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Mast cells develop when spleen cells of mice are cul-
tured in the medium containing interleukin (1L)-3.
Cultured mast cells (CMCs) show apoptosis when they
are incubated in the medium without IL-3. We ob-
tained CMCs from tg/tg mice that did not express the
transcription factor encoded by the mi gene (M1TF)
due to the integration of a transgene at its 5' flanking

region. MffF is a member of the basic-helix-loop-
helix-leucine zipper (bEILH-Zip) protein family of
transcription factors. We investigated the effect of
MfTF on the apoptosis of CMCs after removal of IL-3.
When cDNA encoding normal MifF (+-M1TF) was in-
troduced into tg/tg CMCs with the retroviral vector,
the apoptosis of tg/tg CMCs was significantly acceler-
ated. The mutant mi allele represents a deletion of an
arginine at the basic domain ofMITF. The apoptosis of
tg/tg CMCs was not accelerated by the introduction of
cDNA encoding mi-MITF. The overexpression of +-
MITF was not prerequisite to the acceleration of the
apoptosis, as the apoptotic process proceeded faster
in +/+ CMCs than in mi/mi CMCs. The Ba/F3 lym-

phoid cell line Is also dependent on 11-3, and Ba/F3
cells show apoptosis after removal of IL-3. The c-myc

gene encodes another transcription factor of the
bHLH-Zip family, and the overexpression of the
c-myc gene accelerated the apoptosis of Ba/F3 cells.
However, the overexpression of +-M1TF did not ac-

celerate the apoptosis of Ba/F3 cells. The +-MITF ap-

peared to play some roles for the acceleration of the
apoptosis specifically in the mast celi lineage. (AmJ
Pathol 1997, 151:1043-1051)

The mi locus of mice on chromosome 6 encodes a mem-
ber of the basic-helix-loop-helix leucine zipper (bHLH-
Zip) protein family of transcription factors that recognize
a consensus sequence of CANNTG motif (hereafter
called MITF).1' 2 The mutant mi allele encodes the tran-
scriptional factor carrying a deletion of one of four con-

secutive arginine residues in the basic domain (hereafter
mi-MITF).1 Mutant mice of mi/mi genotype exhibit mi-
crophthalmus, depletion of pigment in both hair and
eyes, osteopetrosis, and a decrease in the number of
mast cells.'9 The VGA-9-tg/tg transgenic mouse pos-
sessing the transgene-insertional mutation at the 5' flank-
ing region of the mi gene was produced by Arnheiter and
co-workers.1'10 The expression of MITF transcripts was
undetectable in various tissues of VGA-9-tg/tg mice ex-
cept the embryonal retina. VGA-9-tg/tg mice exhibit mi-
crophthalmus, depletion of pigment in both hair and
eyes, and the decrease of mast cells as noted in mi/mi
mice, but they do not show osteopetrosis.1'10 Recently,
we demonstrated that the MITF directly regulated the
expression of mouse mast cell protease 6 (MMCP-6)
gene and c-kit gene, which encodes a receptor tyrosine
kinase, by binding the CANNTG motifs in the promoter
region of the MMCP-6 and c-kit genes.11-16 The ligand of
c-kit receptor, stem cell factor (SCF), is the most impor-
tant growth factor of mast cells.17 MITF also transacti-
vates the tyrosinase gene, which encodes the key en-
zyme for production of melanin.18619

The c-myc gene encodes another transcription factor
of the bHLH-Zip family.20 The product of the c-myc gene
transactivates various genes, such as the ornithine de-
carboxylase, a-prothymosin, p53, and ECA39

121 -y cgenes. -24 Moreover, the overexpression of c-myc ac-

celerated the apoptosis in some types of cells under
specified conditions. In the presence of 10% serum, the
Rat-1 fibroblasts overexpressing c-myc continued to pro-
liferate. However, when compared with the untreated
Rat-1 fibroblasts, the Rat-1 fibroblasts overexpressing
c-myc showed the accelerated apoptosis in the culture
medium containing 0.05% serum.25 The Ba/F3 lymphoid
cell line is dependent on interleukin (IL)-3, and Ba/F3
cells succumbed to apoptosis in the absence of IL-3.26
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The overexpression of c-myc significantly accelerated
the apoptosis of Ba/F3 cells. Cultured mast cells (CMCs)
derived from either +/+ or mi/mi mice are dependent on
IL-3 as are Ba/F3 cells.9 In the present study, we exam-
ined whether the overexpression of normal MITF (+-
MITF) also accelerated the apoptosis of CMCs in the
absence of IL-3.

