
Abstract. The translocation t(9;11)(p22;q23) generates the
MLL-AF9 oncogene and is commonly associated with mono-
cytic acute myeloid leukemia (AML-M5; FAB-classification).
For the oncogenicity of MLL-AF9, the (over)expression of
several other genes, including selected HOXA cluster genes
as well as MEIS1 (a HOX cofactor), is required. We
previously showed that the down-regulation of MLL-AF9
expression is not obligatory for monocyte-macrophage
maturation in AML-M5 cells carrying t(9;11)(p22;q23). In
this study, we analyzed the expression patterns of HOXA4, 5,
6, 7, 9, 10 and 11 (defined as ‘HOXA-code’ genes) and
MEIS1 by semiquantitative RT-PCR during the monocyte-
macrophage differentiation induced by phorbol 12-myristate
13-acetate (PMA) in THP-1 cells carrying t(9;11)(p22;q23)
and expressing MLL-AF9. The analyses were performed in
THP-1 cells expressing MLL-AF9 even after PMA treatment.
The results showed that all the analyzed genes were expressed
in untreated THP-1 cells. After the induction of differentiation,
we observed a down-regulation of HOXA4, 7, 10, 11 and
MEIS1, an up-regulation of HOXA6, and no significant
variation in the expression of HOXA5 and 9. These data
indicate that the expression of most HOXA-code genes, as
well as MEIS1, could be implicated in the differentiation
blockage observed in MLL-AF9-related leukemias.

Introduction

The most recurrent 11q23/MLL translocation in acute
myeloid leukemia (AML) is the t(9;11)(p22;q23) translocation,
which originates in the MLL-AF9 oncogene and is mainly

associated with the monocytic phenotype (AML-M5; FAB-
classification) (1,2). Studies on the role of Mll-AF9 gene
fusion conducted in mouse embryonic stem cells indicate that
Mll-AF9 induces excessive myeloproliferation, but secondary
tumorigenic mutations are necessary for the development of
fully transformed leukemic cells (3). Gene expression profiling
revealed that Mll-AF9 expression in mouse bone marrow
cells led to the (over)expression of several genes, including
Hoxa4, 5, 6, 7, 9, 10 and 11 (defined as ‘Hoxa-code’ genes)
and Meis1, a Hox cofactor (4-6). Therefore, cooperation
between Mll-AF9, ‘Hoxa-code’ and Meis1 gene expression
seems necessary for the induction of the leukemogenetic pro-
cess in mouse hematopoietic progenitors (4,5,7). Previously,
we and others showed that targeted down-regulation of
MLL-AF9 in a human leukemia cell line, THP-1, induced
strong inhibition of cell proliferation (8,9), but did not affect
the terminal differentiation of THP-1 cells (8). Successively,
we reported that down-regulation of MLL-AF9 expression is
not mandatory for monocyte-macrophage maturation in
AML-M5 cells carrying the translocation t(9;11)(p22;q23),
hypothesizing that other genes are important for differentiation
blockage in leukemogenesis induced by MLL-AF9 (10). In
this study, we analyzed the expression patterns of HOXA4, 5,
6, 7, 9, 10, 11 and MEIS1 by semiquantitative RT-PCR
during the monocyte-macrophage differentiation induced by
phorbol 12-myristate 13-acetate (PMA) in THP-1 cells. The
analysis was performed on THP-1 cells which expressed
MLL-AF9 even after PMA-induced monocyte-macrophage
differentiation, as previously reported (10). The results
indicate that HOXA4, 7, 10, 11 and MEIS1 gene expression is
potentially involved in the differentiation blockage observed
in MLL-AF9-induced leukemogenesis.

Materials and methods

The human leukemic THP-1 cell line, carrying the translocation
t(9;11)(p22;q23) and expressing the MLL-AF9 oncogene (11),
was cultured and differentiated with phorbol 12-myristate 13-
acetate (PMA; 20 nM for 72 h) as previously described (12).
For cell viability, cell aliquots were taken daily and counted
in a hematocytometer; living cells were evaluated by the

