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MITF-M and PAX3 are proteins central to the establishment and transformation of the melanocyte lineage. They control various
cellular mechanisms, including migration and proliferation. BRN2 is a POU domain transcription factor expressed in melanoma
cell lines and is involved in proliferation and invasion, at least in part by regulating the expression of MITF-M and PAX3. The
T361 and S362 residues of BRN2, both in the POU domain, are conserved throughout the POU protein family and are targets for
phosphorylation, but their roles in vivo remain unknown. To examine the role of this phosphorylation, we generated mutant
BRN2 in which these two residues were replaced with alanines (BRN2TS¡BRN2AA). When expressed in melanocytes in vitro or
in the melanocyte lineage in transgenic mice, BRN2TS induced proliferation and repressed migration, whereas BRN2AA re-
pressed both proliferation and migration. BRN2TS and BRN2AA bound and repressed the MITF-M promoter, whereas PAX3
transcription was induced by BRN2TS but repressed by BRN2AA. Expression of the BRN2AA transgene in a Mitf heterozygous
background and in a Pax3 mutant background enhanced the coat color phenotype. Our findings show that melanocyte migra-
tion and proliferation are controlled both through the regulation of PAX3 by nonphosphorylated BRN2 and through the regula-
tion of MITF-M by the overall BRN2 level.

POU family transcription factors are expressed in a wide variety
of cell types. They are involved in diverse functions, such as

cell type determination, proliferation, renewal, invasion, and mi-
gration. The members of the POU domain family of transcription
factors share the POU DNA-binding domain (DBD) called the
POU domain. The POU domain consists of two DNA-binding
units (POUs for POU specific and POUh for POU homeodomain)
connected by a flexible linker (3). This molecular structure allows
POU proteins to recognize a large set of DNA targets and also to
bind different transactivator proteins, depending on the spacing
and the positioning adopted by the two subdomains of the POU
DBD (50).

POU transcription factor function can be modulated by
posttranslational modifications, including sumoylation, oxi-
dation, ubiquitinylation, glycosylation, and particularly phos-
phorylation (5, 20, 32). Two residues in the DBD domain, a
threonine and a serine, are conserved in all mammalian POU
domains (see Table S1 at http://umr3347.curie.fr/fr/quipes-de
-recherche/d-veloppement-normal-et-pathologie-des-m-lanocytes
/differential-function-non-pho). These serine and/or threonine resi-
dues in Oct-1, Pit-1, and BRN2 are phosphorylated by protein kinase
A (PKA) (31, 46, 55).

Several lines of evidence suggest that PKA is involved in
melanocyte lineage proliferation. Forskolin stimulates the pro-
liferation of human melanocytes (54). Proliferation of human
melanocytes is induced in a dose-dependent manner by alpha-
melanocyte-stimulating hormone (1, 57, 58). Dibutyryl aden-
osine cyclic AMP induces the proliferation of epidermal mela-
nocytes in culture (29). PKA phosphorylates claudin-1 and
allows its translocation to the nucleus in melanoma cells, a
process associated with the induction of migration (21). Lastly,
PKA phosphorylates serine 362 of BRN2 in vitro (46).

BRN2 and other POU proteins (OCT1, OCT4, and BRN1) are
expressed in melanocytes. BRN2, also known as NOCT3 and
POU3F2, was originally found to be strongly expressed in neuro-
nal cells. It is involved in the commitment of neurons and central
nervous system development and is found in adult brain (26, 44,
52, 61). BRN2 is also expressed in melanocytes, which are derived
from the neural crest, and is overexpressed in melanoma cell lines.
BRN2 induces proliferation and invasion of the melanocyte lin-
eage (23–25, 48, 59).