Materials and Methods

Mice
The original stock of C57BL/6-mi/+ (mil+) mice was pur-
chased from the Jackson Laboratory (Bar Harbor, ME),
and mi/+ mice were maintained in our laboratory by
repeated backcrosses to our own inbred C57BL/6 colony
(more than 15 generations at the time of the present
experiment). Female and male mil+ mice were crossed
together, and the resulting mi/mi mice were selected by
their white coat color.56 The original stock of VGA-9-tg/tg
mice, which had the mouse vasopressin-Escherichia coli
f3-galactosidase transgene integrated at the 5' flanking
region of the mi gene, was kindly given by Dr. H. Arn-
heiter (National Institutes of Health, Bethesda, MD). The
integrated transgene was maintained by repeated back-
crosses to our own inbred C57BL/6 colony (more than
five generations at the time of the present experiment).
Female and male tgl+ mice were crossed together, and
the resulting tg/tg mice were selected by their white coat
color.110

Cells
Pokeweed-mitogen-stimulated spleen-cell-conditioned
medium (PWM-SCM) was prepared according to the
method described by Nakahata et al.27 Two-week-old
mi/mi, tg/tg, and normal C57BL/6-+/+ (+/+) mice were
used to obtain CMCs. Mice were killed by decapitation
after ether anesthesia and spleens were removed.
Spleen cells were suspended as described previously
and cultured in a-minimal essential medium (a-MEM; ICN
Biomedicals, Costa Mesa, CA) supplemented with 10%
PWM-SCM and 10% fetal calf serum (FCS; Nippon Bio-
Supp Center, Tokyo, Japan). One-half of the medium was
replaced every 7 days, and more than 95% of cells were
CMCs 4 weeks after the initiation of the culture.28 In one
experiment, bone marrow cells of +/+ mice were used
instead of the spleen cells to obtain CMCs. Four weeks
after the initiation of the culture, appearance of the bone-
marrow-derived CMCs was similar to that of the spleen-
derived CMCs. The helper virus-free packaging cell line
(4,2)29 was maintained in Dulbecco's modified Eagle's
medium (DMEM; ICN Biomedicals) supplemented with
10% FCS. The Ba/F3 murine IL-3-dependent lymphoid
cell line was maintained in a-MEM supplemented with
10% FCS and recombinant murine (rm)IL-3 at the con-
centration of 10 ng/ml.30

Characteristics ofCMCs
Characteristics of spleen-derived CMCs were compared
with those of bone-marrow-derived CMCs. The concen-
tration of histamine was determined according to the
method described by Yamatodani et al.31 CMCs were
stained with berberine sulfate to evaluate the contents of
heparin proteoglycan.32 The expression of c-kit was mea-
sured by flow cytometry as described previously.14 Ex-
pression of MMCP-2, -4, and -6 and mast cell car-
boxypeptidase A (MC-CPA) was evaluated by Northern
blotting. 1433

CMC Number in Culture
CMCs were adapted to grow in a-MEM supplemented
with rmIL-3 (10 ng/ml) and 10% FCS 2 weeks before
starting the experiment. CMCs (5.0 x 105) were then
cultured for 42 days in the medium containing rmIL-3 (10
ng/ml) alone or in the medium containing both rmIL-3 (10
ng/ml) and rmSCF (100 ng/ml). One-half of the culture
medium was replaced twice a week. At various times
after starting the experiment, the number of CMCs was
determined with the hemocytometer.

