
Cancer Sci |  December 2007 | vol. 98 | no. 12 | 1914–1920 doi: 10.1111/j.1349-7006.2007.00618.x
© 2007 Japanese Cancer Association

Blackwell Publishing Asia

Downregulation of microRNAs-143 and -145 in B-cell 
malignancies
Yukihiro Akao,1,4 Yoshihito Nakagawa,1 Yukio Kitade,2 Tomohiro Kinoshita3 and Tomoki Naoe3

1Department of Medical Oncology, Gifu International Institute of Biotechnology, 1–1 Naka-Fudogaoka, Kakamigahara, Gifu 504-0838; 2United Graduate School 
of Drug Discovery and Medical Information Sciences, Gifu University, Yanagido, Gifu 501-1193; 3Department of Hematology and Oncology, Nagoya University, 
Graduate School of Medicine, 65 Tsurumai-cho, Showa-ku, Nagoya 466-8550, Japan

(Received June 15, 2007/Revised August 6, 2007/Accept August 15, 2007/Online publication September 24, 2007)

Recently, it has been found that inappropriate expression of
microRNAs (miRNAs) is strongly associated with carcinogenesis. In
this study, we demonstrated that the expression of miRNAs (miRs)
-143 and -145, the levels of which were previously shown to be
reduced in colon cancers and various kinds of established cancer cell
lines, was also decreased in most of the B-cell malignancies examined,
including chronic lymphocytic leukemias (CLL), B-cell lymphomas,
Epstein-Barr virus (EBV)-transformed B-cell lines, and Burkitt
lymphoma cell lines. All samples from 13 CLL patients and eight of
nine B-cell lymphoma ones tested exhibited an extremely low
expression of miRs-143 and -145. The expression levels of miRs-143
and -145 were consistently low in human Burkitt lymphoma cell
lines and were inversely associated with the cell proliferation
observed in the EBV-transformed B-cell lines. Moreover, the
introduction of either precursor or mature miR-143 and -145 into
Raji cells resulted in a significant growth inhibition that occurred in
a dose-dependent manner and the target gene of miRNA-143 was
determined to be ERK5, as previously reported in human colon
cancer DLD-1 cells. Taken together, these findings suggest that
miRs-143 and -145 may be useful as biomarkers that differentiate
B-cell malignant cells from normal cells and contribute to carcino-
genesis in B-cell malignancies by a newly defined mechanism.
(Cancer Sci 2007; 98: 1914–1920)

M icroRNAs are endogenous ~22-nt non-coding RNAs that
regulate gene expression by inhibiting the translation of

mRNAs in a sequence-specific manner.(1–8) With more than 400
already identified, the human genome may contain up to 1000
miRNAs8 (http://microrna.sanger.ac.uk/). Up to one-third of
human mRNAs are predicted to be miRNA targets.(9) Each
miRNA can target more than 200 transcripts directly or
indirectly,(10,11) whereas more than one miRNA can converge on
a single mRNA target.(9,12–15) Therefore, the potential regulatory
circuitry afforded by miRNA is enormous. These findings
support the notion that alterations of miRNAs copy number and
their regulatory genes highly prevalent in cancer because of
genomic aberrations is closely associated with carcinogenesis.

Recent increasing evidence shows that the expression of
miRNA genes is deregulated in human cancer.(16–19) Specific
over- or underexpression has been shown to correlate with par-
ticular tumor types.(20–24) miRNA overexpression can result in
downregulation of tumor suppressor genes, whereas their under-
expression can lead to oncogene upregulation.(16–19) For exam-
ple, let-7, downregulated in lung cancer,(25–27) suppresses Ras,(26)

miR-15 and miR-16, deleted or downregulated in CLL,(28) suppress
BCL2,(29) miR-17-5p and miR-20a control the balance of cell
death and proliferation driven by the proto-oncogene c-Myc.(30)

Clear evidence indicates that miRNA polycistron miR-17-92
serves as an oncogene in lymphoma,(23) and lung cancer,(31) and
that miR-372 and miR-373 are novel oncogenes in testicular germ
cell tumors that act by numbing the p53 pathway.(32) Thus, miRNA
expression profiles may predict the outcome of disease.(25,27,33)

