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Retinoic acid induces HL-60 cell differentiation via
the upregulation of miR-663
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Abstract

Background: Differentiation of the acute myeloid leukemia (AML) cell line HL-60 can be induced by all trans-
retinoic acid (ATRA); however, the mechanism regulating this process has not been fully characterized.

Methods: Using bioinformatics and in vitro experiments, we identified the microRNA gene expression profile of
HL-60 cells during ATRA induced granulocytic differentiation.

Results: Six microRNAs were upregulated by ATRA treatment, miR-663, miR-494, miR-145, miR-22, miR-363* and
miR-223; and three microRNAs were downregulated, miR-10a, miR-181 and miR-612. Additionally, miR-663
expression was regulated by ATRA. We used a lentivirus (LV) backbone incorporating the spleen focus forming
virus (SFFV-F) promoter to drive miR-663 expression, as the CMV (Cytomegalovirus) promoter is ineffective in some
lymphocyte cells. Transfection of LV-miR-663 induced significant HL-60 cell differentiation in vitro.

Conclusions: Our results show miR-663 may play an important role in ATRA induced HL-60 cell differentiation.
Lentivirus delivery of miR-663 could potentially be used directly as an anticancer treatment in hematological
malignancies

Background
Differentiation of the acute myeloid leukemia (AML)
cell line HL-60 can be induced by all trans-retinoic acid
(ATRA); however, the mechanism regulating this pro-
cess is not yet fully understood [1]. Erkel et al. reported
that growth arrest and induction of differentiation of
HL-60 cells in response to Sch 52900 is due to induc-
tion of the cell cycle inhibitor p21WAF, and inhibition
of the extracellular signal-regulated kinase (ERK) signal-
ing pathway, leading to activation of the transcription
factor AP-1 [2]. Microarray analysis has shown ATRA
can induce upregulation of genes involved in differentia-
tion, the oxidase activation pathway and adhesion
molecules. In HL-60 cells, ATRA treatment induces dif-
ferential expression of a variety of genes from several
pathways, including the differentiation pathway [3-5]. So
far, few studies have focused on expression of micro-
RNAs during HL-60 differentiation, and the expression
profiles of human miRNAs during cell differentiation
remain largely unknown.

This study analyzed the microRNA expression profile
in HL-60 cells treated with ATRA. to investigate
whether ATRA can induce growth arrest via upregula-
tion of miR-663 expression, which has been linked to
modulation of the cell cycle and mitotic growth arrest
[6]. Our results showed both ATRA and miR-663 can
significantly inhibit HL-60 cell proliferation and induce
differentiation.
MicroRNAs regulate the expression of genes involved

in the control of development, proliferation, apoptosis,
and stress responses [7-9]. Analysis of microRNA
expression and function during hematopoiesis has unra-
veled the existence of several complex regulatory loops
by which microRNAs fine-tune hematopoietic differen-
tiation and proliferation. The expression profiles of miR-
142 [10,11], miR-181 [12-14] and miR-223 [14-16] have
been described in B cells, T cells, monocytes, granulo-
cytes and erythroid cells in murine hematopoiesis. Ecto-
pic expression of these miRNAs dramatically alters the
proportion of differentiated murine hematopoietic cell
lineages in vitro and in vivo [17-21]. This suggests miR-
NAs can play an important lineage-specific role in
mammalian cell differentiation. In humans, miR-107 and
miR-223 are upregulated during ATRA induced
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granulocytic differentiation. Both miR-107 and miR-223
are postulated to downregulate their target gene NFI-A,
and mediate a regulatory loop during cell differentiation
[22]. This data suggests miRNAs can function as onco-
genes or tumor suppressors, and play important roles in
the genesis of leukemia. Using a bioinformatic approach
followed by in vitro experiments, we identified the
microRNA gene expression profile of the AML cell line
HL-60 during ATRA induced granulocytic differentia-
tion. We further demonstrated that miR-663 expression
level is regulated by ATRA.
Lentiviral technology represents a powerful method to

genetically modify leukemia cells. We chose to use a viral
expression backbone driven by the spleen focus forming
virus (SFFV-F) promoter, as the CMV (Cytomegalovirus)
promoter has been shown to be ineffective in some lym-
phocyte cells. We focused on miR-663 as a candidate
molecule which is important for HL-60 cell differentia-
tion. The virus expressing the miR-663 precursor was
compared to a control mock virus containing GFP. Lenti-
virus transfection showed LV-miR-663 significantly
induces HL-60 cell differentiation in vitro. miR-663 may
play important role in the differentiation of HL-60 cells
treated with ATRA and miR-663 lentivirus could poten-
tially be used directly as an anticancer treatment in he.