The physiological role of BRN2 phosphorylation remains un-
known. However, phosphorylation of BRN2 Ser362 by PKA mod-
ifies its DNA-binding properties in vitro (46). Three distinct types
of BRN2 DNA recognition elements have been characterized:
PORE (palindromic Oct recognition element), MORE (more pal-
indromic Oct recognition element) (50), and NORE (N-OCT-3
recognition element) (2). POU family proteins bind these ele-
ments in different ways. A common feature of BRN2 binding to
PORE and NORE motifs is that the POUh domain adopts a rigid
arm anchoring in the minor groove of the DNA (2). Conversely,
when the BRN2 DBD binds to a MORE motif, the POUh arm does
not bind in the DNA minor groove. The protein-DNA interfaces
are different in these three types of complexes. A phosphate group
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on the Ser362 residue is expected to prevent insertion of the rigid
arm of POUh into the DNA minor groove. Indeed, in vitro, phos-
phorylated BRN2 is unable to bind to either PORE or NORE mo-
tifs but is still able to bind to MORE elements (46).

BRN2 positively regulates the transcription of the GADD45a,
DELTA1 (NOTCHL), and PAX3 genes and represses the tran-
scription of MITF-M (14, 23, 37, 48, 64). GADD45a, DELTA1,
PAX3, and MITF-M are all involved in the proliferation of the
melanocyte lineage. This proliferation is regulated by GADD45a
only after UVB irradiation. DELTA1/NOTCH signaling plays a
crucial role in melanocyte stem cell survival (43, 53). However,
DELTA1 has not been demonstrated to be a direct target of BRN2
in the melanocyte lineage. Note that in melanoma cell lines, BRN2
is an activator and, conversely, MITF-M is a repressor of the
NOTCH pathway (60). PAX3 is involved in melanoblast prolifer-
ation and migration (9, 62) and is expressed at high levels in hu-
man cutaneous malignant melanomas but at low level in mature
melanocytes (6, 9, 40, 51). PAX3Sp/� and PAX3IRESnLacZ/� mice
display a white belly spot phenotype and have white tails and paws,
implicating PAX3 in melanoblast proliferation and migration in
vivo (49). MITF-M is a critical regulator of proliferation and mi-
gration, and optimal activity of this protein leads to the most
favorable rate of proliferation and migration in a particular mo-
lecular context (12, 13). Phosphorylation has differential effects
on BRN2 interactions with the various classes of binding element
in the promoters of the PAX3 and MITF genes, and both of these
genes are involved in the proliferation and migration of melano-
cytes; these observations provide clues to the mechanisms under-
lying the phenotypes observed (13, 23, 34, 62).

We report a series of in vitro, in cellulo, and in vivo experiments
demonstrating that BRN2 and its phosphorylation are involved in
the migration and proliferation of cells of the melanocyte lineage.
We show that BRN2 represses melanocyte migration and, de-
pending on its phosphorylation status, represses or activates pro-
liferation. These effects involve BRN2-mediated regulation of
MITF-M and PAX3. MITF-M transcription is repressed similarly
and in a phosphorylation-independent manner by both BRN2TS
and BRN2AA, whereas PAX3 transcription is induced by BRN2TS
but repressed by BRN2AA.

MATERIALS AND METHODS
BRN2 phosphorylation. Recombinant full-length BRN2 and DBD were
produced and purified as described in reference 11. Nuclear extracts were
obtained as described in reference 45. Purified proteins were incubated for
60 min at 30°C at a concentration of 10 �M in the presence of 100 �M
ATP and either 50 U/ml of the catalytic subunit of PKA from bovine heart
(Sigma) or 1 �g of a nuclear extract from Lyse human melanoma cells in
buffer B (25 mM Tris-HCl [pH 8.0], 5% glycerol, 100 mM NaCl, 125
�g/ml bovine serum albumin [BSA], 1 mM EGTA, 5 mM MgCl2). For
radiolabeling experiments, 1 �Ci of [�-32P]ATP was added.