First, by differential hybridization using a DNA microarray
for miRNAs and then by semi-quantitative RT-PCR analysis
between tumor and non-tumor tissues, we previously found that
miRs-143 and -145, whose genes are located within 1.8 kb of
each other in the chromosome 5q32 region, were downregulated
in colon cancer,(34) as also reported by Michael et al.(35) Further-
more, all of the various kinds of human cancer cell lines tested
exhibited an extremely low-expression of miRs-143 and -145,
whereas the normal tissues in which they originate showed a
good expression of both.(34)

In the present study, we investigated the expression of miRs-143
and -145 in hematopoietic malignancies, and found that the
expression levels of both miRs were significantly decreased in
B-cell malignancies, thus suggesting that they are good markers
for B-cell malignancies, especially for CLL in combination
with miRs-15 and -16.(28) Furthermore, the expression levels of
miRs-143 and -145 were consistently low in Burkitt lymphoma cell
lines and were inversely related to the growth of EBV-transformed
cell lines. The transfection experiment of Raji cells with either
precursor miR-143 or -145 demonstrated that both miRs negatively
contributed to the cell growth.

Materials and Methods

Patients and tissue preparation. All human blood and lymph
node samples were obtained from patients who had undergone
collection for diagnosis at Nagoya University Hospital and its
collaborating hospitals in Nagoya, Aichi Prefecture. Human
tonsils were also obtained by tonsilectomy. Informed consent in
writing was obtained from each patient. Collection and distribution
of the samples were approved by the appropriate Institution
Review Board. The patients comprised 13 cases of chronic
lymphocytic leukemia (CLL) and nine cases of B-cell
lymphoma (8DLBCL, 1MALT). Pathological review and FACS
analysis showed B-cell non-Hodgkin lymphoma. PBL from
three healthy donors were used as normal controls. Fresh
lymphoma biopsy specimens and tonsils obtained by operation
were gently minced over a wire mesh screen to obtain a cell
suspension, which was then centrifuged over Ficoll-Hypaque
(Amersham Biosciences AB, Uppsala, Sweden). CD19+ B-cells
from the tonsils were used as control cells. Purity was assessed,
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and isolation carried out by FACS. All samples were prepared by
gravity centrifugation through Ficoll-Hypaque and then frozen
in liquid nitrogen until the experiments could be carried out. Such
thawed specimens were used for the extraction of total RNA.

Cell culture, viability and treatment with 5-Aza-2′′′′-deoxycytidine or 
tricostatin A. Human Burkitt cell lines Raji, Daudi, P3, and KHM-
10B; and human EBV-transformed cells IC, L11, L22, and L25 were
grown in RPMI-1640 medium supplemented with 10% (v/v)
heat-inactivated FBS (Sigma, St. Louis, MO, USA) and 2 mM
L-glutamine under an atmosphere of 95% air and 5% CO2 at 37°C.

The number of viable cells was determined by use of the
trypan-blue dye exclusion test. 5-Aza (Sigma) was used for
demethylation of DNA and histone. TSA (Sigma), a histone
deacetylase inhibitor, was also used to examine the effect of
acetylation of histone on miR-143 and -145 expression. The cells
were treated with these agents for 18 h at various concentrations.

