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Intravascular large B-cell lymphoma: the heterogeneous clinical manifestations of
its classical and hemophagocytosis-related forms
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Lymphoma Study Group document that the clinical
features of patients with intravascular lymphoma
(IVL) vary based on the presence or absence of hemo-
phagocytosis (HPC), rather than geographical region,
differentiating IVL into classical and HPC-related forms.
IVL is defined morphologically by the distribution of

In this issue, Ferreri and the International Extranodal

| 434 | haematologica/the hematology journal | 2007; 82(04)

tumor cells exclusively in the lumina of blood vessels.
IVL has unique clinical characteristics due to massive
involvement of extranodal sites, without lym-
phadenopathy or leukemic manifestations, and is cur-
rently regarded as a rare entity listed in the category of
diffuse large B-cell lymphomas of the World Health
Organization (WHO) classification.' However, since
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Figure 1. Asian vaﬂant.of Iintravascular lymphoma. Bone marrow
smear showing lymphoma cells and seemingly benign histiocytes
with hemophagocytosis (May-Griinwald-Giemsa stain, x1000)

most of the literature on IVLis formed of single case
reports or small series of patients, the broad clinical spec-
trum of the disease is underappreciated. In the last
decade, an increasing number of reports have shed light
on this disease and have led to the recognition of Asian
and cutaneous varjants of [VL.>’

IVL and HPC

HPC is accompanied by fever, cytopenia, and
hepatosplenomegaly, frequently occurs in patients with
infectious or autoimmune disorders, as well as malig-
nant lymphoma, and appears to be prevalent in Asians.
Therefore, the hemophagocytic syndrome often pres-
ents diagnostic and therapeutic challenges for patholo-
gists and clinicians, in Asia. Lymphoma-associated HPC
develops rapidly and, in most cases, is fatal within sev-
eral months of onset, despite intensive chemotherapy®®
In children and young adults, HPC tends to occur with
Epstein-Barr virus (EBV)-associated lymphoproliferative
disorders, including nasal type NK/T-cell lymphoma. In
elderly patients, HPC is more commonly seen in B-cell
lymphomas. Interestingly, the majority of B-cell lym-
phomas with HPC as a main clinical symptom are
reported in Asian patients, and it remains to be deter-
mined whether those patients constitute a clinicopatho-
logically distinct population. In 1997, Murase et al. sug-
gested that malignant histiocytosis-like B-cell lym-
phoma, a symptomatically descriptive diagnostic term,
may fall within the framework of IVL, and they pro-
posed the term Asian variant of IVL for this peculiar dis-
ease.’ Since then, despite considerable skepticism,
Japanese clinicians have regarded HPC as a key sign of
the Asian variant of IVL, providing a naticn-wide group

Editorials and Perspectives

of 96 IVL patients, which to our knowledge represents
the largest series of patients, for our recent analysis in
Japan’ In that series, bone marrow was the most fre-
quently involved organ and this involvement was usual-
ly accompanied by HPC (Figure 1), causing symptomatic
anemia (66% of the cases), thrombocytopenia (58%),
and leukocytopenia (27%). However, it was rarely
accompanied by neurological abnormalities or cuta-
neous lesions, providing additional support for our asser-
tion that dinicopathological features in many Japanese
IVL patients are consistent with the Asian variant of the
disease. Of note, the Asian variant of IVL has been
observed almost exclusively in Asian countries, especial-
ly Japan, with a few observations in Western countries.”
It should also be emphasized that hemo-erythrophago-
cytosis is not a mandatory morphological marker of
Asian variant of IVL, indicating that clinical findings of
bicytopenia or pancytopenia are extremely important.*