Methods
2.1 Cell line and reagents
HL-60 cells were obtained from our own laboratory.
ATRA, RPMI 1640, MTT, DMSO, TPA and NBT were
obtained from Sigma Co. DMEM was obtained from
Invitrogen. PCR primers were synthesized by Shanghai
Sangon Biotechnology Co. Ltd. PE-conjugated CD11b
(ITGAM integrin alpha M) antibody was purchased
from Pharmingen Co.

2.2 Cell culture and induction
HL-60 cells were cultured in RPMI 1640 standard med-
ium with 2 mmol/L L-glutamine supplemented with
10% heat-inactivated fetal calf serum, 100 U/ml penicil-
lin and 100 μg/ml streptomycin at 37°C in 5% CO2.
Exponentially growing cells (approximately 1 × 107)
were incubated with 0.1 μmol/L ATRA, 0.1% alcohol or
untreated RPMI 1640 for 1 to 3 days.

2.3 MTT proliferation assay
Cell proliferation was determined using the MTT
(methyl thiazolyl tetrazolium) assay. HL-60 cells (5 ×
105/well in 96-well plates) were incubated with
0.1 μmol/L ATRA [23], 0.1% alcohol or untreated RPMI
1640 for 24 to 72 h, then 10 μl 5 mg/m1 MTT was
added to each well for 4 h. The reaction was stopped by
addition of 150 μl DMSO and absorbance (A) at
490 nm was determined on a plate reader (Bio-Rad).

Each group was analyzed in triplicate samples. Cell inhi-
bition rate = 100% × (control group A values -experi-
mental group A values)/control group A values.

2.4 NBT and CD11b differentiation assays
Differentiation of HL-60 cells was assessed using the
NBT (nitroblue tetrazolium) reduction test and flow
cytometry detection of the cellular surface differential
antigen CD11b. Briefly, 100 μl 1 × 106/m1 HL-60 cells
in 96-well plates were incubated with 0.1 μ mol/L
ATRA [23] for 1 to 3 days. RPMI 1640 was used as a
blank control and 0.1% alcohol was used as the solvent
control. 100 μl 1 mg/ml NBT and 200 μl 1 mg/ml TPA
were added to each well and incubated at 37°C in 5%
CO2 for 1 h, after which the cells were centrifuged for
5 min and then subjected to Wright’s staining. When
NBT is phagosomed by cells, the intracellular dye con-
verts to insoluble blue formazan crystals [24]. The num-
ber of positive cells containing blue formazan crystals
was determined from two hundred cells using micro-
scopy with an oil immersion objective. For detection of
the cell differentiation antigen CD11b [25,26], 1 × 106

cells were washed twice with PBS, incubated with PE-
conjugated CD11b antibody or PE-conjugated IgG1iso-
type control antibody at 4°C for 30 min and analyzed by
flow cytometry using a FACScan flow cytometer and
Cell Quest software (Becton Dickinson, Mountain View,
CA). The expression rate of CD11b positive cells was
determined from 1 × 104 cells for each group.

2.5 MicroRNA expression profiling
MicroRNAs were extracted using the mirVana miRNA
isolation kit (AM1560, Applied Biosystems, USA). Sam-
ples which were successfully isolated were analyzed
using an Agilent miRNA Chip version 10.0 at the
Microarray Core Facility, Baylor College of Medicine,
USA. In total, 637 images were acquired, calculated,
normalized and filtering of signal intensity for each spot
and batch-effect adjustment was performed. A total of
235 microRNA probes met the filtering criteria for sub-
sequent analysis using significance analysis of microar-
rays (SAM, Version 3.0, 2007, http://www-stat.stanford.
edu/~tibs/SAM/).