Quantitative RT-PCR and genomic PCR. Total RNA was isolated
from the cells by the phenol/guanidium thiocyanate method with
DNase I treatment. To determine the expression of miRNAs by
semi-quantitative RT-PCR, we measured their levels by using a
mirVana™ qRT-PCR miRNA Detection Kit (Ambion, Austin,
TX, USA) and mirVana qRT-PCR Primer set (Ambion). Briefly,
after reverse transcription of 50 ng of total RNA, cDNA was
generated. The PCR reaction consisted of 22 cycles (95°C
for 15 s, 60°C for 30 s) after an initial denaturation step
(95°C for 3 min). The cycle number was initially determined by
quantitative PCR. The PCR primer pairs for miRs-143, -145,
and -15a were obtained commercially from Ambion. The PCR
products obtained by using such primer pairs were confirmed to
be from loci of miRs-143 and -145 by DNA sequencing. U6 was
used as a control and was determined in each case. In addition,
in order to examine the expression level in detail we also carried
out TaqMan® MicroRNA Assays using real-time PCR.(16) The Ct
is defined as the fractional cycle number at which the fluorescence
passes a fixed threshold. miR-143 and miR145 concentration in
each type of cell were measured and were normalized to U6,
which was used as an internal control. To determine the level of
ERK5 mRNA we prepared cDNA from the total RNA samples
by using a PCR purification kit (Qiagen, Hilden, Germany) and
used them for PCR (Takara, Ohtsu, Japan). The primers for
ERK5 were as follows: ERK5-sense-211, 5′-CCTTCGATGTGA-
CCTTTGAC-3′; and ERK5-antisense-1418, 5′-TGACACCATTG-
ATCTGACCC-3′. To examine the presence of the genomic loci
of miRs-143 and -145, we extracted DNA from the cell lines
tested and used it for PCR (Takara). The primers for genomic
loci of miRs-143 and -145 were as follow: 5q32-sense, 5′-
TTGGTCCTGGGTGCTCAAAT-3′; and 5q32-antisense, 5′-
AGGAACTCCCAAGCTCAAGT-3′. The primers amplified the
DNA fragment including both loci at 5q32. The genomic locus
of GAPDH was used as an internal control. The PCR reaction
consisted of 30 cycles (94°C for 30 s, 57.5°C for 1 min, 72°C for
1 min) after an initial denaturation step (95°C for 1 min). The PCR
products were analyzed by electrophoresis on 2% agarose gels.

Transfection of Raji cells with precursor or mature miR-143 and -145 
miRNAs. Raji cells were seeded in six-well plates at a
concentration of 1–2 × 105/well on the day before the transfection.
The miRs-143 and -145 precursors (20–100 nM/mL; Ambion)
and mature miRNAs (20–60 nM/mL) were used for the transfection
of the cells, which was achieved by using cationic liposomes
(i.e. TransIT-TKO) (Mirus Bio Company, Madison, WI, USA)
according to the manufacturer’s lipofection protocol. The
transfection efficiency was evaluated by the transfection of the
cells with a duplex siRNA-FITC (Dharmacon, Lafayette, CO,
USA). Non-specific control miRNA (NS, 57% GC content;
Ambion) was used as a control for non-specific effects. The
sequences of mature miRNA-143 (miRNA-143 m) and -145
(miRNA-145 m) were as follows: UGAGAUGAAGCACU-
GUAGCUCA and GUCCAGUUUUCCCAGGAAUCCCUU,

respectively. The effects manifested by the introduction of the
precursor or mature miRNAs into the cells were assayed at 36 h
after the transfection. At the same time, semi-quantitative RT-
PCR was carried out on the cells transfected with the precursors.

Western blotting. The cells were homogenized in chilled lysis
buffer comprising 10 mM Tris-HCl (pH 7.4), 1% NP-40, 0.1%
deoxycholic acid, 0.1% SDS, 150 mM NaCl, 1 mM EDTA, and
1% protease inhibitor cocktail (Sigma) and stood for 30 min on
ice. After centrifugation at 16 000g for 20 min at 4°C, the
supernatants were collected as protein samples. Protein contents
were measured with a DC protein assay kit (Biorad, Hercules,
CA, USA). 10 μg of lysate protein for western blotting of
ERK5 and c-myc was separated by SDS-PAGE using a 10%
polyacrylamide gel and electroblotted onto a PVDF membrane
(DuPont, Boston, MA, USA). After blockage of non-specific
binding sites for 1 h with 5% non-fat milk in PBS containing
0.1% Tween 20, the membrane was incubated overnight at 4°C
with antihuman ERK5 antibody (Cell Signaling Tec. Inc., Beverly,
MA, USA), antihuman c-myc antibody (Santa Cruz, Santa Cruz,
CA, USA) or with DNMT-1 (Santa Cruz). The membranes were
then washed three times with PBS containing 0.1% Tween 20,
incubated further with HRP-conjugated sheep antimouse or
donkey antirabbit Ig antibody (Amersham Biosciences, Piscataway,
NJ, USA) at room temperature, and then washed three times
with PBS containing 0.1% Tween 20. The immunoblots were
visualized by use of an enhanced chemiluminescence detection
kit (New England Biolabs, Beverly, MA, USA).