Heterogeneous symptoms of IVL

Dermatological signs specific to IVL patients were first
described by Pfleger and Tappeiner in 1959.2 While most
of those cases had a fatal course, some exceptional cases
of untreated long-term survival were documented as
indolent lymphomas for IVL, although the diagnosis was
often incidental.” Based on these traditional ideas about
IVL, Ferreri and the International Extranodal Lymphoma
Study Group (IELSG) highlighted a distinct IVL sub-
group, the cutaneous variant, primarily diagnosed in
Europeans.® The cutaneous variant is characterized by
skin tumors. It is predominant in females and associated
with a normal platelet count; it is regarded as a favorable
prognostic factor. Subsequently, the same group investi-
gated the frequency of HPC among IVL patients in dif-
ferent geographical regions, including Westemn countries,
Japan, and other Asian countries.” They concluded that
clinical features of IVL patients vary according to the
presence or absence of HPC rather than to geographic
region. There is a paucity of HPC in Westemn countries,
where IVL is characterized as classical or HPC-related.
Japanese patients with IVL and HPC frequently have
advanced disease (i.e., stage IV) and related symptoms,
aithough IVL with HPC is usually considered to be a dis-
seminated disease, and there are few technologies and
methods available to delineate the clinical stages precise-
ly. On the other hand, the analysis by Ferreri et al. as well
as our own analysis, demonstrated that, beyond clinical
forms or variants, the prognosis of IVL is poor even
when the age of onset, gender, and lactate dehydroge-
nase levels are considered. Of note, nearly all of the
tumor cells are characterized by a B-cell immunopheno-
type with B-cell lymphoma-2 (Bcl-2) and multiple
myeloma oncogene-1/interferon regulatory factor 4
(mum1/IRF4) proteins, indicating that they should be
classified as non-germinal center B-cell type lym-
phomas.*

haematologica/the hematology journal | 2007; 92(04) | 435 |
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Future issues regarding aggressive extranodal
lymphomas

Anatomic localization is now appreciated as a param-
eter for classifying diffuse large B-cell lymphomas, as
exemplified by primary mediastinal large B-cell lym-
phoma. Of course, distinct groups of extranodal lym-
phomas exist, which are defined by heterogeneous pres-
entation syndromes related to the preferentially
involved organs, such as primary central nervous system
lymphoma and primary testicular lymphoma, in addi-
tion to [VL. These lymphomas are consistenty charac-
terized by an aggressive clinical course and predominant
or exclusive extranodal distribution, with or without
mass formation and sometimes with CD5 expression,
despite histological differences, such as angiotropic and
intravascular patterns."" Concerning IVL, Ferreri et al.
state, “Extensive phenotypic and molecular characterization is
needed to test whether these different clinical forms may also
have different biological backgrounds, and, therefore, interna-
tional co-operative studies are warranted”. We agree with
their proposal and believe that such trials should be
extended to aggressive extranodal lymphomas, since
there are few perspectives concerning the distinct clini-
copathological profiles of such diseases or the basis of
their mechanisms of lymphomagenesis, adhesion, and
dissemination.'s"”
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Prognostic analysis of aberrant somatic hypermutation of RhoH gene in diffuse large

B cell lymphoma

Leukemia (2007) 21, 1846—1847; doi:10.1038/sj.1eu.2404717;
published online 19 April 2007

Previous reports demonstrated the aberrant somatic hypermuta-
tion (SHM) of proto-oncogenes PIM-1, MYC, RhoH and PAX5
as a novel mechanism of genetic lesion in diffuse large
B-cell lymphoma (DLBCL).! The Rho family of small GTPases
including Rho, Rac, and Cdc42 has been well characterized
as molecular switches to transduce signals from plasma
membrane to the downstream effectors. RhoH, a member of
the Rho family, is specifically expressed in hematopoietic
cells, especially in T and B lymphocytes, and has been reported
to downregulate Rac? and LFA-1.% As RhoH is GTPase-deficient
and constitutively active, GTP-bound form,* the activity of
RhoH is directly related to the level of expression. Aberrant
SHM of RhoH gene are distributed in intron 1 (4300~ 1700)
and have been reported in 46% of DLBCL' 11% of
nodular lymphocyte predominant Hodgkin iymphoma
(NLPHL),®> 11% of primary cutaneous follicular center
lymphoma (PCFCL),® 31% of primary cutaneous large B cell
lymphoma, leg type (PCLBCL),® and 13% of hepatitis C virus
(HCV) associated non Hodgkin lymphoma.” Although
several studies reported the SHM of DLBCL and other lymphoid
malignancy, the prognostic values of SHM remain elusive.
Here, we have screened for SHM of RhoH gene in the
lymph node samples from 100 previously untreated DLBCL
cases.