2.6 miRNA extraction and real-time quantitative PCR
(qRT-PCR) assays
Extraction of miRNA was performed using the mirVana
miRNA isolation kit and TaqMan miRNA assays were
used to detect and quantify mature miR-663 as pre-
viously described [6]. Briefly, total RNA was reverse
transcribed using the Reverse Transcription Kit (Applied
Biosystems Inc., CA), according to the manufacturer’s
instructions. The RT primers were: U6 5’-CGCTTCACG
AATTTGCGTGTCAT-3’ and mir-663 5’-GTCGTATCC
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AGTGCGTGTCGTGGAGTCGGCAATTGCACTGGAT
ACGACGCGGTCC-3’. The PCR primers used to quan-
tify U6 expression were:
F: 5’-GCTTCGGCAGCACATATACTAAAAT-3’ and

R: 5’-CGCTTCACGAATTTGCGTGTCAT-3’ and for
mir-663 were: F: 5’-GTGCGTGTCGTGGAGTCG-3’
and R: 5’-TTTAGGCGGGGCG-3’. mir-663 expression
was normalized to endogenous U6 expression using the
SDS relative quantification software (Applied Biosystems
Inc, USA).

2.7 MicroRNA lentiviral expression constructs and
lentivirus production
The lentiviral vector expressing miR-663 has been pre-
viously described [6]. Briefly, an approximately 250 bp
fragment containing the human miR-663 precursor hair-
pin loops was amplified by PCR using using primers
flanked by BamHI and XhoI sites at the 5’ and 3’ ends,
and cloned into the pDrive cloning vector (Qiagen)
under the control of the RNA Pol III mouse U6 promo-
ter. Positive clones were confirmed by sequencing and
subcloned into the pHR’ SINcPPT SFFV-WPRE vector
under the control of the SFFV promoter. The GFP
virus, driven by the SFFV promoter, has also been pre-
viously described [27]. The vector plasmids, gag-pol
plasmid (pD8.91) and the VSVG envelope encoding
plasmid (pMD2-G), were amplified in E.Coli and puri-
fied using the Endofree Maxiprep Kit (Qiagen). 13 μg
transfer vector, 10 μg pD8.91 and 6 μg pMD2-G was
mixed with 1.5 mL 0.25 M CaCl2 (Sigma) and added to
1.5 mL 2 × HEPES (Sigma) and mixed while bubbling
for 20 min to allow a precipitate to form. This was then
added to a 175 cm2 flask of approximately 60% conflu-
ent 293T cells containing 20 mL DMEM supplemented
with 10% fetal calf serum, 100 U/mL penicillin, 100 μg/
mL streptomycin and 2 mM glutamine and incubated
for 48 h at 37°C in 5% CO2. The supernatant was cen-
trifuged at 1,700 g for 10 min to pellet cell debris, and
ultracentrifuged at 121,603 g for 2 h. The pellet contain-
ing concentrated virus was resuspended in DMEM with-
out supplements and stored at -80°C.

2.8 Statistical analysis
All data are presented as mean ± SD. Statistical analysis
was performed using SPSS (Chicago, IL). Student’s two-
tailed t-tests were used to compare groups and p ≤ 0.05
was considered significant.

Results and discussion
ATRA inhibited HL-60 cell proliferation (Figure 1A and
1B). After incubation with 0.1 μmol/L ATRA, the inhibi-
tion rates of HL-60 cells determined using the MTT
assay were 32.5 ± 9.3%, 47.4 ± 11.3% and 57.2 ± 12.4%
at 1, 2 or 3 days respectively, compared with the solvent

control group, p < 0.01. These results indicate ATRA
can inhibit HL-60 proliferation in a time-dependent
manner.
ATRA also induced HL-60 mature granulocyte cell dif-

ferentiation (Figures 1C and 1D). Treatment with ATRA
for 1 to 3 days significantly increased the number of HL-
60 cells expressing CD11b. After 1, 2 and 3 days the
expression rates of CD11b in ATRA treated cells were
41.2 ± 9.1%, 57.4 ± 11.4% and 67.2% ± 12.4% respectively,
compared with the solvent control group (0.56 ± 0.21%,
p < 0.01). The percentage of NBT positive cells in HL-60
cells treated with ATRA for 1, 2 or 3 days (Figure 1E)
was 12.5%±9.1%, 27.4% ± 10.3% and 47.2% ± 10.4%
respectively, compared with the solvent control group
4.31% ± 2.3%, p < 0.01, providing further evidence that
ATRA promotes HL-60 cell differentiation.
A miRNA microarray identified the expression of several

microRNAs significantly changed in HL-60 cells during
ATRA-induced differentiation. Significance analysis of
microarrays (Figure 2A) was used to identify miRNAs
whose expression was altered more than 2 fold in response
to treatment with ATRA for 24-72 h, and the differentially
expressed microRNAs are listed in Figure 2B.
We confirmed miR-663 was significantly upregulated

