

Western Blot
Total protein was extracted using RIPA cell ly-

sate (Beyotime, Shanghai, China). Protein samples 
were separated by sodium dodecyl sulphate-poly-
acrylamide gel electrophoresis (SDS-PAGE) and 
transferred onto polyvinylidene difluoride (PVDF) 
membranes (Millipore, Billerica, MA, USA). Af-
ter blocking with the blocking solution for 1 h, the 
membranes were incubated with primary antibody 
at room temperature for 2 h. After washing with 
Tris-Buffered Saline and Tween 20 (TBST), the 
corresponding secondary antibody was used for 
incubation at room temperature for 2 h. Immuno-
reactive bands were visualized by the enhanced 
chemiluminescence method (Thermo Fisher Sci-
entific, Waltham, MA, USA).

Statistical Analysis
Statistical Product and Service Solutions (SPSS) 

22.0 (IBM, Armonk, NY, USA) was used for all 
statistical analyses. Data were expressed as mean ± 
standard deviation. Continuous variables were an-
alyzed using t-test, and categorical variables were 
analyzed using χ2 test or Fisher’s exact test. p<0.05 
was considered statistically significant.

Results

MicroRNA-199 Was Lowly Expressed 
in AML Tissues and Cell Lines

We first detected microRNA-199 expression 
in peripheral blood samples of 45 AML patients 
and healthy controls by RT-qPCR. Compared 
with healthy controls, the expression of mi-
croRNA-199 in peripheral blood of AML pa-
tients was significantly lower (Figure 1A). Mi-

A B

Figure 1. A, Expression of microRNA-199 in 45 pairs of AML tissues. B, Expression levels of microRNA-199 in 6 AML 
cell lines (AML2, AML5, AML193, HL-60, Kasumi-1, U937) and 1 normal marrow cell (HS-5). A representative data set 
was displayed as mean ± SD values. *p<0.05, **p<0.01.
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croRNA-199 expression was also determined 
in AML cells and human medullary cells. The 
results showed that the expression of microR-
NA-199 in AML cells was significantly higher 
than that of the human medullary cell line. Par-
ticularly, AML2 and AML193 cells expressed 
the highest level of microRNA-199 (Figure 1B). 
These two AML cell lines were utilized for 
subsequent experiments. 

Overexpression of MicroRNA-199 
Inhibited Cell Proliferation 

To explore the regulatory effect of microR-
NA-199 on the proliferative ability of AML 
cells, we first constructed microRNA-199 over-
expression model in AML2 and AML193 cells. 
Transfection efficacies of the overexpression 
plasmid of microRNA-199 and negative con-
trol in AML cells were determined by RT-qP-
CR (Figure 2A, 2B). AML cells were divided 
into three groups, namely NC group (without 
any treatment), control group (transfected with 
control plasmid) and overexpression group 
(transfected with overexpression plasmid of 
microRNA-199). CCK-8 results elucidated that 
the proliferative rate of AML cells in microR-
NA-199 overexpression was remarkably de-
creased when compared with NC and control 
groups (Figure 2C, 2D). 

Overexpression 
of MicroRNA-199 Induced 
Cell Apoptosis in AML Cells

Apoptosis of AML cells was determined using 
flow cytometry. Compared with the NC group and 
control group, AML cells in the overexpression 
group showed a   significantly higher rate dou-
ble-staining of Annexin V-FITC/PI. This indicat-
ed that the apoptotic rate was markedly enhanced 
(Figure 2E). Therefore, the above results suggest-
ed that microRNA-199 overexpression stimulated 
the apoptosis of AML cells. 

Overexpression 
of MicroRNA-199 Changed Cell 
Cycle in AML Cells

The cell cycle in AML cells after altering mi-
croRNA-199 expression was accessed using flow 
cytometry as well. The results indicated that the 
ratio of cells in the G2/M phase was remarkably 
higher in the overexpression group when com-
pared with the other two groups. This demon-
strated that microRNA-199 overexpression regu-
lated the cell cycle in AML cells (Figure 2F). 

Overexpression of MicroRNA-199 
Inhibited Cell Invasion

Transwell assay was conducted to evaluate the 
regulatory effect of microRNA-199 on migratory 
and invasive capacities of AML cells. As shown 
in Figure 3A and 3B, the number of penetrating 
cells was markedly reduced in the overexpres-
sion group than the control and NC groups. These 
findings suggested that the migration and invasion 
of AML cells were inhibited by microRNA-199 
overexpression.