MOLECULAR MEDICINE REPORTS  2:  241-244,  2009 241

Down-regulation of HOXA4, HOXA7, HOXA10, 
HOXA11 and MEIS1 during monocyte-macrophage 

differentiation in THP-1 cells 

VINCENZO MARTINO1,  ANNALISA BIANCHERA1,  LAURA REIA1,  OVIDIO BUSSOLATI1, 

RAFFAELLA FAZZINA2,  FLORA MARINO2,  LUCA MONTEMURRO2,  ROBERTO TONELLI2, 

ANDREA PESSION2,  GIAN CARLO GAZZOLA1 and ROBERTO SALA1

1Department of Pathology and Experimental Medicine, University of Parma, I-43100 Parma; 
2Department of Pediatrics, University of Bologna, Policlinico S. Orsola-Malpighi, I-40138 Bologna, Italy

Received November 3, 2008;  Accepted January 9, 2009

DOI: 10.3892/mmr_00000090

_________________________________________

Correspondence to: Dr Roberto Sala, Sezione di Patologia
Generale e Clinica, Dip. Medicina Sperimentale, Università di
Parma, Via Volturno 39, I-43100 Parma, Italy
E-mail: roberto.sala@unipr.it

Key words: MLL-AF9, HOXA, MEIS1, THP-1, acute myeloid
leukaemia, differentiation

241-244  30/1/2009  01:20 ÌÌ  Page 241

https://www.spandidos-publications.com/10.3892/mmr_00000090


trypan blue dye exclusion test. Differentiation tests, including
adherence, phagocytosis, nitro blue tetrazolium (NBT)
reduction and CD evaluation, were performed as previously
reported (10). 

For the reverse transcriptase (RT) reaction, 1 μg of total
RNA, isolated with the RNeasy Mini Kit® (Qiagen, Milan,
Italy), was pre-treated with RNase-free DNase, heated at 70˚C
for 10 min, placed on ice for 1 min, and reverse transcribed
by incubation with a mixture containing 0.5 mM dNTP mix,
25 ng/μl oligo(dT)15-18 (Life Technologies Italia, Milan, Italy),
10 mM dithiothreitol, 1X first-strand buffer, 10 units of RNase
inhibitor (Amersham Biotech, Milan, Italy), 200 units of
SuperScript RT (Life Technologies Italia) and water at a final
volume of 20 μl for 1 h at 42˚C. The reaction was stopped by
heating at 70˚C for 15 min. The duplex of RNA-DNA was
treated with 5 units of RNase H (US Biochemicals, Cleveland,
OH) at 37˚C for 20 min, and the amount of single-strand
cDNA was evaluated by fluorometry (Victor2 1420 Multilabel
Counter, Wallac) with the fluorescent probe Oligreen (Life
Technologies Italia) using phage M13+ as a single-strand
DNA standard. 

For real-time PCR (35 cycles), cDNA was amplified with
2X Platinum® SYBR® Green qPCR SuperMix-UDG (Life
Technologies Italia) along with forward and reverse primers
(5 pmol each) as listed in Table I. The primer set was designed
according to the known sequences reported in GenBank with
the help of the Primer 3 program (13). Quantitative PCR was
performed in a 36-well Rotor Gene 3000 (Corbett Research,
Rotor-Gene™ 3000, version 5.0.60, Mortlake, Australia).
Each cycle consisted of a denaturation step at 95˚C for 15 sec,
followed by separate annealing (30 sec) and extension (30 sec,
72˚C) steps. Fluorescence was monitored at the end of each
extension step. A no-template, no-reverse transcriptase control
was included in each experiment. At the end of the amplifi-
cation cycles, a melting curve analysis was added. Melting
temperature analysis for the reaction mix revealed a charac-
teristic melting profile, with a single sharp peak at the typical
melting temperature for a given product. The specificity of
the product was determined by the generation of a melting
curve and by electrophoresis of the amplicons. Samples were
run in duplicate, and the average crossing point (CP) value

was used for calculations. The analysis of the data was carried
out according to the Relative Standard Curve Method (14). The
relative quantification value of a target gene, normalized to
GAPDH as the internal control gene, is expressed as a number
indicating the relative expression compared with that gene.