by ATRA treatment using TaqMan mircoRNA qRT-
PCR assays. MiR-663 is a challenging molecule to
amplify using PCR as the microRNA precursor consists
of a highly stable hairpin due to GC base paring;
however, novel technologies have been developed to
successfully amplify and quantify the mature miR-663.
Real-time PCR has become the gold standard of nucleic
acid quantification due the high specificity and sensitiv-
ity and technological advancements have enabled quan-
tification of microRNAs in a comparable manner to
mRNAs. The time course of mature miR-663 expression
determined by qRT-RCR (Figure 3A) indicated miR-663
was significantly upregulated in ATRA treated HL-60
cells. After 72 h, expression of miR-633 in the ATRA
treated group was 6.93 ± 1.31 compared with the con-
trol group 1.17 ± 0.24, Figure 3B, p < 0.01.
Recombinant vectors based on retroviruses, including

both onco-retroviruses and lentiviruses, remain the only
choice to efficiently and stably transduce leukemia cells.
Lentiviruses (LV) offer several advantages. Firstly, LV
can transduce both dividing and non-dividing cells
including freshly isolated hematopoietic stem cells and
T cells in blood. Secondly, LV can accommodate various
transcriptional promoters, either ubiquitous or cell-
specific; and thirdly, self-inactivating safety modifica-
tions, which permanently disable viral promoters within
the viral long-terminal repeat region after integration,
enables control of transgene expression in the targeted
cells solely by internal promoters. We used a SFFV pro-
moter lentiviral backbone as the CMV promoter is
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ineffective in some lymphocyte cells. When transducing
a lentiviral construct into a cell line for the first time, a
range of volume or MOI (multiplicities of infection)
should be tested. MOIs of 1, 10 and 100 were used to
determine the optimal transduction efficiency using a
control plasmid. High transduction efficiency was
observed in the MOI 100 group, where approximately
80% of the cells expressed GFP (Figure 4A).
Transfection of the miR-663 lentivirus, LV-miR-663,

inhibited HL-60 proliferation in a time-dependent man-
ner. MTT assays indicated inhibition rates were 34.2 ±
13.1%, 45.2 ± 24.5% and 53.2 ± 21.3% at 1, 2 and 3 days
respectively, compared with the mock transfected group,
p < 0.01, Figure 4B. LV-miR-663 also induced HL-60
differentiation and lead to a significant increase in the
rate of CD11b expression, indicating mature granulocyte
differentiation.

ATRA is the acid form of vitamin A, and can inhibit
proliferation and induce differentiation in tumor cells.
As a physiological inducer of differentiation, ATRA
has been successfully applied in the treatment of hema-
tological malignancies and has become a model of dif-
ferentiation therapy (8). It has been demonstrated that
PML-RARa is able to influence transcription of several
miRNA genes [10,13]. As the expression of these miR-
NAs is restored by ATRA, our results suggest the effects
of successful clinical protocols to eradicate APL cells
may be mediated, in part, by affecting microRNA
expression. These findings also indicate that ATRA may
also indirectly affect gene transcription through the abil-
ity of microRNAs to regulate of post-transcriptional
mRNA processing.
In the present study, we characterized the expression

profile of microRNAs during HL-60 ATRA-induced

Figure 1 ATRA inhibits proliferation and induces differentiation in HL-60 cells. (A) Morphology of HL-60 cells treated with 0.1 μmol/L ATRA
or 0.1% alcohol at 48 hours. (B) Cell inhibition rates in ATRA and 0.1% alcohol treated HL-60 cells at 24-72 hours, determined using the MTT
assay. Each group was assayed in triplicate. Cell inhibition rate was calculated as 100% × (control group A values -experimental group A values)/
control group A values. (C-E) HL-60 cell differentiation was assessed using CD11b and the NBT reduction test. (C-D) CD11b flow cytometry
analysis of cells treated with ATRA or 0.1% alcohol. The expression rate was determined as the number of CD11b positive cells in 1 × 104 cells.
(E) NBT analysis of HL-60 cells treated with ATRA or 0.1% alcohol. Two hundred cells were observed and positive cells with blue formazan
crystals were counted by microscopy, **p < 0.01.
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granulocytic differentiation, and identified a small num-
ber of microRNAs upregulated and downregulated in a
time-dependent manner. Our findings are consistent
with the previous observations of Croce CM, Norrild B
and Barrera G [28-30]. We also observed that miR-663
is upregulated in response to ATRA treatment in HL-60
cells, which is the first report of the involvement of
miR-663 in ATRA-induced differentiation. In HL-60
cells, Pizzimenti et al. reported miR-663 was upregulated
by 4-Hydroxynonenal (HNE) treatment [30] and Kasa-
shima et al. reported miR-663 was upregulated during