Statistics. Differences were statistically evaluated by one-way
anova followed by Fisher’s PLSD. A P-value of less than 0.05
was considered to be statistically significant.

Results

Expression levels of miRs-143 and -145 were significantly decreased 
in B-cell malignancies. We examined the expression of miRs-143
and -145 in the samples from patients with B-cell malignancies
by conducting semi-quantitative RT-PCR and TaqMan assays
using real-time PCR. Representative bands of expression obtained
by the former and the mean values of TaqMan assays from two
independent experiments using the latter are presented in Fig. 1.
There was no patient with any abnormality of chromosome 5q32,
where miRs-143 and -145 are colocalized within a 1.8-kb distance
from each other. In TaqMan assays, Ct values of the samples
detected by TaqMan probes corresponding to U6, miR-143 and
miR-145 are shown in Table 1. Notably, all of the cases of CLL
showed an extremely low-expression (Fig. 1a). Among the
B-cell lymphomas, all of the samples except Bl-18 exhibited a
low level (Fig. 1b). Recent reports by Calin et al.(28) demonstrated
that the expression levels of mir-15a and -16 from 13q13.4 were
decreased in CLLs with an incidence of approximately 68%.
However, the incidence of reduced miR-15a expression in our
Japanese CLLs was not so high (approximately 54%, Fig. 1a).

Relationship between the expression levels of miRs-143 and -145 
and cell growth. In order to clarify the relationship between the

Table 1. The Ct values of U6, miR-143, and miR-145 in real-time PCR
using the TaqMan probes.

Standard 
Curve

Ct

Mean ± SD CV (%)

U6 27.1 ± 0.12 0.4
miR-143 31.0 ± 0.12 0.4
miR-145 28.1 ± 0.08 0.3

Ct, cycle threshold; CV, coefficient variation; miR, miRNA; SD, standard 
deviation.
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expression levels of miRs-143 and 145 and cell growth in B-cell
lines, we examined the expression levels of EBV-transformed
B-cell lines from healthy donors (IC, L11, L22, and L25) and
established Burkitt cell lines (Raji, Daudi, P32, and KHM-10B;
Fig. 2a). It should be noted that the expression levels were
inversely related to the cell growth of EBV-transformed cells
from the data of semi-quantitative RT-PCR (Ambion)
(Fig. 2a,b; expression level, L25 < L22 = L11 < IC; growth,
IC < L22 < L11 < L25). Furthermore, all of the Burkitt cell
lines, in which cells have genetic aberrations including c-
Myc, showed a fairly low level of the expression of both
miRNAs like the L25 cells (Fig. 2a), which showed the highest
cell proliferation among the EBV-transformed B-cell lines
(Fig. 2b). The data in Fig. 2a,b clearly indicate an inverse

relationship between the expression levels of miR-143 and -145
and cell growth.

Transfection of RAJI cells with precursor or mature miR-143 or -145, 
respectively, causes growth inhibition. In order to examine the
suppressive function of miR-143 and -145 with respect to cell
growth and to examine which enzymatic modification during
miRNA biogenesis is perturbed, we transfected low-expressant
Raji cells with precursor miR-143 (miR-143p) or -145 (miR-
145p), in which transfection resulted in a significant growth
inhibition that occurred in a dose-dependent manner (Fig. 3a).
Semi-quantitative RT-PCR using the primers for miR-143 or
-145 demonstrated a significant increase in the levels of miR-143
and 145 in the Raji cells transfected with the respective
precursors compared with their levels in the control cells