Overexpression of MicroRNA-199 
Increased Caspase-3 Expression 

To elucidate the potential mechanism of mi-
croRNA-199 in promoting apoptosis of AML 
cells, Western blot was conducted to determine 
the protein expression of caspase-3. The results 
showed that the overexpression of microRNA-199 
increased the protein expression of caspase-3 in 
AML cells (Figure 4A). Through bioinformat-
ics analysis, we believed that caspase-3 might be 
closely related to microRNA-199. Subsequently, 
we detected caspase-3 level in peripheral blood of 
AML patients and healthy controls. Significantly 
higher level of caspase-3 was observed in AML 
patients when compared with that of healthy con-
trols (Figure 4B). Similarly, caspase-3 was also 
highly expressed in AML cells than that of con-
trols (Figure 4C). 

Caspase-3 Regulated 
MicroRNA-199 Expression 
in Human AML Cells

We found that the caspase-3 knockdown could 
upregulate microRNA-199 in AML cells. Subse-
quently, we selected 16 pairs of peripheral blood 
samples extracted from AML patients and healthy 
controls. RT-qPCR was conducted to detect 
mRNA levels of microRNA-199 and caspase-3 in 
the blood samples. The results elucidated that mi-
croRNA-199 expression was negatively correlat-
ed with caspase-3 expression (Figure 4D). 

To verify whether microRNA-199 regulat-
ed AML development by targeting caspase-3, 
rescue experiments were conducted. AML cells 
were co-transfected with overexpression plasmid 
of microRNA-199 and si-caspase-3. The results 
indicated that both mRNA and protein levels of 
caspase-3 were downregulated in co-transfected 
AML cells (Figure 5A, 5B). Moreover, co-trans-
fected AML cells showed significantly increased 
proliferative ability and decreased apoptotic rate 
(Figure 5C, 5D). 
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Figure 2. A-B, RT-qPCR was used to verify the efficiency of microRNA-199 overexpression in AML2 and AML193 cell 
lines. C-D, Growth curve analysis of AML2 and AML193 cells with microRNA-199 overexpression. E, Efficiencies of cell 
apoptosis in AML2 and AML193 cells with microRNA-199 overexpression. F, Cell cycle in AML2 and AML193 cells with 
microRNA-199 overexpression. A representative data set was displayed as mean ± SD values. *p<0.05, **p<0.01.
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Figure 3. A-B, AML2 and AML193 cells with 
microRNA-199 overexpression showed signifi-
cantly lower invasive capacity. A representative 
data set was displayed as mean ± SD values. 
*p<0.05, **p<0.01.

A

B

Figure 4. A, Overexpression of microRNA-199 significantly increased the protein expression level of caspase-3. B-C, The 
mRNA expression level of caspase-3 relative to GAPDH in AML tissues and corresponding normal tissues, and cell lines 
were detected using RT-qPCR. D, A negative correlation was found between microRNA-199 and caspase-3 in tumor samples. 
A representative data set was displayed as mean ± SD values. *p<0.05, **p<0.01.
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Figure 5. A, The expression of caspase-3 in co-transfected cell lines was verified by RT-qPCR. B, Western blot was used 
to verify the protein expression of caspase-3. C, The roles of microRNA-199 and caspase-3 in the regulation of AML cell 
proliferation were examined by CCK-8. D, The efficiencies of cell apoptosis in co-transfected AML2 and AML193 cells. A 
representative data set was displayed as mean ± SD values. *p<0.05, **p<0.01.
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Discussion

AL is a clonal malignant disease with abnor-
mal hematopoietic stem cells. Leukemia cells 
lose the abilities of clone, differentiation and mat-
uration, thus arresting at different stages of cell 
development1-3. In bone marrow and other hema-
topoietic tissues, a large number of proliferative 
leukemia cells infiltrate into other organs and tis-
sues. This can eventually impair the normal func-
tion of hematopoiesis. The clinical manifestations 
of AL include anemia, hemorrhage and infection. 
Meanwhile, AL is the most common malignancy 
in childhood4,5. According to the French-Ameri-
can-British (FAB) classification systems and cell 
morphology and cytochemical staining charac-
teristics, AL is divided into ALL and AML6. Re-
searches on leukemia immuno-phenotyping and 
cytogenetic typing have been greatly improved 
due to advanced technologies. This provides 
strong evidence for the diagnosis and typing of 
AL9,10. At present, great progress has been made 
in immunological typing and cytogenetic typing 
research as well27. These new typing methods are 
highly sensitive, specific, and reproducible. The 
abovementioned advantages make up for some 
shortcomings of FAB typing, especially in poor-
ly differentiated and mixed leukemia that are 
indistinguishable in morphology27,28. A current 
research29 on the diagnostic classification of AL 
aims to accurately reflect the clinical biological 
characteristics of leukemia subtypes, eventually 
efficiently improving the outcomes of AL pa-
tients. MiRNAs play an important role in a va-
riety of diseases, including malignant tumors. 
Abnormally expressed miRNAs in AML may 
serve as biomarkers for diagnosis, treatment and 
prognosis of AML11. Therefore, it is of great sig-
nificance to analyze the differentially expressed 
miRNAs to improve the diagnostic and therapeu-
tic efficacies of AL. 