Plasmid constructs. Murine BRN2 cDNA was obtained by PCR with
a genomic clone (28) using primers that generate BamHI sites at each end.
BRN2AA cDNA was prepared using an in vitro site-directed mutagenesis
kit (Stratagene) according to the manufacturer’s instructions. Around
nucleotides 1084 (a) and 1087 (t), the sequence of BRN2 is GAAAAAGC
GGACCTCCATCGAGGTG and that of BRN2AA is GAAAAAGCGGGC
CGCAATTGAGGTG (changes are underlined). The oligonucleotides
used resulted in the replacement of threonine and serine with alanines
(T361A and S362A). BamHI fragments carrying BRN2TS (wild type
[WT]) and BRN2AA were inserted into the BamHI site of the multiple
cloning site in pEGFP-C1 (a C-terminal fusion vector; Clontech) to pro-
duce pEGFP-BRN2TS (no. 896) and pEGFP-BRN2AA (no. 898). A BglII

fragment encoding the 13 amino acids of the SV5 epitope (27) was in-
serted into the BamHI site at the 5= end of the BRN2TS and BRN2AA
fragments. These cDNAs were used to generate constructs for obtaining
transgenic mice. The mouse tyrosinase gene enhancer (Enh) was fused to
the promoter region (Tyr prom) to produce a 6.1-kb regulatory element
driving the expression of a cDNA encoding a WT form (BRN2TS) or a
mutated form (BRN2AA) of BRN2. A simian virus 40 (SV40) small T
antigen splice site and polyadenylation sequence were added to the 3= end
of the constructs to produce Tyr::BRN2TS (no. 705) and Tyr::BRN2AA
(no. 706). BRN2TS, BRN2AA, and BRN2 DBD were introduced into ap-
propriate plasmids to produce recombinant proteins as previously de-
scribed (11). The MITF-M and PAX3 promoters were provided by R.
Ballotti and J. Epstein and have been described previously (36, 41).

Cell culture and luciferase assays. The mouse melanocyte cell line
melan-a was kindly provided by D. Bennett (7). These cells were main-
tained in F12 medium supplemented with 10% fetal calf serum, 5 mM
L-glutamine, and 200 nM tetradecanoyl phorbol acetate (Sigma). Lyse
human melanoma cells were cultured in RPMI 1640 medium containing
10% fetal calf serum and 5 mM L-glutamine (42). The method for cultur-
ing primary melanocytes is described elsewhere (18, 35). BRN2AA,
BRN2TS, and WT melanocytes were established in culture, and the num-
ber of melanocytes was estimated weekly under a microscope. All cells
were grown in the presence of antibiotics (100 U/ml penicillin and 100
�g/ml streptomycin) and incubated at 37°C in a humidified atmosphere
with 5% carbon dioxide. Cells at 70% confluence were transiently trans-
fected in six-well plates, using 3 �l of Lipofectamine 2000 (Invitrogen),
Opti-MEM medium (Gibco), and 1.5 �g (melan-a cells) or 2 �g (Lyse
cells) of total plasmid DNA. Cells were cotransfected with the thymidine
kinase::Renilla luciferase construct as a control. The amount of DNA was
equalized with pBluescript. We determined luciferase activity and Renilla
luciferase activity 48 h after transfection. Luciferase activity was normal-
ized against Renilla luciferase activity.

Cell motility. melan-a murine melanocytes were seeded into six-well
plates (3 � 105/well) on day zero. On day 1, cells were transfected with 250
ng of the expression vector Brn2TS-GFP or Brn2AA-GFP or the empty
green fluorescent protein (GFP) expression vector (equimolar) as a con-
trol. On day 2, the cells were seeded sparsely (5 � 104/well) to minimize
cell-cell interactions. On day 3, single-cell migration analysis was per-
formed using an inverted fully automated microscope (Leica DM IRB;
Leica Microsystems) equipped for fluorescence imaging with a 20� lens;
the cells were placed in an environmental chamber with 5% CO2 in a
humidified atmosphere at 37°C (Life Imaging Services). Time-lapse re-
cording started 48 h after transfection. Fluorescence and phase-contrast
images were collected at 4-min intervals for 12 h with a charge-coupled
device camera (CoolSNAP fx; Photometrics) operated by Metamorph
software (Molecular Devices). Cell migration was analyzed by manually
tracking individual cells in fluorescence frames using the ImageJ software
and a manual tracking plugin (http://rsb.info.nih.gov/ij/plugins/track
/track.html).