Fig. 1. Expression of microRNAs (miRNAs)-143
and -145 in human B-cell malignancies examined
by quantitative reverse transcription-polymerase
chain reaction (RT-PCR). Blood samples or lymph
nodes (Bl) from patients were obtained on
admission or after relapse of the disease. Thirteen
cases of chronic lymphocytic leukemia (CLL) (a)
and nine cases of B-cell lymphoma (b) were
examined. Peripheral blood lymphocytes (PBL)
from individuals a, b, and c and CD19+ B-cells
from the tonsils (1 and 2) were used as controls.
In CLLs, the expression of miR-15a(28) was also
examined by semi-quantitative RT-PCR. U6 was
used as an internal standard. The intensity of
the bands for miR-143, -145 and -15a expression
was determined by densitometry and the value
is given under each band. The levels of
CD19+ B-cells for CLL and B-cell lymphoma were
designated as 100 in semi-quantitative RT-PCR
and as 1 in quantitative RT-PCR by TaqMan assays
using a real-time PCR. The results of real-time
PCR are expressed as the mean values of two
independent experiments.
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(Fig. 3a). In order to further confirm that miR-143 or -145 has a
growth inhibition, we carried out a transfection experiment using
mature miR-143 (miR-143 m) or -145 (miR-145 m) (Fig. 3b). In
both experiments, a dose-dependent growth inhibition by the
introduction of mature miR-143 or -145, which results were
very similar to those obtained when the transfection was carried
out with precursor miR-143 or -145. These findings indicate that
miR-143 and -145 negatively contribute to cell growth, because
the compensation of miR-143 or -145 by the transfection induced
growth inhibition and that the perturbation of processing of
miR-143 or -145 in the nucleus including transcription and
microprocessor of Drosha and DG8 could cause the cells to
reduce their expression of both.

Genomic status and epigenetic change in miR-143 and -145 loci on 
5q32. In order to examine the chromosomal aberrations of
miRs-143 and -145 loci on 5q32, we carried out genomic PCR
on the B-cell lines by using a primer pair covering both loci.(34)

As shown in Fig. 4a, more than one allele was confirmed to be
present in all EBV-transformed and Burkitt lymphoma cell lines,
as in the placenta, used as the positive control. Furthermore, the
treatment with 2–10 μM 5-Aza, which completely reduced the level
of DNMT-1, did not upregulate the expression of miRNAs-143
and -145 at all in L25 cells (Fig. 4b); nor did that with TSA.

Thus, it appears that some genomic aberration or epigenetic
change did not cause the low expression of miR-143 and -145
in the cells.

MicroRNA-143 targets the ERK-5 mRNAs. Previously, we determined
that one of the target genes of miR-143 was ERK5 in the human
colon cancer cell line DLD-1.(34) ERK5 is a recently characterized
MAPK, which is most similar to the well-studied ERK1/2 subfamily,
but uses distinct mechanisms to elicit responses. The physiological
importance of this signaling cascade is underscored by the early
embryonic death caused by the targeted deletion of the erk5 or
the mek5 genes in mice.(36) In Fig. 2c, the level of ERK5 expression
in Burkitt lymphoma cell lines was approximately several times
higher than that in the other B-cells including CD19+ B-cells
and EBV transformed B-cell lines except L25, where the pattern
was very similar to that of c-myc. We clearly demonstrated that
the expression levels between miR-143 and ERK5 were inversely
correlated in regard to cell growth in EBV-transformed cell lines
(Fig. 2). Based on these results, ERK-5 was shown to be a
growth-related MAPK even in B-cells. In order to further confirm
that the target mRNA of miR-143 is ERK5, we examined the
expression of ERK5 and the mRNA in the RAJI cells transfected
with precursor miR-143 (Fig. 3). Expectedly the protein expres-
sion levels were significantly decreased in a dose-dependent

Fig. 2. Expression of microRNAs (miRNAs)-143
and -145 and cell growth in B-cell cultured cell
lines. (a) Evaluation of expression of miRNAs-143
and -145 in human Epstein-Barr virus (EBV)-
transformed B-cell lines and Burkitt lymphoma
cell lines by use of semi-quantitative reverse
transcription-polymerase chain reaction (RT-PCR)
and TaqMan MicroRNA assays using real-time
PCR. U6 was used as an internal standard. CD19+