MicroRNAs can regulate biological functions 
by mediating target genes12-15. Bioinformatics 
analysis suggests that one microRNA may direct-
ly regulate the expression of hundreds of genes, 
thereby regulating multiple important cellular ac-
tivities and functions16. For example, microRNAs 
regulate cell division, differentiation, prolifera-
tion and apoptosis. They also participate in the de-
velopment of various diseases, such as malignant 
tumors and cardiovascular diseases17-19. Further-
more, microRNAs can influence tumor cell prolif-
eration, apoptosis, sensitivities to chemotherapy 
and radiotherapy, and even define the phenotype 

of cancer stem cells18. Therefore, revealing the 
role and mechanism of microRNAs are helpful to 
understand the complex molecular mechanism of 
AML. This also provides targets for the develop-
ment of AML drugs11. In this study, we explored 
the clinical features of microRNA-199 in AML, 
and investigated its underlying mechanism. The 
results indicated that microRNA-199 was lowly 
expressed in AML, which might serve as a tu-
mor-suppressor gene. To further explore the bio-
logical function of microRNA-199 in AML, the 
overexpression lentivirus of microRNA-199 was 
constructed and transfected into cells. Further in 
vitro experiments indicated that microRNA-199 
significantly inhibited the occurrence and pro-
gression of AML. 

Apoptosis is a major form of cellular senescence 
and death. It has important biological significance 
for cell differentiation, proliferation and body de-
velopment30,31. Apoptosis is a complex process, 
which can be divided into caspase-dependent and 
non-caspase-dependent apoptosis32. It is believed 
that it is a process induced by caspase protease cas-
cade. The apoptotic signal first activates the promot-
er caspase, and then activates the effector caspase. 
The substrate protein is stimulated to induce protein 
degradation, thereafter leading to apoptosis33. In the 
caspase family, the caspase-3 pathway is the only 
way for apoptosis proteases cascade34. Caspase-de-
pendent apoptosis is ubiquitous in a variety of mam-
malian cells. Caspase-3 exerts a crucial role in neu-
ronal apoptosis. It is activated in the cell cytoplasm, 
which is immediately transferred to the nucleus34,35. 
It is suggested that the caspase-3 activation in apop-
tosis is closely related to the AML development35. 
Since caspase-3 is a key enzyme in mammalian 
apoptosis, the detection of the activation type is 
widely used as labeling of apoptosis, especially in 
tumor cells36. Relative studies have found that the 
overexpression of caspase-3 promotes tumor cell 
metastasis not only by regulating adhesion mole-
cule expressions, but also by initiating metastatic 
pathways. In the present study, microRNA-199a 
could regulate caspase-3 expression and metastasis 
in AML cells. Our findings might help to improve 
AML treatment. 

Conclusions

We observed that microRNA-199 is lowly ex-
pressed in AML patients. Moreover, it inhibits 
the malignant progression of AML by targeting 
caspase-3.

RE
TR

ACT
ED



F. Xue, Y. Zhu, F. Xu, L.-J. Zhou, F. Han, S.-C. Wang

3592

Conflict of Interests
The authors declared no conflict of interest.

References
  1) Barwe SP, Quagliano a, goPalakriShnaPillai a. Evic-

tion from the sanctuary: Development of targeted 
therapy against cell adhesion molecules in acute 
lymphoblastic leukemia. Semin Oncol 2017; 44: 
101-112.

  2) Creutzig u, kutny Ma, Barr r, SChlenk rF, riBeiro 
rC. Acute myelogenous leukemia in adolescents 
and young adults. Pediatr Blood Cancer 2018; 65: 
e27089.

  3) riCCio i, MarCarelli M, Del regno n, FuSCo C, Di 
Martino M, SavareSe r, gualDiero g, oreSte M, 
inDolFi C, PorPora g, eSPoSito M, CaSale F, riCCarDi 
g. Musculoskeletal problems in pediatric acute 
leukemia. J Pediatr Orthop B 2013; 22: 264-269.