Reverse Transcriptase Polymerase Chain
Reaction (RT-PCR)
Total RNAs were prepared by the lithium chloride-urea
method.34 Total RNA (5 ,ug) obtained from spleen and
thymus of +/+ mice and CMCs were reverse transcribed
in 20 ,ul of the reaction mixture containing 20 U of avian
myeloblastosis virus reverse transcriptase (Boehringer
Mannheim Biochemica, Mannheim, Germany) and ran-
dom hexamer. One microliter of each reaction product
was amplified in 25 ,ul of PCR mixture containing 0.125 U
of Taq DNA polymerase (Takara Shuzou, Kyoto, Japan)
and each set of sense and antisense primers by 30
cycles of 1 minute of denaturation at 94°C, 2 minutes of
annealing at 550C, and 3 minutes of synthesis at 720C.
The following oligonucleotides were used for PCR: sense
(5'-CTGATCTGGT GAATCGGATC-3', 1051 to 1070) and
antisense (5'-TCCTGAAGAAGAGAGGGA GC-3', 1422
to 1441) primers for the mi gene,1 sense (5'-ACACAG-
GATCGAATGTG GAG-3', 688 to 707) and antisense (5'-
TAATGCAGGACTTCATGAGC-3', 1358 to 1377) primers
for the MC-CPA gene,35 sense (5'-TAAAGACCTCTAT-
GCCAACAC-3', 950 to 970) and antisense (5'-CTCCT-
GCTTGCTGATCCACAT-3', 1143 to 1163) primers for the

3-actin gene,6 sense (5'-ATGACTGCCATGGAGGAGT-
CACA G-3', 123 to 146) and antisense (5'-AGGTGTG-
GCGCTGACCCACAACTG-3', 540 to 563) primers for the
P53 gene,37 sense (5'-CAAGGTAGTAATAGCATCTC-
CGAG-3', 113 to 136) and antisense (5'-GCACTTTCTTT-
TCCGGTACTTTCG-3', 608 to 631) primers for the Fas
antigen (Fas) gene,38 and sense (5'-ATGCAGCAGC-
CCATGAAT TACCCA-3', 125 to 148) and antisense (5'-
CTCACGGAGTTCTGCCAGTTCCTT-3', 443 to 466) prim-
ers for the Fas ligand (FasL) gene.39 Ten microliters of the
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PCR products was electrophoresed in 1% agarose gel
containing 0.5 ,ug/ml ethidium bromide.

Semiquantitative RT-PCR
Total RNA (5, 0.5 and 0.05 ,ug) obtained from +/+ CMCs
at various days after stimulation of rmlL-3 (10 ng/ml)
alone, rmSCF (100 ng/ml) alone, or both rmIL-3 (10 ng/
ml) and rmSCF (100 ng/ml) were reverse transcribed as
mentioned above. One microliter of each reaction prod-
uct was amplified in 25 gl of PCR mixture with sense and
antisense primers for the mi gene1 by 30 cycles.

Infection of Retrovirus Vector
The qi2 cells that produced viruses containing either +-
MITF or mi-MITF cDNA were prepared in our laborato-
ry.13,16 For gene transfer, spleen cells of tg/tg mice or
BaF/3 cells were incubated on an irradiated (30 Gy)
subconfluent monolayer of virus-producing q2 cells for
72 hours in each culture medium. Neomycin-resistant
cells were obtained by continuing the culture in medium
containing G418 (0.8 mg/ml; GIBCO BRL, Grand Island,
NY) for 4 weeks. For the morphological examination, cells
were collected and cytocentrifuged. The specimens were
fixed with Carnoy's solution for 30 minutes and then
stained with Alcian blue and nuclear fast red.

Northern Blotting Analysis
The fragments of the MMCP-2,14'33 MMCP-4,33 MC-
CPA,1433 mi, 1 C-myC,40 -actin,36 bc/-241 and bax42 genes
were used as probes after being labeled with a-
[32P]deoxycytidine triphosphate (dCTP; DuPont/NEN Re-
search Products, Boston, MA; 10 mCi/ml) by random
oligonucleotide priming. After hybridization at 420C, blots
were washed to a final stringency of 0.2X SSC (1X SSC is
150 mmol/L NaCI and 15 mmol/L trisodium citrate, pH
7.4) at 500C and subjected to autoradiography.