12-O-tetradecanoylphorbol-13-acetate (TPA) induced
differentiation [31]. Lutherburrow et al. reported expres-
sion of miR-663 is higher in M1 than M5 AML patients
and hypothesized it may potentially be involved in
blocking the differentiation of M1 blasts, and conse-
quently monocytic differentiation [32].
MiR-663 seems to have dual functions, and the role it

mediates varies in different experimental models. In
human THP-1 monocytic cells and human blood mono-
cytes, resveratrol upregulates miR-663 expression [28].
MiR-663 is an oscillatory shear (OS) sensitive microRNA,

Figure 2 MicroRNA expression in HL-60 cells during ATRA-induced differentiation. The microRNA profile in HL-60 cells treated with ATRA
or 0.1% alcohol was determined using a microRNA microarray as described in the materials and methods (A) significance analysis of microarrays
of differentially regulated microRNAs in ATRA treated cells. (B) List of differentially expressed microRNA and their fold expression changes.

Figure 3 ATRA treatment significantly upregulates miR-663 in HL-60 cells. (A) TaqMan qRT-PCR miRNA assays were used to quantify the
time course of mature miR-663 expression in HL-60 cells treated with ATRA. Expression was normalized to endogenous U6 expression. (B)
Summary of TaqMan qRT-PCR miRNA assay results showing miR-663 was significantly upregulated in ATRA treated cells. At 72 h, mir-633
expression in ATRA treated cells (6.93 ± 1.31) was significantly increased compared to cells treated with 1% ethanol (1.17 ± 0.24, p < 0.01).
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Figure 4 Lentivirus expressing miR-663 induces HL-60 cell differentiation. A lentivirus miR663 expressing (LV-miR-663) construct was
generated. (A) Multiplicities of infection (MOI) of 1, 10 and 100 were used to determine optimal transduction efficiency in HL-60 cells using a
control GFP-expressing lentivirus; GFP was detected in approximately 80% cells in the MOI 100 group. (B) MTT assays indicated the inhibition
rates of HL-60 transfected with LV-miR-663 were 34.2 ± 13.1%, 45.2 ± 24.5% and 53.2 ± 21.3% at 1, 2 and 3 days, respectively, compared with
mock transfected cells, p < 0.01. These results indicate miR-663 expression inhibits HL-60 proliferation in a time-dependent manner. (C) miR-663
induces HL-60 differentiation to mature granulocytes. In cells transfected with LV-miR-663 expression of the differentiation marker CD11b was
increased significantly and after 1, 2 or 3 days the expression rates of CD11b were 21.2 ± 9.3%, 27.4 ± 12.5% and 33.2% ± 12.4% respectively in
LV-miR-663 transfected cells, compared with the mock transfected cells (0.56 ± 0.21%, p < 0.01).
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and plays a key role in OS-induced inflammatory
responses by mediating the expression of inflammatory
genes in HUVECs [33]. Downregulation of miR-663 in
tumor cells may contribute to aberrant cell hyperplasia,
leading to the development of gastric cancer [6].
Thousands of miR-663 target genes have been pre-

dicted by bioinformatic analysis and interestingly, most
are transcription factors of AP-1 [28]. In THP-1 cells,
miR-663 decreases endogenous activator protein-1 (AP-
1) activity and impairs lipopolysaccharide (LPS) induced
upregulation of AP-1 by, in part, by directly targeting
the Jun B and Jun D transcripts. Dose dependent down-
regulation of AP-1 activity and Jun B levels by resvera-
trol are miR-663 dependent. The specific targeting of
genes encoding a subset of AP-1 factors by mir-633,
such as Jun B and Jun D, may possibly explain some of
the anti-leukemia function of ATRA. Bioinformatic tools
have predicted TGF-b is also a target gene of miR-663,
which is of interest as TBF-b is an important molecule
with roles in many signaling pathways. These findings
indicate miR-663 expression is upregulated during
ATRA-induced differentiation, and lentivirus expressing
miR-663 can significantly induce HL-60 differentiation.
This study demonstrates miR-663 may play an impor-
tant role in ATRA-induced differentiation in HL-60
cells; however, the function of miR-663 and the
mechanism by which it affects HL-60 differentiation
requires further study.