Proliferation test. Cells were seeded onto coverslips at 7 � 104/cm2

and cultured overnight. On day 1, cells were transfected with 25 ng of the
expression vector Brn2TS-GFP or Brn2AA-GFP or the empty GFP vector
(equimolar) as a control. On day 3, cells were pulsed with 10 �M bro-
modeoxyuridine (BrdU; BD Biosciences) for 2 h. The cells were then fixed
with 4% paraformaldehyde for 10 min at room temperature and perme-
abilized with 0.2% Triton X-100 in phosphate-buffered saline (PBS) for
10 min at room temperature. Samples were blocked with 5% (vol/vol)
donkey serum in 1� PBS for 30 min at room temperature and treated with
300 �g/ml DNase I (Sigma-Aldrich) for 1 h at 37°C. Cells were probed
with a mouse polyclonal anti-BrdU antibody diluted 1/150 (BD Biosci-
ences) and a rabbit monoclonal anti-GFP antibody diluted 1/500 (Ab-
cam) for 12 h at 4°C. Alexa Fluor 555–anti-mouse and Alexa Fluor 488 –
anti-rabbit antibodies, respectively, were added, and the samples were
incubated for 1 h (22).
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Transgenic mouse generation and analysis. Transgenic mice were
generated with Tyr::BRN2TS and Tyr::BRN2AA constructs as described
previously (19, 38). Tyr::BRN2TS and Tyr::BRN2AA mice were identified
by PCR analysis of DNA prepared from tail biopsy specimens collected at
weaning (see Table S2 at the URL mentioned in the introduction). The
primers used were LL1463, corresponding to a 3= part of BRN2, and
LL1165, corresponding to the SV40 fragment; they generate a fragment of
215 bp of DNA from both Tyr::BRN2TS and Tyr::BRN2AA mice. LL1477,
corresponding to the sequence around the TS¡AA mutation, and
LL1165 were used to screen Tyr::BRN2AA mice and gave a fragment of
212 bp. Transgene expression was detected in several founder mice by
reverse transcription (RT)-PCR with RNA isolated from skin biopsy sam-
ples. Mice were crossed with Dct::LacZ mice (39), and the resulting em-
bryos were collected at embryonic day 13.5 (E13.5) and stained with
5-bromo-4-chloro-3-indolyl-�-D-galactopyranoside (X-Gal) as previ-
ously described (8, 19). The transgenic Mitfmivga9, Pax3IRESnLacZ, Tyr::Cre,
and ZEG mice used were described previously (16, 19, 30, 47, 49). Trans-
genic mice were repeatedly backcrossed to C57BL/6 mice and maintained
for up to 18 months. We determined the number of melanoblasts and
melanocytes in vivo and ex vivo as reported elsewhere (8, 18, 38). All
animals were housed under specific-pathogen-free conditions at the In-
stitut Curie in conformity with French and European Union laws.