Results

In order to discriminate between the expression of MLL-AF9
and the expression of genes induced by MLL-AF9 expression,
we performed all the RT-PCR analyses in THP-1 cells that
also expressed MLL-AF9 after terminal differentiation induced
by PMA. Fig. 1 shows no significant difference in MLL-AF9
expression in untreated THP-1 cells and in those treated with
PMA for 72 h. Fig. 2 shows the expression pattern of HOXA-
code genes (HOXA4 to HOXA11). All these genes were
expressed in untreated THP-1 cells. The expression of
HOXA4, 7, 10 and 11 genes was down-regulated in THP-1
cells after differentiation induced by PMA. In particular, the
strongest down-regulation was observed for HOXA11 (91%
of the control), followed by HOXA7 and 4 (53 and 52%
respectively of the control), and HOXA10 (45% of the control).
HOXA6 was the only HOXA gene whose expression was up-

MARTINO et al:  HOXA-code AND MEIS1 GENE EXPRESSION IN THP-1 CELLS242

Figure 1. MLL-AF9 expression in untreated and PMA-treated THP-1 cells.
Values represent the means ± SD of two separate experiments.

Table I. Primers employed for RT-PCR.
–––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––
GenBank cDNA Sense primer Antisense primer Product 
Acc. no. size (bp)
–––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––
NM_002141 HOXA4 ACCCGTTCCCTCCTCCATATAATC GCAACCAGCACAGACTCTTAACC 200
NM_019102 HOXA5 ACGGCTACGGCTACAATGGC CCCTCTCTGCTGCTGATGTGG 292
NM_024014 HOXA6 TACACCTCACCTTGTTTCTACC CGCCTTCGTCATGGAGTG 229
NM_006896 HOXA7 AAATGGGGTTTGGTGTAAATCTG CCGCTTCTCTGTGAGTTGG 221
NM_152739 HOXA9 TACCACCACCATCACCAC CACAAGCATAGTCAGTCAGG 232
NM_018951 HOXA10 GCAAAGAGTGGTCGGAAGAAG CGTCGCCTGGAGATTCATC 254
NM_005523 HOXA11 TGGTCCCTGCTCCTCTAAC GGCTCAATGGCGTACTCTC 189
NM_002398 MEIS1 AGTGAGCAAGGTGATGGC CTCGGTTGGACTGGTCTATC 289
NM_004529 MLL-AF9 AGCACTGGTCATCCCGCCTCAG TCGGCTGCCTCCTCTATTTACAG 382
NM_002046 GAPDH CAACGGATTTGGTCGTATTG GGAAGATGGTGATGGGATTT 209
–––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––
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regulated (more than twice that of the control). Finally, the
difference in the expression of the HOXA5 and 9 genes was
not statistically significant in undifferentiated and differen-
tiated THP-1 cells. To note, the HOXA8 gene is absent in
vertebrates in general. Fig. 3 shows the results of the expression
pattern of the MEIS1 gene, which was expressed in untreated
THP-1 cells and down-regulated in differentiated THP-1
cells (72% of control). 

Discussion

MLL-AF9 oncogene expression causes leukemic transformation
in hematopoietic progenitors. The exact role of MLL-AF9 is
still under investigation. Studies performed in mouse embry-
onic stem cells indicate that Mll-AF9 expression causes
excessive myeloproliferation (3). Accordingly, we and others
reported the inhibition of proliferation in THP-1 cells treated
with an MLL-AF9 antisense (8,9). In terms of differentiation
blockage, we reported that MLL-AF9 expression does not
affect the terminal differentiation of THP-1 cells (8), and that
down-regulation of MLL-AF9 expression is not obligatory for
monocyte-macrophage maturation in AML-M5 cells carrying
t(9;11)(p22;q23) (10). These observations suggest that other
genes should be examined for differentiation blockage in
MLL-AF9-related leukemias (8). 

It has been shown that, in mouse bone marrow cells, the
expression of Mll-AF9 leads to the overexpression of several
genes, including Hoxa4, 5, 6, 7, 9, 10 and 11 (defined as
‘Hoxa-code’ genes) and Meis1, a Hox cofactor (4-6). HOX
genes and their cofactors are preferentially expressed in
hematopoietic stem cells (HSCs) and immature hematopoietic
progenitors, and are down-regulated during terminal differ-
entiation (15). Overexpression of these genes is frequently
associated with the leukemogenetic transformation of
hematopoietic progenitors. A proposed function of the
HOX-dependent pathways is the regulation of self-renewal
mechanisms in HSCs, and the deregulated expression of the
HOX genes is crucial for the development of leukemic stem
cells (16,17).