These patients were diagnosed and treated at Nagoya
University Hospital since 1987 to 2002, and median duration
of follow-up was 1026 days. Informed consent was obtained
from all patients. Samples from 12 cases of reactive lymphade-
nopathy were also screened for negative control. Intron 1 of
RhoH gene was amplified and screened by the denaturing HPLC
{DHPLC) analysis using the WAVE Maker System (Transgenomic
inc., San Jose, CA, USA) as previously described.® DHPLC
gradients and temperatures were determined using WAVE
Maker System software. When heterozygous profiles were
identified by visual inspection of the chromatograms, amplified
products were cloned into pGEM-T easy vector (Promega,
Madison, WI, USA) and were sequenced on the DNA sequencer
(310; Applied Biosystems, Foster City, CA, USA) using the
BigDye terminator cycle-sequencing kit (Applied Biosystems).
Statistical analyses were performed using the Fisher exact test for
2 x 2 tables with StatView-] 5.5 software (Abacus Concepts Inc.,
Berkeley, CA, USA).

We found 78 mutations (76 point mutations, two insertions)
unique to individual tumor DNAs in 35 of 100 DLBCL cases
{35%) in RhoH gene (Table 1). Overall, 73 out of 78 were novel
SHM, and five were same mutations as reported previously.'
They shared most of the features of the immunoglobulin variable
gene-associated SHM mechanism such as single nucleotide
substitution (n=76) with rare deletion/insertions (n=2) and a
predominance of transitions (n=48) than transversions
(n=28).% The number of mutations in one patient ranged from
1 to 6, and 20 patients had more than one mutation. These
mutations were distributed in a region throughout the first 1.6 kb
of the RhoH gene. No mutation was detected in DNA from
reactive lymphadenopathy patients except for the known
polymorphism T486G in 2/12 samples.” The absence of
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aberrant SHM tends to correlate with advanced stage (stages
it and IV, P=0.06), although there was no statistical
significance (Table 2). The presence of aberrant SHM in RhoH
gene impacted neither on overall survival (Figure 1a) nor
disease-free survival (Figure 1b) (P=0.57 and 0.75, respec-
tively). Taken together, our study demonstrated that although the

Table 1 Mutational analysis of RhoH gene in DLBCL patients
UPN Mutation UPN Mutation
1 G997 47 G538A
G1070A
TH117A
A1192G
10 A775G 49 A548C
G788C G859A
T1043C T1036A
ciatr C1057A
G1098T
G1102A
11 T676C 50 A563C
AS91T
18 C7467 52 C999T
22 C505G 53 C1081T
G1165A
23 T523C 58 C1057T
G1061A c1062T
28 G555C 60 A591G
G694A A593G
G743A
C788G
29 G743T 63 G530A
G750A
G753A
G1012A
31 T412C 67 A721G
C598T
G1053A
G1061A
32 AS93T 68 C715T7
G1028C G817T
G1084A ins1077T
ins1110C
T1127C
33 G983A 73 G743T
T1085A
34 T851A 80 C544T
T590G
39 c8assT 86 C443T
A512G
A587C
40 T939G 105 C521T
C695T
C850G
G1083T
G1107T
A1198T
41 C443T 106 T420C
C890T C544T7
42 G1029A 107 A1039C
45 GB59A 113 T613C
A748C
46 T814A