Immunocytochemistry by Anti-MITFAntibody
A rabbit anti-MITF antibody was prepared in our labora-
tory.43 Immunocytochemistry was carried out as de-
scribed by Takebayashi et a143 with minor modification.
Briefly, cells were cytocentrifuged and fixed with 4%
paraformaldehyde for 30 minutes at 40C. After microwave
treatment (H2500 microwave processor, Bio-Rad Labo-
ratories, Hercules, CA) in 0.01 mol/L citrate buffer (pH
6.0) for 3 minutes, specimens were incubated with the
rabbit anti-MITF antibody. The specimens were washed
with phosphate-buffered saline (PBS) and then incubated
with the biotin-conjugated goat anti-rabbit IgG antibody
(DAKO, Glostrup, Denmark). Immunoreacted cells were
visualized with streptavidin-biotin-peroxidase and 0.05%
diaminobenzidine/0.02% H202 solution (DAKO) accord-
ing to the manufacturer's instructions.

Assay of Viable Cells

CMCs were adapted to grow in a-MEM supplemented
with rmlL-3 at the concentration of 10 ng/ml and 10% FCS
2 weeks before starting the experiment. After being
washed with a-MEM, CMCs or Ba/F3 cells were seeded
in 96-well culture plates (Iwaki Glass, Hunahashi, Japan)
at a density of 1.0 x 105 cells in 100 ,l of Cosmedium-
001 (Cosmo Bio Co., Tokyo, Japan) and then maintained
at 370C in a humidified atmosphere of 95% air/5% CO2
for an additional 3 days. Viability of CMCs and Ba/F3 cells
was estimated by the exclusion of trypan blue.

Detection of DNA Fragmentation
Genomic DNAs were prepared by the conventional phe-
nol extraction method. Purified DNAs were electropho-
resed on 1% agarose gel containing 0.5 Ag/ml ethidium
bromide and viewed under ultraviolet rays. For in situ
detection of DNA fragmentation, CMCs were subjected to
cytocentrifugation on glass slides, dried, and fixed in
Carnoy's fixative overnight. Specimens were incubated at
370C in 2.5 jig/ml proteinase K for 15 minutes, washed
with PBS, and dehydrated by passage through a series
consisting of 50, 75, 95, and 100% ethanol. Then speci-
mens were quenched in 2% hydrogen peroxidase to
block nonspecific staining and then reacted with a mix-
ture of terminal deoxynucleotidyl transferase (TdT),
digoxigenin-dUTP, and dATP to label the 3'-OH ends of
DNA. Digoxigenin incorporated into the tails of DNA mol-
ecules was visualized by an immunoperoxidase staining
kit (ApopTag, Oncor, Gaithersburg, MD). The nuclei con-
taining multiple DNA fragments were stained reddish
brown.44 Nuclei of intact cells were counterstained with
methyl green.

Transfection to BaF/3 Cells
pEF-BOS expression vectors containing the whole cod-
ing region of +-MITF or mi-MITF were constructed in our
laboratory. pHMT-mycS containing the rat c-myc gene40
was kindly provided by Dr. M. Obinata (Tohoku Univer-
sity, Sendai, Japan). The BamHI-EcoRl fragment of
pHMT-mycS was introduced into the blunted Xbal site of
pEF-BOS. These linearized plasmids (100 ,jg) and pST-
neoB (1 ,ug) were added to a cell suspension (1.0 x 107)
in 0.7 ml of PBS, mixed gently, and incubated on ice for
10 minutes. The gene transfer technique by electropora-
tion was described previously.16 Two days after the elec-
troporation, 800 jig/ml G418 was added to the complete
medium to select neomycin-resistant cells. After confirm-
ing the proliferation of neomycin-resistant cells, the cells
were used for further study.

Statistical Analysis
The proportion of viable of cells was compared by Stu-
dent's t-test between the experimental and control
groups.



1046 Tsujimura et al
AJP October 1997, Vol. 151, No. 4

107 -

2t61Q7<[t

(D)

*-106 -\

0
<106

E
z

0 14 28 42
Days

O mi/mi CMCs (IL-3 + SCF) * +/+ CMCs (IL-3 + SCF)

0 mi/miCMCs (IL-3) 0 +/+ CMCs (IL-3)

Figure 1. Numbers of +/+ and milmi CMCs in the medium containing
rmlI-3 (10 ng/ml) or in the medium containing both rmIL-3 (10 ng/ml) and
rmSCF (100 ng/ml). A total of 5.0 x 105 cells were cultured on day 0. Each
point represents the mean of triplicate samples. Bars are the SE. In some

points, the SE was too small to be shown by bars.