  4) Solh M, SoloMon S, MorriS l, hollanD k, BaShey 
a. Extramedullary acute myelogenous leukemia. 
Blood Rev 2016; 30: 333-339.

  5) zhang l, li J, zhou DB, zhu tn. [Aeromonas 
sobria infection in patients with acute leukemia: 
clinical features and outcome]. Zhongguo Yi Xue 
Ke Xue Yuan Xue Bao 2015; 37: 711-714.

  6) [Suggestion of diagnosis and treatment of acute 
myelocytic leukemia in childhood]. Zhonghua Er 
Ke Za Zhi 2006; 44: 877-878.

  7) De Braekeleer e, Douet-guilBert n, BaSinko a, le BriS 
MJ, Morel F, De Braekeleer M. Hox gene dysreg-
ulation in acute myeloid leukemia. Future Oncol 
2014; 10: 475-495.

  8) JourDan e, BoiSSel n, Chevret S, DelaBeSSe e, renne-
ville a, Cornillet P, BlanChet o, Cayuela JM, reCher 
C, raFFoux e, Delaunay J, Pigneux a, BulaBoiS Ce, 
Berthon C, PautaS C, vey n, lioure B, thoMaS x, 
luQuet i, terre C, guarDiola P, Bene MC, PreuDhoM-
Me C, iFrah n, DoMBret h. Prospective evaluation 
of gene mutations and minimal residual disease 
in patients with core binding factor acute myeloid 
leukemia. Blood 2013; 121: 2213-2223.

  9) Solh M, yohe S, weiSDorF D, uStun C. Core-bind-
ing factor acute myeloid leukemia: heterogeneity, 
monitoring, and therapy. Am J Hematol 2014; 89: 
1121-1131.

 10) Sinha C, CunninghaM lC, liu PP. Core binding 
factor acute myeloid leukemia: new prognostic 
categories and therapeutic opportunities. Semin 
Hematol 2015; 52: 215-222.

 11) MoSakhani n, raty r, tyyBakinoJa a, karJalain-
en-linDSBerg Ml, elonen e, knuutila S. MicroRNA 
profiling in chemoresistant and chemosensitive 
acute myeloid leukemia. Cytogenet Genome Res 
2013; 141: 272-276.

 12) wang zk, luo l, Du zJ, zhang gM, Sun lJ. MiR429 
expression level in renal cell cancer and its cor-
relation with the prognosis of patients. J BUON 
2017; 22: 1428-1433.

 13) Peng w, lan w, zhong J, wang J, Pan y. A novel 
method of predicting microRNA-disease associ-
ations based on microRNA, disease, gene and 
environment factor networks. Methods 2017; 124: 
69-77.

 14) Stather Pw, SylviuS n, wilD JB, Choke e, SayerS 
rD, Bown MJ. Differential microRNA expression 
profiles in peripheral arterial disease. Circ Cardio-
vasc Genet 2013; 6: 490-497.

 15) han gt, Sun zl. Up-regulation of serum miR-4262 
predicts clinical outcome of patients with acute 
myeloid leukemia. Eur Rev Med Pharmacol Sci 
2017; 21: 2172-2176.

 16) BinDeruP hg, MaDSen JS, heegaarD nhh, houlinD 
k, anDerSen rF, BraSen Cl. Quantification of mi-
croRNA levels in plasma-impact of preanalytical 
and analytical conditions. PLoS One 2018; 13: 
e201069.

 17) Chen kS, StrouP ek, BuDhiPraMono a, rakheJa D, 
niCholS-vinueza D, xu l, Stuart Sh, Shukla aa, 
Fraire C, MenDell Jt, aMatruDa JF. Mutations in 
microRNA processing genes in Wilms tumors 
derepress the IGF2 regulator PLAG1. Genes Dev 
2018; 32: 996-1007.

 18) liu y, Chen y, wang y, zhang x, gao k, Chen S, 
zhang x. microRNA Profiling in glaucoma eyes 
with varying degrees of optic neuropathy by using 
next-generation sequencing. Invest Ophthalmol 
Vis Sci 2018; 59: 2955-2966.

 19) gutierrez-aDan a, rizoS D, Fair t, Moreira Pn, 
PintaDo B, De la Fuente J, BolanD MP, lonergan 
P. Effect of speed of development on mRNA 
expression pattern in early bovine embryos cul-
tured in vivo or in vitro. Mol Reprod Dev 2004; 
68: 441-448.

 20) hoSSain a, kuo Mt, SaunDerS gF. Mir-17-5p regu-
lates breast cancer cell proliferation by inhibiting 
translation of AIB1 mRNA. Mol Cell Biol 2006; 26: 
8191-8201.