Conclusion
Our study is the first investigation of the effect of ATRA
on microRNA expression, specifically the ability of
ATRA treatment to upregulate miR-663 expression and
lentiviral delivery of miR-663 can induce differentiation
and inhibit proliferation in HL-60 cells.
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methyl thiazolyl tetrazolium; NBT: nitroblue tetrazolium; OS: oscillatory shear;
SFFV: spleen focus forming virus.

Acknowledgements
This work was supported by grants from the National Key Basic Research
Program (NKBRP) (973 program) (No.2010CB933902) and the National
Natural Science Foundation (30570818 and 30600279).
We thank Professor Zhihua Yang (Cancer Institute/Cancer Hospital, Chinese
Academy of Medical Sciences and Peking Union Medical College, Beijing,
China) for her kind help.

Author details
1Department of Hematology and Oncology, Children’s Hospital of Soochow
University, Suzhou, China. 2Hillman Cancer Center Lab, Department of
Pathology, Pittsburgh University, G21 5117 Centre Ave. Pittsburgh, PA 15206
USA. 3Translational Research Center, Second Hospital, The Second Clinical
School, Nanjing Medical University, Nanjing, China.

Authors’ contributions
PJ designed the study and wrote the manuscript, NJ and ZWL participated
in data analysis, WJ and TYF performed RT-PCR analysis and differentiation
analysis of HL-60 cells, ZZ LXM and WSY performed flow cytometry analysis.
All authors read and approved the final manuscript.

Authors’ information
Pan Jian, Ph.D. Immulogy. Graduated from State Key Laboratory of Molecular
Oncology, Cancer Institute (Hospital), Peking Union Medical College, Chinese
Academy of Medical Sciences, Beijing, PR China. Now is an associate
professor of Department of Hematology and Oncology, Children’s Hospital
of Soochow University, Suzhou China, and an guest professor of
Translational research center, Second Hospital, The Second Clinical School,
Nanjing Medical University, Nanjing, China.

Competing interests
The authors declare that they have no competing interests.

Received: 8 April 2011 Accepted: 25 April 2011 Published: 25 April 2011

References
1. Takahashi N: [Induction of cell differentiation and development of new

anticancer drugs]. Yakugaku Zasshi 2002, 122:547-563.
2. Erkel G, Gehrt A, Anke T, Sterner O: Induction of differentiation in acute

promyelocytic leukemia cells (HL-60) by the verticillin derivative Sch
52900. Z Naturforsch C 2002, 57:759-767.

3. Kim SH, Yoo JC, Kim TS: Nargenicin enhances 1,25-dihydroxyvitamin D(3)-
and all-trans retinoic acid-induced leukemia cell differentiation via
PKCbetaI/MAPK pathways. Biochem Pharmacol 2009, 77:1694-1701.

4. Wang J, Fong CC, Tzang CH, Xiao P, Han R, Yang M: Gene expression
analysis of human promyelocytic leukemia HL-60 cell differentiation and
cytotoxicity induced by natural and synthetic retinoics. Life Sci 2009,
84:576-583.

5. Yedjou CG, Tchounwou PB: Modulation of p53, c-fos, RARE, cyclin A, and
cyclin D1 expression in human leukemia (HL-60) cells exposed to
arsenic trioxide. Mol Cell Biochem 2009, 331:207-214.

6. Pan J, Hu H, Zhou Z, Sun L, Peng L, Yu L, Sun L, Liu J, Yang Z, Ran Y:
Tumor-suppressive mir-663 gene induces mitotic catastrophe growth
arrest in human gastric cancer cells. Oncol Rep 24:105-112.

7. Foley NH, Bray I, Watters KM, Das S, Bryan K, Bernas T, Prehn JH,
Stallings RL: MicroRNAs 10a and 10b are potent inducers of
neuroblastoma cell differentiation through targeting of nuclear receptor
corepressor 2. Cell Death Differ 2011.

8. Gu J, Zhu X, Li Y, Dong D, Yao J, Lin C, Huang K, Hu H, Fei J: miRNA-21
regulates arsenic-induced anti-leukemia activity in myelogenous cell
lines. Med Oncol 28:211-218.

9. Yang H, Fang Z, Wei Y, Hu Y, Calin GA, Kantarjian HM, Garcia-Manero G:
Levels of miR-29b do not predict for response in patients with acute
myelogenous leukemia treated with the combination of 5-azacytidine,
valproic acid, and ATRA. Am J Hematol 86:237-238.