Table 2  P-values of each parameter
Mutation (+) 35 Mutation (-) 65 P-value
cases (%) cases (%)
Age>60 years 42,9 44,6 0.87
Stage=3, 4 34.3 53.8 0.06
LDH > Nomal 62.9 49.2 0.19
PS>2 11.4 24.6 0.12
Extranodal sites>2 22.9 231 0.98
Male 54,3 66.2 0.25
a Overall survival
Mut (+) N=35
E [TERIN] [ | 1
.é )..4 B L y]
g 04- Mut (-) N=65
= 4
0.2- p=0.57
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Figure 1 Kaplan-Meier curves according to the SHM of RhoH.

(a) Overall survival in all patients. (b} Disease-free survival in all patients.

SHM might contribute to the lymphomagenesis through regula-
tion of RhoH gene expression, it has less impact on survival of

DLBCL patients.
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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,
induding 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 -14S. 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 ERKS5, 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.!-» With more than 400
already identified, the human genome may contain up to 1000
miRNAs® (http://microma.sanger.ac.uk/). Up to one-third of
human mRNAs are predicted to be miRNA targets.”) Each
miRNA can target more than 200 transcripts directly or
indirectly,!®!) whereas more than one miRNA can converge on
a single mRNA target.®'*'5) 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.!*' Specific
over- or underexpression has been shown to correlate with par-
ticular tumor types.?®* miRNA overexpression can result in
downregulation of tamor suppressor genes, whereas their under-
expression can lead to oncogene upregulation.*s-"” For exam-
ple, let-7, downregulated in lung cancer,”-*" suppresses Ras,?®
miR-15 and miR-16, deleted or downregulated in CLL,®® suppress
BCL2,® miR-17-5p and miR-20a control the balance of cell
death and proliferation driven by the proto-oncogene c-Myc.®"
Clear evidence indicates that miRNA polycistron miR-17-92
serves as an oncogene in lymphoma,” and lung cancer,®™ and

that miR-372 and miR-373 are novel oncogenes in testicular germ

cell tumors that act by numbing the p53 pathway.®® Thus, miRNA
expression profiles may predict the outcome of disease.®5#"3

CancerSci | December2007 | vol.98 | no.12 | 1914-1920

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,® as also reported by Michael et al.®® 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.®¥

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.?® 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, 1IMALT). 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,

‘To whom correspondence should be addressed. E-mall: yakao@giib.or.jp
Abbreviations: 5-Aza, 5-Aza-2’-deoxycytidine; C/EBP, CCAAT/enhancer binding pro-
tein; CLL, chronic lymphocytic leukemia; Ct, threshold cycle; DLBCL, diffuse large B
cell lymphoma; DNMT-1, DNA methyltransferase; EBV, Epstein-Barr virus; EDTA,
ethylenediaminetetraacetic acid; ERK, extracellular signal regulated kinase; FACS,
fluorescence-activated cell sorting; FBS, fetal bovine serum; FITC, fluorescein
isothiocyanate; GAPDH, glyceraldehyde phosphate dehydrogenase; HRP, horseradish
peroxidase; MALT, extranodal marginal zone B-cell lymphoma of mucosa-assciated
lymphoid tissue; MAPK, mitogen-activated protein kinase; miRNAs, microRNAs;
PBL, peripheral blood lymphocytes; PBS, phosphate-buffered saline; PCR, polymer-
ase chain reaction; PLSD, protected least significant difference; PVDF, polyvinylidene
fluoride; RISC, RNA-induced silencing complex; RT, reverse transcription; SDS,
sodium dodecyl sulfate; TSA, Tricostatin A; UTR, untranslated region.
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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 EB V-transformed cells IC, L11, L.22, 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% CO, 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™ gRT-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 30s) 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 TagMan® MicroRNA Assays using real-time PCR.%'® The Ct
is defined as the fractional cycle number at which the fluorescence
passes a fixed threshold. miR-143 and miR 145 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
ERKS were as follows: ERKS5-sense-211, 5'-CCTTCGATGTGA-
CCTTTGAC-3"; and ERKS-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, S'-
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 | 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 x 10°/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-145m) were as follows: UGAGAUGAAGCACU-
GUAGCUCA and GUCCAGUUUUCCCAGGAAUCCCUU,
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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-HCI (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 ug of lysate protein for western blotting of
ERKS5 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 ERKS 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 TagMan assays
using real-time PCR. Representative bands of expression obtained
by the former and the mean values of TagMan 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 TagMan 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 ef al.?® 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 TagMan probes.