Results

Although the number of mast cells decreased in the skin
of mi/mi mice, mast cells do develop when spleen cells of
mi/mi mice are cultured in the medium containing IL-3.9
We used spleen cells instead of bone marrow cells to
obtain CMCs because bone marrow cells of mi/mi mice
were difficult to harvest due to the presence of osteope-
trosis. However, characteristics of CMCs derived from
the spleen of +/+ mice were comparable to those of
CMCs derived from the bone marrow of +/+ mice. Both
of them contained a comparable amount of histamine
and were not stained with berberine sulfate, suggesting
no heparin content. Both of them expressed a compara-
ble level of c-kit on the surface and contained compara-
ble amounts of mRNAs of MMCP-2, -4, and -6 and MC-
CPA (data not shown).
CMCs of mi/mi genotype survived neither on the fibro-

blasts that produced SCF nor in the medium containing
SCF alone.9'1416 We obtained mi/mi and control +/+
CMCs from spleens of each genotype and examined the
effect of SCF on mi/mi CMCs in the presence of IL-3.
CMCs of mi/mi or +/+ genotype were cultured in the
medium containing IL-3 alone or in the medium contain-
ing both IL-3 and SCF. In the medium containing IL-3
alone, the number of mi/mi CMCs and that of +/+ CMCs
were comparable by 42 days after starting the experi-
ment (Figure 1). On the other hand, a significant differ-
ence was observed between the number of mi/mi CMCs

and that of +/+ CMCs on day 14 and thereafter in the
medium containing both IL-3 and SCF. CMCs of +/+
genotype gradually decreased by day 42 (Figure 1).
There is a possibility that this unexpected decrease may
be due to an accelerated apoptosis of +/+ CMCs.

In the next experiment, the effect of SCF on the ex-
pression of MITF mRNA was compared with semiquanti-
tative RT-PCR assay. RNAs were extracted from +/+
CMCs at 3, 7, and 14 days after stimulation of IL-3 alone,
SCF alone, or both IL-3 and SCF. The method is not
sensitive, and a 10-fold augmentation is necessary to
substantiate the significant increase. Although the ex-
pression of MITF mRNA was confirmed in all +/+ CMCs
stimulated with IL-3 alone, those stimulated with SCF
alone, and those stimulated with both IL-3 and SCF, the
magnitude of MITF expression was comparable among
the three groups (data not shown).

Apoptosis of +/+ CMCs was reported when IL-3 was
removed from the culture medium.45-4 We compared
survival of mi/mi and +/+ CMCs in this simple experi-
mental condition. The +/+ and mi/mi CMCs were cul-
tured in the medium containing rmlL-3 alone for 2 weeks
and then thoroughly washed. The CMCs were incubated
in the absence of IL-3, and the proportion of viable cells
was measured. The mi/mi CMCs survived significantly
longer than +/+ CMCs in the absence of IL-3 (Figure 2A).
DNA fragmentation was not observed either in +/+ or
mi/mi CMCs 24 hours after removal of IL-3 (data not
shown) and was observed only in +/+ CMCs 48 hours
after the removal (Figure 2B). When apoptosis was de-
tected by an in situ DNA fragmentation kit, no difference
was detected between +/+ and mi/mi CMCs 24 hours
after the removal of IL-3; no nuclei were stained reddish
brown by the DNA fragmentation kit in both +/+ and
mi/mi CMCs (data not shown). However, the nuclei of
+/+ CMCs but not the nuclei of mi/mi CMCs were stained
reddish brown 48 hours after the removal (Figure 2C).

Mice of tg/tg were used to examine more directly the
effect of +- or mi-MITF on the apoptosis of CMCs. The
expression of MITF was not detectable in tg/tg CMCs due
to the transgene-insertional mutation at the 5' flanking

f region of the mi gene (Figure 3). We then introduced
cDNA encoding +-MITF or mi-MITF into tg/tg CMCs. For
this purpose, spleen cells of tg/tg mice were co-cultured
for 72 hours with q2 cells that produced viruses contain-
ing either +-MITF or mi-MITF cDNA. The neomycin-resis-
tant cells were selected by culturing for 4 weeks in a-
MEM containing G418 and PWM-SCM. More than 95% of
the surviving cells contained Alcian blue+ granules, indi-
cating that almost all cells are CMCs, as in the case of

I tg/tg CMCs that were established in the absence of qi2
cells. Northern blot analysis and immunocytochemistry
using the anti-MITF antibody showed the apparent ex-
pression of introduced +-MITF or mi-MITF cDNA in CMCs
(Figure 4, A and B). Moreover, as reported previous-
ly,1343 +-MITF localized in the nucleus and mi-MITF in
the cytoplasm (Figure 4B).