RNA extraction and semiquantitative real-time PCR. Isolation of
embryonic melanoblasts and extraction of their RNA were done as de-
scribed elsewhere (15). mRNA was analyzed by semiquantitative real-
time PCR using an iCycler (Bio-Rad). For each sample, 2 �l of cDNA was
used in a reaction volume of 25 �l containing 2� IQ SYBR green Super-
mix (Bio-Rad) and 300 nM primers for hypoxanthine phosphoribosyl-
transferase (HPRT), MITF-M, PAX3, BRN2, and LacZ (see Table S2 at the
URL mentioned in the introduction). All samples were analyzed in trip-
licate. The thermal profile was 95°C for 1 min 30 s and 40 cycles of 95°C for
30 s and 60°C for 1 min. Results were standardized to the results for HPRT
mRNA. RNA extraction from WT and mutant skin biopsy specimens was
done as described elsewhere (42). Real-time quantitative RT-PCR (qRT-
PCR) analyses for the mRNAs for the transgenes Tyr::BRN2TS and Tyr::
BRN2AA (LL1463 and LL302) and HPRT (LL1615 and LL1616) (see Ta-
ble S2) were performed with a Bio-Rad iCycler iQ multicolor real-time
PCR detection system. Each 25-�l reaction mixture consisted of 2 �l of
cDNA, 1� iQ SYBR green Supermix (Bio-Rad), 600 nM Tyr::BRN2 trans-
gene, and HPRT primers. The amount of the target transcript was related
to that of a reference gene (HPRT) by the �CT (threshold cycle) method.
Each sample was assayed in triplicate. For each mouse line, at least two
skin biopsy specimens or three to five independent melanoblast prepara-
tions were tested.

Electrophoretic mobility shift assays (EMSAs). EMSAs for BRN2
were done as described in reference 46. The sense DNA oligonucleotides
used in the assays are reported in Table S2 at the URL mentioned in the
introduction.

DNase I footprinting. Two vector plasmids carrying the �2135 to
�136 region of the MITF promoter or the kb �1.6 region of the PAX3
promoter were used in PCR experiments to amplify a 236-bp fragment of
MITF (�226 to �10, MITF-M promoter region) and two fragments of
146 bp (�1397 to �1251, PAX3 promoter region) and 148 bp (�944 to
�796, PAX3 promoter region) of PAX3. For each fragment, two PCRs
were performed in parallel using both sense and antisense primers. In the
first PCR, the sense primer was 32P end labeled, whereas in the second
PCR, the antisense primer was labeled. The radiolabeled DNA fragments
were incubated at 28°C for 30 min with a series of amounts of BRN2 in 20
�l binding buffer (25 mM Tris-HCl [pH 8], 100 mM NaCl, 0.5 mM
EDTA, 5 mM MgCl2 2 mM dithiothreitol, 5% glycerol, 125 �g/ml BSA,
0.004% Tween 20). DNase I (Roche) was added to a concentration of 1
U/ml, and the incubation was continued for 2 min at 28°C. Next, 5 �l of
DNase I stop solution (1.5 M sodium acetate, 250 mM EDTA [pH 8.0],
120 �g/ml tRNA) was added. The mixture was treated with phenol, and
DNA-protein complexes were precipitated with ethanol. The products

were analyzed by 10% PAGE containing 7 M urea. The gel was vacuum
dried and autoradiographed.

Chromatin immunoprecipitation (ChIP) experiments. Lyse mela-
noma cell lines were treated for 2 h with 10 �M forskolin or 0.5 �M
staurosporine. ChIP experiments were performed with a Diagenode
Transcription factor ChIP kit according to the manufacturer’s protocol.
Anti-BRN2 antibody (sc-6029) was from Santa Cruz. The nonrelevant
antibody used was an anti-Flag antibody (29674)from AnaSpec. Anti-
TATA-binding protein (anti-TBP) antibody and c-fos and exon Myo oli-
gonucleotides were provided in the ChIP kit. The Mitf and Pax3 oligonu-
cleotides used are shown in Table S2 at the URL mentioned in the
introduction. PCR was performed as described above.

RESULTS
Phosphorylation of BRN2 differentially affects migration and
proliferation in cellulo. To study the role of the phosphoryla-
tion of residues Thr361 and Ser362 in BRN2 in the melanocyte
lineage, these two residues were replaced with alanines
(BRN2TS¡BRN2AA). The WT protein (here named BRN2TS)
and mutated protein (here named BRN2AA) produced in bac-
teria were incubated in the presence of [�-32P]ATP and puri-
fied PKA. The phosphorylated form of BRN2TS was detectable,
but BRN2AA was not phosphorylated (Fig. 1A); the mutation
of these two residues is thus sufficient to inhibit BRN2 phos-
phorylation by PKA.