In this study, we evaluated the expression patterns of
HOXA-code genes (HOXA4 to HOXA11) and MEIS1 during
the terminal differentiation of leukemic cells expressing
MLL-AF9. We performed our analysis using THP-1 cells that
also expressed MLL-AF9 after PMA-induced differentiation
in order to discriminate between the expression of MLL-AF9
and the expression of genes induced by MLL-AF9 expression
(Fig. 1). The results indicate that HOXA4, 7, 10, 11 and MEIS1
were down-regulated in THP-1 differentiated cells (Figs. 2
and 3), suggesting these genes play a role in the blockage of
terminal differentiation in leukemogenesis induced by MLL-
AF9. As these down-regulated genes are induced by MLL-AF9
expression, in future studies, the expression of the MLL-AF9
oncoprotein should be analyzed in differentiated THP-1 cells
to evaluate a possible down-regulation of MLL-AF9 at a post-
transcriptional level. In regard to HOXA9 expression, we
recorded no significant variation. Nevertheless, it has been
reported that HOXA9 protein is phosphorylated by protein
kinase C (PKC), and that this phosphorylation is enhanced by
PMA, a known inducer of PKC and the inductor of differen-
tiation employed in this study. PKC-mediated phosphorylation
of HOXA9 protein impairs its DNA binding ability and
induces myeloid differentiation (18). Therefore, the obser-
vation that MEIS1 and most HOXA-code genes are down-
regulated (transcriptionally or post-transcriptionally for
HOXA9) during monocyte-macrophage terminal differen-
tiation suggests a role for these genes in the process of
differentiation blockage, other than that played in self-renewal
processes (17,19,20), in MLL-AF9-related leukemias. 

To date, little has been reported on the function of HOXA6,
the only up-regulated HOXA gene. In a recent study, HOXA6
was found hypermethylated, mainly in lymphoid malignancy,
suggesting that some HOX family members can be frequent
targets for gene inactivation and play suppressor roles in
leukemia development (21). 

In summary, this study supports the theory that, for
leukemogenesis induced by MLL-AF9, expression of a single
HOXA gene is not significant. Rather, the expression pattern
of several genes in the HOXA-code and their cofactors, such
as MEIS1, is required.
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Figure 3. MEIS1 expression in untreated and PMA-treated THP-1 cells.
Values represent the means ± SD of two separate experiments.

Figure 2. HOXA-code expression in untreated and PMA-treated THP-1 cells.
Values represent the means ± SD of two separate experiments.

241-244  30/1/2009  01:20 ÌÌ  Page 243

https://www.spandidos-publications.com/10.3892/mmr_00000090


Acknowledgements

This work was supported by grants FIL-2007 (University of
Parma) and PRIN-2007 (MIUR) and by AGEOP (Associazione
Genitori Ematologia Oncologia Pediatrica).

References

1. Iida S, Seto M, Yamamoto K, Komatsu H, Tojo A, Asano S,
Kamada N, Ariyoshi Y, Takahashi T and Ueda R: MLLT3 gene
on 9p22 involved in t(9;11) leukemia encodes a serine/proline
rich protein homologous to MLLT1 on 19p13. Oncogene 8:
3085-3092, 1993.

2. Swansbury GJ, Slater R, Bain BJ, Moorman AV and Secker-
Walker LM: Hematological malignancies with t(9;11)(p21-
22;q23) - a laboratory and clinical study of 125 cases. European
11q23 Workshop participants. Leukemia 12: 792-800, 1998.

3. Dobson CL, Warren AJ, Pannell R, Forster A, Lavenir I, Corral J,
Smith AJ and Rabbitts TH: The mll-AF9 gene fusion in mice
controls myeloproliferation and specifies acute myeloid
leukaemogenesis. EMBO J 18: 3564-3574, 1999.

4. Kumar AR, Hudson WA, Chen W, Nishiuchi R, Yao Q and
Kersey JH: Hoxa9 influences the phenotype but not the incidence
of Mll-AF9 fusion gene leukemia. Blood 103: 1823-1828, 2004.

5. Krivtsov AV, Twomey D, Feng Z, Stubbs MC, Wang Y, Faber J,
Levine JE, Wang J, Hahn WC, Gilliland DG, Golub TR and
Armstrong SA: Transformation from committed progenitor to
leukaemia stem cell initiated by MLL-AF9. Nature 442: 818-822,
2006.