Untreated tg/tg CMCs, tg/tg CMCs overexpressing +-
MITF, and tg/tg CMCs overexpressing mi-MITF were cul-
tured in the presence of rmlL-3 for 2 weeks. The CMCs
were then thoroughly washed and incubated in the ab-
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Figure 2. Retardation of apoptosis in mi/mi CMCs after removal of IL-3. A: Proportion of viable CMCs at various times after removal of IL-3. Each point represents
the mean of three wells. Bars indicate the SE. In some cases, the SE was too small to be shown by bars. P < 0.01 by t-test when compared with the values of
+/+ CMCs. B: DNA fragmentation in +/+ CMCs but not in mi/miCMCs 48 hours after removal of IL-3. Genomic DNAs were extracted from +/+ CMCs and milmi
CMCs before and 48 hours after removal of IL-3. The EcoRI- and HindIII-digested bacteriophage M DNA was used as a size marker (M). C: In situ demonstration
of DNA fragmentation in +/+ CMCs 48 hours after removal of IL-3. Nuclei of intact cells were counterstained with methyl green. Original magnification, X1350.

sence of IL-3. The proportion of viable cells in each cell
population was measured by staining with trypan blue at
various times after removal of IL-3. The untreated tg/tg
CMCs started dying 36 hours after removal of IL-3, and
approximately 50% of untreated tg/tg CMCs survived 72
hours after removal of IL-3 (Figure 5A). On the other
hand, the tg/tg cells overexpressing +-MITF started dy-
ing 6 hours after removal of IL-3, and most cells died by
48 hours after removal of IL-3. The proportion of viable
cells was comparable between untreated tg/tg CMCs
and tg/tg CMCs overexpressing mi-MITF (Figure 5A).
DNAs were extracted from various tg/tg CMCs before
and 24 hours after removal of IL-3. The apparent DNA
fragmentation was observed only in tg/tg CMCs overex-

MITF MC-CPA
IX

0-actin
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767v
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2431
Figure 3. Expression of MITF mRNA in +/+ CMCs but not in tg/tg CMCs.
Total RNA (5 jig) from +/+ and tg/tg CMCs was reverse transcribed and PCR
amplified with MITF, MC-CPA, or f3-actin primer for 30 cycles. DNA was

stained with ethidium bromide on the gel. The sizes of the amplification
bands of MITF, MC-CPA, and 13-actin are 391, 690, and 214 bp, respectively.

pressing +-MITF 24 hours after removal of IL-3 (Figure
5B).
We examined whether the acceleration of the apopto-

sis by +-MITF was specific to the mast cell lineage. The
Ba/F3 cell line, as well as CMCs, is dependent on IL-3,
and the overexpression of c-myc accelerates the apopto-
sis of Ba/F3 cells in the absence of IL-3.26 The cDNA
encoding +-MITF or mi-MITF was introduced into Ba/F3
cells. As a positive control, the c-myc gene was also
introduced to Ba/F3 cells. The mRNA expression of +-
MITF, mi-MITF, or c-myc was confirmed by Northern blot-
ting (Figure 6A). Although overexpression of c-myc ac-

celerated the apoptosis of Ba/F3 cells in the absence of
IL-3, that of +-MITF or mi-MITF did not (Figure 6B).

Several proteins have been implicated to play a role in
the process of apoptosis. Among them, bcl-2 family pro-
teins, p53, and FasLIFas are known to play an important
role.48 51 We therefore examined the expression of bcl-2,
bax, p53, Fas, and FasL mRNAs in +/+ and mi/mi CMCs.
The expression of bcl-2 and bax was comparable be-
tween +/+ and mi/mi CMCs (Figure 7A). The mRNA
expression of p53 was undetectable in both +/+ and
mi/mi CMCs even by using RT-PCR. The mRNA expres-
sion of Fas and FasL was barely detectable in both +/+
and mi/mi CMCs (Figure 7B).