To determine the effects of BRN2TS and BRN2AA on migra-
tion and proliferation in the melanocyte lineage, two murine me-
lanocyte cell lines (melan-a and 9v) and Lyse human melanoma
cells were transfected with expression vectors encoding GFP
(mock transfection), BRN2TS-GFP, or BRN2AA-GFP. Forty-
eight hours later, the motility of transfected melan-a and 9v cells
was determined using video microscopy and the average migra-
tion speed was recorded (Fig. 1B; see Fig. S1 at the URL mentioned
in the introduction). The migration speed of cells expressing
BRN2TS was slightly, but significantly, slower than that of mock-
transfected cells; the motility of BRN2AA-transfected cells was
substantially lower than that of mock-transfected cells. The effects
of BRN2TS and BRN2AA on the proliferation of Lyse melanoma
cell lines were assessed. Forty-eight hours after transfection, cells
were labeled with BrdU for 2 h. The cells were fixed and immuno-
stained, and GFP and BrdU staining was assessed. The rate of
proliferation was evaluated from the proportions of GFP-positive
cells that were BrdU positive and negative (Fig. 1C). These results
were confirmed in two murine melanocyte cell lines (see Fig. S2 at
the URL mentioned in the introduction). Under these conditions,
BRN2TS significantly enhanced, and BRN2AA reduced, cell pro-
liferation. Thus, BRN2TS induced proliferation and BRN2AA re-
duced proliferation and migration of melanocytes and melanoma
cells in cellulo.

BRN2 is not expressed during melanoblast development. To
evaluate the effects of BRN2TS and BRN2AA, we looked for a cell
type that (i) belongs to the melanocyte lineage, (ii) does not pro-
duce endogenous BRN2, and (iii) is PKA sensitive. We could not
find such cells among murine or human melanoma cell lines, as all
express BRN2, albeit at a low level in some cases. We previously
showed that BRN2 was not detectable before E11.5 in mouse em-
bryos but is present in the roof plate at the time of delamination of
neural crest cells (24). To evaluate BRN2 expression in melano-
blasts in vivo, we isolated a pure population of melanoblasts. In
this respect, we generated transgenic (Tyr::Cre/°; ZEG/ZEG) mice
producing fluorescent melanoblasts after specific recombination
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of the ZEG locus in cells expressing tyrosinase (Tyr) and LacZ in
all other cells, including keratinocytes (16). GFP-positive cells
were isolated from the epidermis of Tyr::Cre/°; ZEG/ZEG em-
bryos (15). qRT-PCR analysis demonstrated that MITF-M and
PAX3 were expressed in melanoblasts at E14.5 to E16.5, but no
BRN2 was detected (Fig. 2A). In situ hybridization experiments
using BRN2 probes confirmed these observations (data not
shown). These findings indicate that BRN2 is not expressed in
melanoblasts during embryogenesis, at least until E16.5.

BRN2 expression in melanocytes affects coat color. To deter-
mine the effects of BRN2TS and BRN2AA in the melanocyte lin-
eage in vivo, we generated transgenic mice producing the WT form
of BRN2 (Tyr::BRN2TS mice) and a mutated form of BRN2 (Tyr::
BRN2AA mice) in committed cells of the melanocyte lineage (Fig.
2B). The tyrosinase (Tyr) promoter becomes active at around
E10.5 (19). The expression of BRN2TS and BRN2AA at this stage
has the advantage of evaluating the effects of these proteins in the
absence of endogenous BRN2. BRN2TS and BRN2AA transgenes
were detected in several founder mice by RT-PCR.