Standard Ct

Curve Mean +SD v (%)
ue 27.110.12 04
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=LI11<IC; growth,
IC <122 <L11 < 1.25), 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.2ab clearly indicate an inverse

1916

miR-145

miR-15a

miR-143

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 (BI) 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 iymphoma (b) were
examined. Peripheral blood lymphocytes (PBL)
from individuals a, b, and ¢ and CD19* B-cells
from the tonsils (1 and 2) were used as controls.
In CLLs, the expression of miR-15a®® 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 TaqgMan assays
using a real-time PCR. The results of real-time
PCR are expressed as the mean values of two
independent experiments.

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
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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 TagMan 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 TagMan 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 1x10%mL (c) Western blot
analysis of ERKS and c-myc in control and B-cell
lines in the same samples as in (b), and in human
Burkitt lymphoma cell lines. B-actin was used
as an internal control.

Viable cell number (x10°/mL)

©

CD19+ Bcell-1

(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
5q932. In order to examine the chromosomal aberrations of
miRs-143 and -145 loci on 5932, we carried out genomic PCR
on the B-cell lines by using a primer pair covering both loci.®*
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 uM 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.

Akao et al.

IC

L1l L22 L25 (72h)

Burkitt lymphoma

EBV-transformed
B-cell line

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 ERKS in the human
colon cancer cell line DLD-1.%* ERKS is a recently characterized
MAPK, which is most similar to the well-studied ERK 1/2 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 mekS genes in mice.®® In Fig. 2c, the level of ERKS 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 ERKS 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 ERKS, we examined the
expression of ERKS and the mRNA in the RAJI celis transfected
with precursor miR-143 (Fig. 3). Expectedly the protein expres-
sion levels were significantly decreased in a dose-dependent
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manner, whereas the mRNA levels were almost unchanged Discussion
(Fig. 3c). Thus, these findings and the previous results in colon

cancer® altogether indicate that miR-143 could target the

ERKS5 gene even in B-cells.

1918

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 ERKS 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 -14S 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 ERKS 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.

B-actin was used as an internal standard. Control
cells were incubated In medium containing
transfection reagent alone.

In the current study, we demonstrated that the expression levels

of miRs-143 and -145 were significantly reduced in the B-cell
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Fig. 4. Confirmation of the presence of the
genomic loci of microRNAs (miRNAs)-143 and
-145 at chromosome 532 by genomic polymerase
chain reaction (PCR) (a) and expression of the
miRNAs in Epstein-Barr virus (EBV)-transformed
125 cells after 24-h treatment with 5-Aza-2'-
deoxycytidine (5-Aza, b) or tricostatin A (TSA, o).
(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 glyceraidehyde 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 TagMan 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 methyi-
transferase (DNMT)-1 are also given in (b).