 21) zuo k, zhi k, zhang x, lu C, wang S, li M, he B. 
A dysregulated microRNA-26a/EphA2 axis im-
pairs endothelial progenitor cell function via the 
p38 MAPK/VEGF pathway. Cell Physiol Biochem 
2015; 35: 477-488.

 22) warren l, ManoS PD, ahFelDt t, loh yh, li h, lau 
F, eBina w, ManDal Pk, SMith zD, MeiSSner a, Daley 
gQ, BraCk aS, CollinS JJ, Cowan C, SChlaeger tM, 
roSSi DJ. Highly efficient reprogramming to plu-
ripotency and directed differentiation of human 
cells with synthetic modified mRNA. Cell Stem 
Cell 2010; 7: 618-630.

 23) aranDa JF, CanFran-DuQue a, goeDeke l, Suarez 
y, FernanDez-hernanDo C. The miR-199-dynamin 
regulatory axis controls receptor-mediated endo-
cytosis. J Cell Sci 2015; 128: 3197-3209.

 24) li z, liu l, hou n, Song y, an x, zhang y, yang x, 
wang J. miR-199-sponge transgenic mice devel-
op physiological cardiac hypertrophy. Cardiovasc 
Res 2016; 110: 258-267.

 25) zhou Q, yang l, larSon S, BaSra S, Merwat S, tan 
a, CroCe C, verne gn. Decreased miR-199 aug-

RE
TR

ACT
ED



MicroRNA-199 and AML in children

3593

ments visceral pain in patients with IBS through 
translational upregulation of TRPV1. Gut 2016; 
65: 797-805.

 26) CroSSlanD re, norDen J, kralJ JuriC M, PearCe kF, 
lenDreM C, BiBBy la, Collin M, greinix ht, DiCkinSon 
aM. Serum and extracellular vesicle microRNAs 
miR-423, miR-199, and miR-93* as biomarkers 
for acute graft-versus-host disease. Front Immu-
nol 2017; 8: 1446.

 27) arPinati M, Curti a. Immunotherapy in acute my-
eloid leukemia. Immunotherapy 2014; 6: 95-106.

 28) eliaS S, yaMin r, goloMB l, tSukerMan P, Sta-
nietSky-kaynan n, Ben-yehuDa D, ManDelBoiM o. 
Immune evasion by oncogenic proteins of acute 
myeloid leukemia. Blood 2014; 123: 1535-1543.

 29) walter rB, othuS M, Burnett ak, lowenBerg B, 
kantarJian hM, oSSenkoPPele gJ, hillS rk, van 
MontFort kg, ravanDi F, evanS a, PierCe Sr, 
aPPelBauM Fr, eStey eh. Significance of FAB 
subclassification of "acute myeloid leukemia, 
NOS" in the 2008 WHO classification: analysis 
of 5848 newly diagnosed patients. Blood 2013; 
121: 2424-2431.

 30) PaeCh F, aBegg vF, Duthaler u, terraCCiano l, Bouit-
Bir J, krahenBuhl S. Sunitinib induces hepatocyte 

mitochondrial damage and apoptosis in mice. 
Toxicology 2018; 409: 13-23.

 31) DethleFSen MM, halling JF, Moller hD, PloMgaarD 
P, regenBerg B, ringholM S, PilegaarD h. Regulation 
of apoptosis and autophagy in mouse and human 
skeletal muscle with aging and lifelong exercise 
training. Exp Gerontol 2018; 111: 141-153.

 32) koPeina gS, Prokhorova ea, lavrik in, zhivotovSky 
B. Alterations in the nucleocytoplasmic transport 
in apoptosis: caspases lead the way. Cell Prolif 
2018; 51: e12467.

 33) xu DC, arthurton l, Baena-loPez la. Learning 
on the fly: the interplay between caspases and 
cancer. Biomed Res Int 2018; 2018: 5473180.

 34) vagner t, Mouravlev a, young D. A novel bicistronic 
sensor vector for detecting caspase-3 activation. J 
Pharmacol Toxicol Methods 2015; 72: 11-18.

 35) ChouDhary gS, al-harBi S, alMaSan a. Caspase-3 
activation is a critical determinant of genotox-
ic stress-induced apoptosis. Methods Mol Biol 
2015; 1219: 1-9.

 36) kang hJ, kiM Jh, Chung SJ. Homogeneous de-
tection of caspase-3 using intrinsic fluorescence 
resonance energy transfer (iFRET). Biosens Bio-
electron 2015; 67: 413-418.

RE
TR

ACT
ED