Mouse lines weakly expressing the BRN2TS (bars B and D) and
BRN2AA (bar E) transgenes did not present any observable phe-
notype (Fig. 2C). In contrast, mouse lines strongly expressing the
BRN2TS (bars A and E) and BRN2AA (bars C and B) transgenes
displayed a coat color phenotype; Tyr::BRN2TS (TS) animals
showed significant overall hyperpigmentation of the paws and tail
(Fig. 2D). This phenotype was seen in around 30% of animals, and
therefore penetrance was not complete. Tyr::BRN2AA (AA) ani-
mals presented a white belly spot (50% penetrance) and lower-
than-WT pigmentation of the paws and tail (fully penetrant) (Fig.
2D). Tyr::BRN2TS and Tyr::BRN2AA mice did not show any hair
greying when adult and did not develop melanoma.

BRN2AA and BRN2TS affect melanoblast proliferation. To
study the effects of BRN2AA and BRN2TS further, we compared
mouse lines producing similar amounts of mRNA from the trans-
genes (Tyr::BRN2TS-E and Tyr::BRN2AA-B) in the same genetic
background (C57BL/6).

The number of melanoblasts in the trunk region of embryos at
E13.5 was determined by crossing Dct::LacZ/° mice (LacZ), which
carry a �-galactosidase reporter under the control of the melano-
cytic-specific Dct promoter (39), with Tyr::BRN2TS-E/°
(BRN2TS), Tyr::BRN2AA-B/° (BRN2AA), and control mice to
produce Tyr::BRN2TS-E/°; Dct::LacZ/° (BRN2TS-LacZ), Tyr::
BRN2AA-B/°; Dct::LacZ/° (BRN2AA-LacZ), and °/°; Dct::LacZ/°
(WT-LacZ) mice. The number of melanoblasts in BRN2TS-LacZ
embryos was slightly higher than that in WT-LacZ embryos; that
in BRN2AA-LacZ embryos was lower than that in the controls
(Fig. 3A to D). The standard errors for the BRN2TS-LacZ and
BRN2AA-LacZ groups were larger than that for the WT-LacZ
group, with the higher and lower limits, respectively, differing
from those for WT-LacZ. Such results may explain the partial
penetrance of the phenotype. The more numerous melanoblasts
in BRN2TS than in control embryos was due to a higher prolifer-
ation rate and was independent of apoptosis (see Fig. S3 at the
URL mentioned in the introduction).

Primary melanocytes were established in culture from truncal
skin collected after birth from WT, BRN2TS, and BRN2AA mice.
The growth of WT, BRN2TS, and BRN2AA melanocytes was eval-
uated after various times. After the short period of growth, the
number of BRN2AA melanocytes was about one-third and the
number of BRN2TS melanocytes was slightly higher (30%) than
for WT melanocytes (Fig. 3E). After a longer period, the overall
growth of BRN2AA melanocytes was delayed relative to that of
WT melanocytes (Fig. 3F); in contrast, there was no significant
difference in growth between WT and BRN2TS melanocytes.

The BRN2TS phenotype may be the result of more melano-
cytes in the tail and/or more melanin per melanocyte. Similarly,
the BRN2AA phenotype may reflect fewer melanocytes, poorer
migration, and/or less melanin per melanocyte than in controls.
The amount of melanin in hair is a marker of the production of