TSA 10

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 ERKS, whereas the mRNA level of ERKS remained
unchanged, which suggests that ERKS is one of the target genes
of miR-143, as shown in previous reports by us,*" and Esau ez al.®”

Recent studies indicate that proteins involved in miRNA
biogenesis, including Drosha and double-stranded-RNA-binding
protein DGCRS, 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.®® 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 aq, resulting in promotion of human
granulocyte differentiation.®® As miR-223 repressed NFI-A
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translation, the upregulation of miR-223 by C/EBP « 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,® and in adipocytes by others.®” 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 L]. Particularly,
the MAPK signal via ERKS contains c-myc in the downstream
of ERK5.®» 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,“? and downregulation of miR-14 and -15,
which originated from the deletion of a region of chromosome

December 2007 | vol.98 | no.12 | 1919
© 2007 japanese Cancer Association

Cancer Sci |

—248—



13q13.4,%® 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.%% 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.?®
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.“” 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,®” because more than
80% of the cases were shown to have low-expression compared
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with non-cancerous tissues. In addition, all of the malignant
cell lines tested were shown to be downregulated for these
miRs.®4

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 ERKS will be needed for a better understanding of the
carcinogenesis involving miRNAs.
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® EixUVINE

JERAME Y v SREICXT T A IRE DS

BEBREREREERMIH DR - BHERHE E8E
A T 8 B

WA » BRI TILERE R EOMRPT 5 TH#IE
WY UREE SR T&7. SEEHR CD20 £/ 7u—FLHER
ST RN TEERE 2 7 u—F Lk, S) rrFuslt
Vo FTHERORRBIES, BREBESRELOOHD. T,
Vo x <724 % in vivo purging ZIGH L7: B O E MR
BB RS UR R S B AR R 4 E O L W BB HEE D
BaINTWw5b.,

ERY % (FL) BRERNLEEEEY V3 ERETH Y,
EBIRECETHTLEFHM P RMEIZ7 ~ 10 FL RV, LAL,
ILEBREONESF B TS Q ITHBENER (histologic transforma-
tion) Z XL o TERMIZECTI2HERERTH Y, REFRI
b BEEEY CNELIDLLLAEN., 2L, 2LoFRERE
PERRBEAINTVSE I ERLRHFEENES L TV L0 THRIUE
Lo2oHb". ARMTIEFZLESRLA FL IS 5EHEIIOW
T, EERHICTTH2HBELRLICHINT 5.

F—7— K ERMY oNE, {bEEE, £ 7 u—F i,
YRy, REERERE
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Z W E &

1. 8| TORZBEZE —watchful waiting
IR ETFL IMEEREIL 2 EHESEEL Z & RRROETHR
HwTHho10, BEKR, SkE BEEFLLZV, FEABREFEZA
Liv, BHEEZETLEEICE, RIRFSERLLYERISHEAL
D95 FTERERCTEABEZIT) (watchful waiting) Z & B
FHEto 1oL EhTE?. BETDH watchful waiting XZEH D
128%0 ) 5%, HE, BldTsL) 08T RHREREHIH
REINTVED, JVBBENICHERLRAGETAZENE koTw
HLEESINS.
2. {EEE &

FL 203 ALFEWEL LTRIZ7O0FRAT7I FREDTLEL
1b#), ZRPEE#EE [COP 2WwL CVP (Y70 fkRA773IF, ¥V
JVRFy, FvF=vury) &R CHOP (¥7u+xX77 3T,
FEXEVYNLNEY Y, ¥Vv2YRFY, FLFZVOY) L], 7
DrrFuas (IS, 75 FYEIRY) LEFDHE. L
L, B FL CHEBEZLLOLAVAERPMEZEELYVT AL
ASEERR & M- fbEHF I v,

TNV rT7Farsnb IS IERY) A IBIC LT
L ERsNTEY, 79 ) EVIIEEMBAMA (hairy cell
leukemia) ICX§ HIEHEMERBELUEDSITONR TS, Thboo
EHT FL 250 L THEEREY U RBICOECHAVWLOR TV S,
FLIZHTA27VTFE CHARETIZEER (CR) 37%, =%
£ 65% MBESLNSY. Fi, IAMFIELRVIORRATTIRR
FXHRAYT Y, IMFRF IO ELOfAEELITARTED,
BIFRBHMRIBE IR TVWEY, 75 YUV LREREY) v/ E
R LCHEMLZEHTH), BOEHERLRT.