Discussion
The number of +/+ CMCs decreased more rapidly than
that of mi/mi CMCs in the medium containing both IL-3
and SCF. This was inconsistent with our previous exper-
iment, in which +/+ or mi/mi CMCs were co-cultured with
fibroblasts in the medium containing IL-3.9 14 The number
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Figure 4. Expression of +-MITF or mi-MITF in tg/tg CMCs after introduction
of respective cDNA. A: Northern blot. The blot was hybridized with 32p_
labeled cDNA probe of MITF or (3-actin. The ,B-actin probe was used to verify
that an equal amount of RNA was loaded in each lane. B: Localization of
MITF protein in CMCs. The presence of alcian-blue-positive granules is
shown in the upper panel, and the localization of MITF is demonstrated by
immunohistochemistry using anti-MITF antibody in the lower panels. There
was no detectable MITF protein in untreated tgltg CMCs; localization of
+-MITF protein was in the nuclei, and retention of mi-MITF was in the
cytoplasm. Original magnification, X 1000.

of mi/mi CMCs decreased more rapidly than that of +/+
CMCs. A cause of this inconsistency may be deficient
attachment of mi/mi CMCs with fibroblasts.9 14 The in vivo
result that the number of mast cells was greater in the
skin of +/+ mice than in the skin of mi/mi mice is consis-
tent with the result obtained by the co-culture experiment.
Although the suspension culture containing IL-3 and SCF
did not reflect the in vivo situation, the decrease of +/+
CMCs suggests their accelerated apoptosis in the sus-
pension culture. The accelerated apoptosis of +/+
CMCs was also observed in the simple experimental
system, ie, the apoptosis of CMCs induced by the re-
moval of IL-3.4547

Apoptosis occurred in +/+ and mi/mi CMCs after re-
moval of IL-3, but the apoptotic process was significantly
faster in +/+ CMCs than in mi/mi CMCs. To demonstrate
more directly the effect of +-MITF or mi-MITF on the
apoptosis of CMCs, we used tg/tg CMCs that did not
practically express MITF. The apoptosis was accelerated
in tg/tg CMCs overexpressing +-MITF but not tg/tg CMCs
overexpressing mi-MITF. This indicated the significant
role of +-MITF in the apoptosis of CMCs after the removal
of IL-3.
The apoptosis observed in tg/tg CMCs overexpressing

+-MITF was not attributable to the unphysiologically
large amount of +-MITF expressed in the tg/tg CMCs.
When +/+ CMCs were compared with mi/mi CMCs, the
acceleration of the apoptosis of the moderate degree
was observed in +/+ CMCs after removal of IL-3. Thus,
even a physiological amount of the +-MITF appeared to
accelerate the apoptosis of CMCs.

Ba/F3 lymphoid cells are dependent on IL-3 as are
CMCs.30 Malde et al26 reported that the introduction of
the c-myc cDNA into Ba/F3 cells resulted in the acceler-
ation of apoptosis that occurred after removal of IL-3. In
contrast, Ba/F3 cells overexpressing +-MITF did not
show the accelerated apoptosis. The acceleration of the
apoptosis induced by +-MITF appeared to be limited to
the mast cell lineage.

The Ba/F3 cells overexpressing the c-myc show the
accelerated apoptosis after removal of IL-3. As untreated
Ba/F3 cells express the physiological amount of the
c-myc, 6 the deregulated expression of the c-myc and/or
the unphysiologically large amount of the c-myc protein
appear to be important for the acceleration of the apo-
ptosis. On the other hand, the physiological amount of
+-MITF was enough to accelerate the apoptosis of CMCs
after removal of IL-3. Therefore, there is a possibility that
the mechanism of apoptosis induced by +-MITF may be
distinct from that of the c-myc.