10. Huang B, Zhao J, Lei Z, Shen S, Li D, Shen GX, Zhang GM, Feng ZH: miR-
142-3p restricts cAMP production in CD4+CD25- T cells and CD4+CD25+
TREG cells by targeting AC9 mRNA. EMBO Rep 2009, 10:180-185.

11. Sun W, Shen W, Yang S, Hu F, Li H, Zhu TH: miR-223 and miR-142
attenuate hematopoietic cell proliferation, and miR-223 positively
regulates miR-142 through LMO2 isoforms and CEBP-beta. Cell Res
20:1158-1169.

12. Spierings DC, McGoldrick D, Hamilton-Easton AM, Neale G, Murchison EP,
Hannon GJ, Green DR, Withoff S: Ordered progression of stage specific
miRNA profiles in the mouse B2 B cell lineage. Blood 2011.

13. Calin GA, Pekarsky Y, Croce CM: The role of microRNA and other non-
coding RNA in the pathogenesis of chronic lymphocytic leukemia. Best
Pract Res Clin Haematol 2007, 20:425-437.

14. Ramkissoon SH, Mainwaring LA, Ogasawara Y, Keyvanfar K, McCoy JP Jr,
Sloand EM, Kajigaya S, Young NS: Hematopoietic-specific microRNA
expression in human cells. Leuk Res 2006, 30:643-647.

15. Fazi F, Racanicchi S, Zardo G, Starnes LM, Mancini M, Travaglini L, Diverio D,
Ammatuna E, Cimino G, Lo-Coco F, et al: Epigenetic silencing of the
myelopoiesis regulator microRNA-223 by the AML1/ETO oncoprotein.
Cancer Cell 2007, 12:457-466.

Jian et al. Journal of Hematology & Oncology 2011, 4:20
http://www.jhoonline.org/content/4/1/20

Page 7 of 8

http://www.ncbi.nlm.nih.gov/pubmed/12187770?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12187770?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12241008?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12241008?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12241008?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19428323?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19428323?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19428323?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19302803?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19302803?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19302803?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19444595?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19444595?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19444595?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19098714?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19098714?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19098714?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17707831?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17707831?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16226311?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16226311?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17996649?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17996649?dopt=Abstract


16. Merkerova M, Belickova M, Bruchova H: Differential expression of
microRNAs in hematopoietic cell lineages. Eur J Haematol 2008,
81:304-310.

17. Stamatopoulos B, Meuleman N, Haibe-Kains B, Saussoy P, Van Den Neste E,
Michaux L, Heimann P, Martiat P, Bron D, Lagneaux L: microRNA-29c and
microRNA-223 down-regulation has in vivo significance in chronic
lymphocytic leukemia and improves disease risk stratification. Blood
2009, 113:5237-5245.

18. Eyholzer M, Schmid S, Schardt JA, Haefliger S, Mueller BU, Pabst T:
Complexity of miR-223 regulation by CEBPA in human AML. Leuk Res
34:672-676.

19. Naguibneva I, Ameyar-Zazoua M, Polesskaya A, Ait-Si-Ali S, Groisman R,
Souidi M, Cuvellier S, Harel-Bellan A: The microRNA miR-181 targets the
homeobox protein Hox-A11 during mammalian myoblast differentiation.
Nat Cell Biol 2006, 8:278-284.

20. Pekarsky Y, Santanam U, Cimmino A, Palamarchuk A, Efanov A, Maximov V,
Volinia S, Alder H, Liu CG, Rassenti L, et al: Tcl1 expression in chronic
lymphocytic leukemia is regulated by miR-29 and miR-181. Cancer Res
2006, 66:11590-11593.

21. Dou LP, Li YH, Xu CW, Wang LL, Yu L: [Targeted regulation of mll-af4
fusion gene by miR-142-3p]. Zhongguo Shi Yan Xue Ye Xue Za Zhi
18:1595-1599.

22. Takeda M, Ogino S, Umemoto R, Sakakura M, Kajiwara M, Sugahara KN,
Hayasaka H, Miyasaka M, Terasawa H, Shimada I: Ligand-induced structural
changes of the CD44 hyaluronan-binding domain revealed by NMR. J
Biol Chem 2006, 281:40089-40095.