BIETIIIN S OILEHREIERBRTHHL CD20 €/ 70 —F Vi
BN X TERRAINLILDEL, BRI REBREI HRE SN
TWwW5,
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3. iCD20 £/ 7@ —FNitk, UVvFxi<T

TYA - bXASRY CD20 £/ 20— FAHMBETHELY U F
P TIIBMBETOSMEIETH S CD20 #EHETLEHRTH
D, BMifay v BICH L TEVWEEDEE2 YT (F1). BR - B
BEEMEBMR) N EZNRE L TITbh - BARS AR TR,
CR 6%, M7 EHR (PR) 42% TZEIEIT 48 %, MRFEHE O
Jfliid 13 # A 7o 725

—HZAIIC FL TidK) 2 5 —YHEFGRIE (PCR) LAV TR ES A
ARG HRE (MRD) 2 BELFHRETHEIESEL I LIIREL
ENhs, ZhizLTYYFI <7 MRD LRILVTALBEIZD
BWIEEMRERT. BAITOBREDOSEES, FL T 22~62% IZ
MRD HEPRON B,
4. UYXIITEALEEEDOHE

VX ITIIREOFRERNEAERCPER L2V LD D

{LFEFENOBAPTETH S, FL 2HLETHEREFEEBY >3

FEIIX) LT, CHOP #EEDPEAIZI D CR 55%, ERFE 95% &
V) 1D T RIFRGFEMRIHRE SNz (F2)°. .
VYRV THAMEREGHFAL 2VLERE XD b RFRER
BEZRY. REGFERY FL eXMRELTYYF < 7HAH CVP

—2562—



82(1344)

PAZEROERR (ER) RIEYE - 62% - 6 AT 5

2 R-CHOP BAICL 2 EBMEBMRY >/ EOEMELFHRM (RKARBE LHAREENT—2)

(L & Y31 HNE)

B HF 8 2
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301
201
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—x— KAEMEE (n=29)

aEEE (n=9)

0 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 100105110 (H)

''''' Ll

EIEBLEFNR

(YZ27akxA773IF, EvZ2YRFr, L F=Vrr) (R-CVP)
#EE CVP HiE L BT 2 RBTbh, 2EWEB LU CR X,
EMELEFM T XTT R-CVP # CVP 2 LTH-7- (K3)°.
Yr7uFA773IFN, IVFSYEY, I +FH Oy (FECM) #
HBEY YRV TORRBEIIDOVTY FCM #ik & DBEAEBLILE
HABAYTHbN, R-FCM 2% FCM 123 LT CR KR eEYRTHE
Ko TW2Y, ZoXHI2y Y F o< 7AILEEER FL I L
TRYWIHEBESRERT I L0, Vv F <7 PR LFEED FL 12
T AERNERLMNED T OhDDH 5.

ZFOMD) X THAMEREL LTI T T Fa sl oft
BoRa0HY), FIZIE7VYFSELLDHATIE CR80% &t
ZRE 90 %, B LU MRD IHEZIEA 88 % I2fF oz,

5. UwFd v THERE

DX TICE DHEFHEED FLICHTAEELIBEEN1 DT
»5. BF BRFL x93 5 CHOP /-1 R—CHOP #h#E#®RDY
V& Vv THFREICET AR5 Tid, CHOP Z7-i3 R-CHOP
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3 KRASEEMARMY > /E (FL) (ST % R-CVP &iE & CVP BRADHEBRBERICE TS
\|EBEFHE G L Y 5IHLE)