Several proteins have been implicated to be involved
in the apoptosis of CMCs. Tsai et a152 demonstrated that
bcl-2 protein, an apoptosis suppressor, is expressed at a
significantly higher level in a growth-factor-independent
Cl.MC/C57.1 mouse mast cell line than in CMCs. More-
over, IL-3 significantly induced the expression of bcl-2
mRNA in +/+ CMCs.47 However, in the present study, no
significant difference was observed between +/+ and
mi/mi CMCs in the expression of bcl-2 mRNA. No signif-
icant difference was observed, either, in the expression
of bax, an apoptosis inducer.42 Yee et a147 reported that
CMCs derived from the bone marrow of p53 (-/-) mice,
in which the p53 gene was disrupted, underwent apopto-
sis after removal of IL-3 with a lower rate than that of +/+
CMCs. This indicates that the apoptosis of CMCs in-
duced by deprivation of IL-3 is partly dependent on p53.
However, in the present study, the expression of p53 was
hardly detectable in both +/+ CMCs and mi/mi CMCs
even by using RT-PCR. Therefore, the p53 might not play
an important role for the acceleration of the apoptosis by
+-MITF in +/+ CMCs. Fas is expressed on the surface of
the p815 mouse mastocytoma cell line.53 However, the
expression of Fas and FasL was barely detectable in both
+/+ and mi/mi CMCs. Therefore, +-MITF did not appear
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Figure 5. Accelerated apoptosis in tg/tg CMCs overexpressing +-MITF but not in tgltg CMCs overexpressing mi-MITF. A: Proportion of viable cells at various times
after removal of IL-3. Each point represents the mean of three wells. Bars indicate the SE. In some cases, the SE was too small to be shown by bars. *P < 0.01
by t-test when compared with the values of untreated tgltg CMCs. B: DNA fragmentation in tg/tg CMCs overexpressing +-MITF 24 hours after removal of IL-3.
Genomic DNAs were extracted from various tg/tg CMCs before and 24 hours after removal of IL-3. The EcoRI- and HindIII-digested bacteriophage M DNA was
used as a size marker (M).

to be involved in the expression of both Fas and FasL.
Fas and FasL may not be related to the accelerated
apoptosis observed in +/+ CMCs. Taken together, the
present result showed the apparent lack of involvement
of the major elements of other apoptotic pathways in
acceleration of apoptosis observed in +/+ CMCs after
the removal of IL-3. Target genes, through which +-MITF
induces the acceleration of apoptosis, should be ob-
tained to clarify the mechanism.
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Figure 6. Accelerated apoptosis in Ba/F3 cells overexpressing the c-myc but
not in Ba/F3 cells overexpressing +-MITF. A: Northern blot. The blot was
hybridized with 32P-labeled cDNA probe of MITF, c-myc, or 13-actin. The
,3-actin probe was used to verify that an equal amount of RNA was loaded in
each lane. B: Proportion of viable cells at various times after removal of IL-3.
Each point represents the mean of three wells. Bars indicate the SE. In some
cases, the SE was too small to be shown by bars. P < 0.01 by t-test when
compared with the values of untreated Ba/F3 cells.

The acceleration of apoptosis by +-MITF may have a
physiological significance. The cytoplasmic granules of
mast cells contain biological mediators, such as vasoac-
tive amines, proteases, proteoglycans, hydrolases, and
tumor necrosis factor-a.54 The extracellular release of
these mediators from necrotic mast cells induces a sub-
stantial local inflammatory response. In contrast, cells
undergoing apoptosis are rapidly recognized and re-
moved by macrophages before the constituents of the
apoptotic cells are released.55 Therefore, mast cells
might be expected to undergo apoptosis when the im-
munological or pathological responses cease, as sug-
gested by lemura et al.46 The apoptosis represents a
particularly suitable mechanism for reducing the number
of mast cells. When the level of IL-3 decreases in asso-
ciation with the resolution of immunological or patholog-
ical reactions, +-MITF might contribute to the induction of
the apoptosis in mast cells.
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Figure 7. Expression of bcl-2, bax, p53, Fas, and FasL in +/+ or mi/mi CMCs. A: Northern blot. The blot was hybridized with 32P-labeled cDNA probe of bcl-2,
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mi/mi CMCs was reverse transcribed and PCR amplified with p53, Fas, FasL, or ,B3actin primer for 30 cycles. The same amount of RNA obtained from the thymus
or spleen of +/+ mice was used as controls. DNA was stained with ethidium bromide on the gel. The sizes of the amplification band of p53, Fas, FasL, or ,B-actin
are 441, 519, 342, and 214 bp, respectively.
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