B-cell-1 was designated as 1 in quantitative RT-
PCR by TaqMan miRNA assays using real-time
PCR. The results of real-time PCR were expressed
as the mean values of two independent experiments.
(b) Steady-state cell growth of EBV-transformed
B-cell lines at 72 h after seeding at the con-
centration of 1 × 105/mL (c) Western blot
analysis of ERK5 and c-myc in control and B-cell
lines in the same samples as in (b), and in human
Burkitt lymphoma cell lines. β-actin was used
as an internal control.
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manner, whereas the mRNA levels were almost unchanged
(Fig. 3c). Thus, these findings and the previous results in colon
cancer(34) altogether indicate that miR-143 could target the
ERK5 gene even in B-cells.

Discussion

In the current study, we demonstrated that the expression levels
of miRs-143 and -145 were significantly reduced in the B-cell

Fig. 3. Effect of transfection of human Burkitt
lymphoma Raji cells with either precursor (a) or
mature type (b) of microRNAs (miRNAs)-143 and
-145, and ERK5 expression in the cells transfected
with the precursor miR-143 (c). (a, b) Number of
viable transfected or control cells at 36 h after
transfection is shown. Data are presented as the
mean ± standard deviation (SD) of three different
experiments, each carried out in duplicate. Levels
of miRNAs-143 and -145 in Raji cells at 36 h after
the transfection of the cells with miR-143 or -145
precursor miRNAs at 100 nM are shown in (a). U6
was used as an internal standard. The difference
between the non-specific control and 100 (a) or
60 (b) nM treatment was significant (*P < 0.01).
(c) Expression levels of ERK5 protein and the
mRNA at 36 h after the transfection of Raji cells
with miR-143 precursor miRNAs, as evaluated by
western blot analysis (upper panel) and by
quantitative RT-PCR (lower panel), respectively.
β-actin was used as an internal standard. Control
cells were incubated in medium containing
transfection reagent alone.
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malignancies tested and further that the expression levels were
inversely related to the cell growth in the EBV-transformed B-
cell lines, which have no genomic aberrations. The introduction
of miR-143 or -145 precursors or mature types into the Raji
cells led to a significant growth inhibition. Such data suggest that
miRs-143 and -145 could negatively contribute to cell growth by
targeting growth-related genes.

The increased expression of miR-143 by the transfection with
precursor miR-143 into Raji cells lowered the protein expression
levels of ERK5, whereas the mRNA level of ERK5 remained
unchanged, which suggests that ERK5 is one of the target genes
of miR-143, as shown in previous reports by us,(34) and Esau et al.(37)

Recent studies indicate that proteins involved in miRNA
biogenesis, including Drosha and double-stranded-RNA-binding
protein DGCR8, Dicer 1, Argonaute 2, and RISC, may also partici-
pate in the complex interactions that regulate miRNA expression,
together with additional mechanisms that regulate miRNA at the
epigenetic, transcriptional level. Since the transfection of Raji
cells with the precursor miR-143 or -145 exhibited growth inhi-
bition, transcription and/or processing by Drosha and DGCR8
microprocessor in the nucleus was possibly perturbed, which is
true in the case of human colon cancer DLD-1 cells.(34) Further-
more, we did not obtain any data that indicated an inappropriate
expression caused by genomic aberration or epigenetic change
such as methylated DNA and histone. Recently, miR-223 was
shown to be upregulated by the retinoic acid-induced replace-
ment of NFI-A with C/EBP α, resulting in promotion of human
granulocyte differentiation.(38) As miR-223 repressed NFI-A

translation, the upregulation of miR-223 by C/EBP α and gran-
ulopoiesis was further accelerated through positive feedback.
Therefore, the machinery involved in the transcription step of
miRs-143 and -145, whose primary miRNAs are most likely
identical, because their genomic loci are located within a 1.8-kb
span, should be clarified for achieving a fully comprehensive
view of the processes operating in carcinogenesis.