6. Somervaille TC and Cleary ML: Identification and characteriza-
tion of leukemia stem cells in murine MLL-AF9 acute myeloid
leukemia. Cancer Cell 10: 257-268, 2006.

7. Chen W, Kumar AR, Hudson WA, Li Q, Wu B, Staggs RA,
Lund EA, Sam TN and Kersey JH: Malignant transformation
initiated by Mll-AF9: gene dosage and critical target cells.
Cancer Cell 13: 432-440, 2008.

8. Pession A, Martino V, Tonelli R, Beltramini C, Locatelli F,
Biserni G, Franzoni M, Freccero F, Montemurro L, Pattacini L
and Paolucci G: MLL-AF9 oncogene expression affects cell
growth but not terminal differentiation and is downregulated
during monocyte-macrophage maturation in AML-M5 THP-1
cells. Oncogene 22: 8671-8676, 2003.

9. Kawagoe H, Kawagoe R and Sano K: Targeted down-regulation
of MLL-AF9 with antisense oligodeoxyribonucleotide reduces
the expression of the HOXA7 and -A10 genes and induces
apoptosis in a human leukemia cell line, THP-1. Leukemia 15:
1743-1749, 2001.

10. Martino V, Tonelli R, Montemurro L, Franzoni M, Marino F,
Fazzina R and Pession A: Down-regulation of MLL-AF9, MLL
and MYC expression is not obligatory for monocyte-macrophage
maturation in AML-M5 cell lines carrying t(9;11)(p22;q23).
Oncol Rep 15: 207-211, 2006.

11. Odero MD, Zeleznik-Le NJ, Chinwalla V and Rowley JD:
Cytogenetic and molecular analysis of the acute monocytic
leukemia cell line THP-1 with an MLL-AF9 translocation.
Genes Chromosomes Cancer 29: 333-338, 2000.

12. Tsuchiya S, Kobayashi Y, Goto Y, Okumura H, Nakae S,
Konno T and Tada K: Induction of maturation in cultured human
monocytic leukemia cells by a phorbol diester. Cancer Res 42:
1530-1536, 1982.

13. Rozen S and Skaletsky H: Primer3 on the WWW for general
users and for biologist programmers. Methods Mol Biol 132:
365-386, 2000.

14. Bustin SA: Absolute quantification of mRNA using real-time
reverse transcription polymerase chain reaction assays. J Mol
Endocrinol 25: 169-193, 2000.

15. Kawagoe H, Humphries RK, Blair A, Sutherland HJ and
Hogge DE: Expression of HOX genes, HOX cofactors, and
MLL in phenotypically and functionally defined subpopulations
of leukemic and normal human hematopoietic cells. Leukemia
13: 687-698, 1999.

16. Eklund EA: The role of HOX genes in malignant myeloid
disease. Curr Opin Hematol 14: 85-89, 2007.

17. Argiropoulos B and Humphries RK: Hox genes in hematopoiesis
and leukemogenesis. Oncogene 26: 6766-6776, 2007.

18. Vijapurkar U, Fischbach N, Shen W, Brandts C, Stokoe D,
Lawrence HJ and Largman C: Protein kinase C-mediated
phosphorylation of the leukemia-associated HOXA9 protein
impairs its DNA binding ability and induces myeloid differen-
tiation. Mol Cell Biol 24: 3827-3837, 2004.

19. Wong P, Iwasaki M, Somervaille TC, So CW and Cleary ML:
Meis1 is an essential and rate-limiting regulator of MLL leukemia
stem cell potential. Genes Dev 21: 2762-2774, 2007.

20. Argiropoulos B, Yung E and Humphries RK: Unraveling the
crucial roles of Meis1 in leukemogenesis and normal hemato-
poiesis. Genes Dev 21: 2845-2849, 2007.

21. Strathdee G, Holyoake TL, Sim A, Parker A, Oscier DG,
Melo JV, Meyer S, Eden T, Dickinson AM, Mountford JC,
Jorgensen HG, Soutar R and Brown R: Inactivation of HOXA
genes by hypermethylation in myeloid and lymphoid malignancy
is frequent and associated with poor prognosis. Clin Cancer Res
13: 5048-5055, 2007.

MARTINO et al:  HOXA-code AND MEIS1 GENE EXPRESSION IN THP-1 CELLS244

241-244  30/1/2009  01:20 ÌÌ  Page 244