BEREHT S 2

(%)
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0

Log—rank P—values
P <0.0001

0

3

1 T P T T T T T 1 1 ¥ 1 l

6 9 12 15 18 21 24 27 30 33 36 39 42 45(A)
BIRBEFHR

TR THEBEESNLZ FLIZBWTH ) V¥ V2 THRFREIC L o THEH
BEAGHH, SEFHBORBESRD LMY, SHBREFEIIBNT
Y Y F U THFBREORRE;HRING.
6. MAMRMTEERE/ 70— FILHfk

) 2SR B RR AR IS T A RE SR VD, T4V -
TaE&E/) 7 o—4 ViR (radioimmunoconjugates ; RIC) DF %
D Sz, RIC MBS EEEE TEeho/omEMRICH L
THhZ70RA7 747 —RRICLo THEBREFERDRELREHTS.
CD20 #EBR L3530 L LTIE, yttrium-90 (*Y) ibritumomab
tiuxetan”, iodine - 131 (*I) tositumomab' #3&% 5. KRiGHHEREH
FL 1249 % ™1 tositumomab #E#Tix, CR 75%, £FHHEIX 95%
T, CRH® 80% ix PCR L XV MRD 3Bt L L 72", 5 FEHEW
BEAFRLEETRIIZTNETN 59% & 89%, EWMEAFHEOF
RfEIZ 61 FEBOTRFE -/ (FM4). F72, KGHE FL 2R
¥ LT, CHOP ##:i25| &%\ T ] tositumomab #5755 14
REEMITbNR, CRFII 69%, 5FEEFRLBRELEFRIZINT
N87T% & 67% LBODTREFIEST.

—254—



84(1346)

PAZBRORAIR (RF%) BHEY - 62% - 6 HiET5
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COLIWRICIFFLICHLTEVWAMELZ RTHREATH Y,
BHRILE~OLH L &), 5% FLHEBRIZBWTKREREEI LR/
T EVHIRFEINA.

7. EMmaHmiaEE
1) BoEmEMAREMEIEHRELARE

FL 3@ EFHEECIDZERIEELHERERBETHHLI LM
5, HOEMBMEBM (AHSCT) % PEH L7- KRERSTHRILEEE
PWEAICHAESINTE/. FL TEEFRICEHRELED 5708
Ry Y EHBRARETAIENERETHS. BETIE ex vivo
purging (b Y )Y X< 7% H\7 in vivo purging A K IBH
EhTW5",

MFEREITH FL (2xH3 % upfront AHSCT OF FHEICE$ 5 HER
ERidb kv, RifHE FL 2 & L7 AHSCT &4y ¥9—7xua”
IC & BRI EEALHERR T, 5 FEBEAFRTIIRE
YA vy =720 B ilBo. L2L, AEHEIIODVWTIET—
FWRARTH B, £/, BE - HEENHE FL 23038 & L0@EE
{bZ#: &L AHSCT DHEBRETIE, {bFEHBERFIZH~T AHSCT
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B CEMEAFNMIEECRGF R oM EEE2ED
Lotz

BEEYYF I TIIRRENDIFHEROEAIZL 5T FL DEE
BB ELD2DH 2T &R, AHSCT 1249 ZREFA, HICEH
AR GEENBEE 252 205, FL IS LTERERL L
TEEIZ AHSCT 27 RETREVEELLNTWAS., 5% AH-
SCT OBEIHRBHBHICOWTORIAIVLETDH 5.

2) &M EE

— B IS EEE IR IE AHSCT % OB RER 205147
bhaE4% <, B MAEDAE (GVL) $HRIZE>T FL I2x
LCHEBAMFECELEEES R 52, —F, HEBERTED 30
~40% LBV LHHMETH L. HE, BHEALBOZEMZBRL
BB RS MR RBHE (RIST) »EAICKALKTE
D, PEBILROFERERBIEPRE SN TS,

B H V(I

COLHIWFLIZMLTIRI Y F I TIIREKINL BRI LFTRE
FOREIFEATED, BVERIRPBELALTHES. §HRINLE
A2 AR B 2 R RIS A G b GRS 2 LY 520
BhD5b.
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