Rescued expression of downregulated or functionally-
deficient miRNAs and/or inhibitors of overexpressed miRNAs
may contribute to rebalanced the expression of large gene clusters
implicated in oncogenesis, tumor progression, and cell death.
One of the target genes for miR-143 was presently shown to be
ERK5 MAPK, which was also shown to be targeted in DLD-1
cells by us,(34) and in adipocytes by others.(37) Also, we suggest
that miR-145 may target MAP3K3 and MAPK4K4 and that other
potential targets for miR-145, which have oncogenic functions,
are MYCN, FOS, YES, and FLI (http://microrna.sanger.ac.uk/)
and cell-cycle promoters such as cyclin D2 and L1. Particularly,
the MAPK signal via ERK5 contains c-myc in the downstream
of ERK5.(39) Thus, the reduced expression of both miRNAs
directly or indirectly affects cell fate such as growth, survival,
and death signals; that is, low-expression of miR-143 and -145
possibly by perturbed transcription and/or microprocessing, could
result in an unbalanced signaling cascade including MAPK,
which would lead to a sustained cell proliferation.

To our knowledge, upregulation of mir-155 from BIC RNA in
B-cell lymphomas,(40) and downregulation of miR-14 and -15,
which originated from the deletion of a region of chromosome

Fig. 4. Confirmation of the presence of the
genomic loci of microRNAs (miRNAs)-143 and
-145 at chromosome 5q32 by genomic polymerase
chain reaction (PCR) (a) and expression of the
miRNAs in Epstein-Barr virus (EBV)-transformed
L25 cells after 24-h treatment with 5-Aza-2′-
deoxycytidine (5-Aza, b) or tricostatin A (TSA, c).
(a) The primers amplified the DNA fragment
including the loci of miRs-143 and -145. Placental
DNA was used as a positive control. The genomic
locus of glyceraldehyde phosphate dehydrogenase
(GAPDH) was used as an internal control. (b, c)
The expression of the miRNAs in L25 cells after
the treatment with either agent at the indicated
concentrations is shown. The value for the control
cells is designated as 1 in quantitative reverse
transcription (RT)-PCR by TaqMan miRNA assays
using a real-time PCR. The results of real-time PCR
are expressed as the mean values of two independent
experiments. U6 was used as an internal standard.
Results of Western blot analysis of DNA methyl-
transferase (DNMT)-1 are also given in (b).
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13q13.4,(28) have been reported in B-cell malignancies. Further-
more, the target gene of miR-15 and -16 was shown to be the
antiapoptotic gene BCL-2.(29) Therefore, the genomic deletion of
13q13.4 causes an inappropriate expression of miR-15 and -16
that targets antiapoptotic BCL-2 mRNAs, which negatively
works against cell death. We found that the level of miR-15a
was reduced in seven of 13 CLLs; however, the level of decrease
was not as great as in the case of miRNAs-143 or -145. Our
results suggested that the incidence of the 13q13.4 deletion in
Japanese CLLs may be lower than that in Caucasian CLLs.(28)

Recently, the same group also evaluated the miRNA expression
profiles of 41 samples of CLL, and found 25 genes (of 161 ana-
lyzed) to have a unique miRNA expression signature.(41) How-
ever, miR-143 or -145 was not found to be significant with
respect to the miRNA expression profile, although it is not clear
whether miR-143 and -145 were examined. Previously, we
reported that the expression of miRs-143 and 145 was strongly
related to tumorigenesis in colon cancer,(34) because more than
80% of the cases were shown to have low-expression compared

with non-cancerous tissues. In addition, all of the malignant
cell lines tested were shown to be downregulated for these
miRs.(34)

Thus, miRs-143 and -145 play pivotal roles in the pathogen-
esis of B-cell malignancies and could be plausible biomarkers to
differentiate B-cell malignant cells from normal B-cells, being
even better ones than miRs-15a and -16 in Japanese CLLs. Also,
we propose miR-143 or -145 as a candidate for the development
of RNA medicine against cancer. Further detailed study to deci-
pher the transcription machinery of miR-143 and -145 including
their promoter region on 5q32 and their binding sites in the 3′
UTR of ERK5 will be needed for a better understanding of the
carcinogenesis involving miRNAs.
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