23. Sham RL, Phatak PD, Belanger KA, Packman CH: The effect of
dexamethasone on functional properties of HL60 cells during all-trans
retinoic acid induced differentiation. Are there implications for the
retinoic acid syndrome? Blood Cells Mol Dis 1996, 22:139-149.

24. Verlinden L, Verstuyf A, Mathieu C, Tan BK, Bouillon R: Differentiation
induction of HL60 cells by 1,25(OH)2D3, all trans retinoic acid, rTGF-
beta2 and their combinations. J Steroid Biochem Mol Biol 1997, 60:87-97.

25. Reichman TW, Albanell J, Wang X, Moore MA, Studzinski GP:
Downregulation of telomerase activity in HL60 cells by differentiating
agents is accompanied by increased expression of telomerase-
associated protein. J Cell Biochem 1997, 67:13-23.

26. Barber N, Belov L, Christopherson RI: All-trans retinoic acid induces
different immunophenotypic changes on human HL60 and NB4 myeloid
leukaemias. Leuk Res 2008, 32:315-322.

27. Ketteler R, Glaser S, Sandra O, Martens UM, Klingmuller U: Enhanced
transgene expression in primitive hematopoietic progenitor cells and
embryonic stem cells efficiently transduced by optimized retroviral
hybrid vectors. Gene Ther 2002, 9:477-487.

28. Tili E, Michaille JJ, Adair B, Alder H, Limagne E, Taccioli C, Ferracin M,
Delmas D, Latruffe N, Croce CM: Resveratrol decreases the levels of miR-
155 by upregulating miR-663, a microRNA targeting JunB and JunD.
Carcinogenesis 31:1561-1566.

29. Dreher A, Rossing M, Kaczkowski B, Nielsen FC, Norrild B: Differential
expression of cellular microRNAs in HPV-11 transfected cells. An analysis
by three different array platforms and qRT-PCR. Biochem Biophys Res
Commun 403:357-362.

30. Pizzimenti S, Ferracin M, Sabbioni S, Toaldo C, Pettazzoni P, Dianzani MU,
Negrini M, Barrera G: MicroRNA expression changes during human
leukemic HL-60 cell differentiation induced by 4-hydroxynonenal, a
product of lipid peroxidation. Free Radic Biol Med 2009, 46:282-288.

31. Kasashima K, Nakamura Y, Kozu T: Altered expression profiles of
microRNAs during TPA-induced differentiation of HL-60 cells. Biochem
Biophys Res Commun 2004, 322:403-410.

32. Lutherborrow M, Bryant A, Jayaswal V, Agapiou D, Palma C, Yang YH,
Ma DD: Expression profiling of cytogenetically normal acute myeloid
leukemia identifies microRNAs that target genes involved in monocytic
differentiation. Am J Hematol 86:2-11.

33. Ni CW, Qiu H, Jo H: MicroRNA-663 upregulated by oscillatory shear stress
plays a role in inflammatory response of endothelial cells. Am J Physiol
Heart Circ Physiol .

doi:10.1186/1756-8722-4-20
Cite this article as: Jian et al.: Retinoic acid induces HL-60 cell
differentiation via the upregulation of miR-663. Journal of Hematology &
Oncology 2011 4:20.

Submit your next manuscript to BioMed Central
and take full advantage of: 

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit

Jian et al. Journal of Hematology & Oncology 2011, 4:20
http://www.jhoonline.org/content/4/1/20

Page 8 of 8

http://www.ncbi.nlm.nih.gov/pubmed/18573170?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18573170?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19144983?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19144983?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19144983?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16489342?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16489342?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17178851?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17178851?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17085435?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17085435?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8931954?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8931954?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8931954?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8931954?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9182862?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9182862?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9182862?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9328835?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9328835?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/9328835?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17561254?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17561254?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17561254?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11948372?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11948372?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11948372?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11948372?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19022373?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19022373?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19022373?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15325244?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15325244?dopt=Abstract

	Abstract
	Background
	Methods
	Results
	Conclusions

	Background
	Methods
	2.1 Cell line and reagents
	2.2 Cell culture and induction
	2.3 MTT proliferation assay
	2.4 NBT and CD11b differentiation assays
	2.5 MicroRNA expression profiling
	2.6 miRNA extraction and real-time quantitative PCR (qRT-PCR) assays
	2.7 MicroRNA lentiviral expression constructs and lentivirus production
	2.8 Statistical analysis

	Results and discussion
	Conclusion
	Acknowledgements
	Author details
	Authors' contributions
	Authors' information
	Competing interests
	References