FIG 1 Phosphorylation of BRN2 affects cell migration and proliferation in
cellulo. (A) Analysis of BRN2 phosphorylation profile. BRN2TS and BRN2AA
were produced in bacteria, purified, and incubated with [�-32P]ATP in the
presence of purified PKA. The proteins were analyzed by SDS-PAGE. Com,
Coomassie staining. (B) In cellulo motility of murine melan-a melanocytes.
Cells were transfected with GFP-coupled BRN2TS and BRN2AA expression
vectors. The empty GFP expression vector (Mock) was used as a control. For-
ty-eight hours after transfection, the cells were subjected to a single-cell migra-
tion assay using two-dimensional video microscopy for 12 h and cell motility
was determined. Each experiment was performed at least three times. The
migration speeds were calculated as means � standard deviations using Excel
(Microsoft). Student’s t test was used to compare migration speeds between
groups. �, P � 0.01; ���, P � 0.001. (C) The cell proliferation rates of Lyse
melanoma cells after 48 h of BRN2TS and BRN2AA expression were estimated
by following BrdU incorporation into transfected cells over 2 h. Experiments
were performed at least three times. The proliferation rates were calculated as
means � standard deviations using Excel (Microsoft). Student’s t test was used
to compare migration speeds. �, P � 0.01; ��, P � 0.005. Similar results were
obtained with all of the cell lines tested.
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melanin per melanocyte. We did not observe any difference in the
amount of melanin in BRN2TS or BRN2AA hairs from that in
hairs from WT littermates (see Fig. S4A at the URL mentioned in
the introduction). The density of melanocytes in the tail was
higher in BRN2TS mice than in WT mice (30% higher) and in WT
mice than in BRN2AA mice (50% higher) (Fig. 3G; see Fig. S4B to
D at the URL mentioned in the introduction). Therefore, the dif-
ferences in pigmentation in the paws and tails are due mainly to
the different numbers of melanocytes. These experiments show,

both in mice and in culture, that BRN2TS induced proliferation,
whereas BRN2AA repressed proliferation. Phosphorylation of
BRN2 on Thr361 and/or Ser362 thus appears to be required for
BRN2 to exert a positive effect on the proliferation of melano-
blasts and melanocytes.

BRN2TS and BRN2AA have different actions on PAX3 tran-
scription but not on MITF-M transcription. To understand the
differential regulation of proliferation by BRN2TS and BRN2AA
in the melanocyte lineage, we investigated four known BRN2 tar-

FIG 2 BRN2TS mice are hyperpigmented, and BRN2AA mice are hypopigmented. (A) BRN2 is not produced in melanoblasts during embryonic development.
Skin melanoblasts were isolated, as enhanced-GFP-positive cells, by fluorescence-activated cell sorter from Tyr::Cre/°; ZEG/ZEG mice from E14.5 to E16.5. RNA
was extracted, and qRT-PCR was used to assay the mRNAs of endogenous MITF-M, PAX3, BRN2, and LacZ using HPRT as an internal reference. The
experiments were performed four or five times for each embryonic stage. For each stage, three Tyr::Cre/°; ZEG/ZEG embryos were used. Tyr::Cre/°; °/° and °/°;
ZEG/ZEG embryos do not produce any enhanced GFP (not shown). Note that LacZ was used as internal control and nondefloxed cells produce this reporter
mRNA. qRT-PCR with C57BL/6 mouse brain samples was used as a positive control for BRN2 (not shown). (B) Map of the Tyr::BRN2TS and Tyr::BRN2AA
transgenes. int, intron of SV40; enh, enhancer; prom, promoter; pA, polyadenylation site of SV40. (C) Expression of BRN2TS or BRN2AA in various Tyr::BRN2
transgenic mouse lines. P indicates that the mice of these lines present a phenotype. The transgenes were similarly strongly expressed in Tyr::BRN2TS-E and
Tyr::BRN2AA-B mice. These two lines are directly compared with each other. au, arbitrary unit. (D) Phenotype of WT, Tyr::BRN2TS-E (TS), and Tyr::
BRN2AA-B (AA) mice. The mice do not present any phenotype on the dorsal side. On the ventral side, AA mice present a white belly spot. The paws and tails of
TS mice are darker and those of AA mice are lighter than those of WT mice. The gray intensity of paws and tails was estimated (arbitrary relative scale) as 1 and
1 in WT mice, as 1.2 and 1.1 in Tyr::BRN2TS mice, and as 0.6 and 0.8 in Tyr::BRN2AA mice, respectively.
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gets: GADD45a, DELTA1, MITF-M, and PAX3 (14, 23, 37, 64).
Murine melan-a melanocytes and human Lyse melanoma cells
were cotransfected with an expression vector encoding either
BRN2TS or BRN2AA or mock transfected (cytomegalovirus
[CMV]::empty) and reporter constructs containing the promot-
ers of interest driving the luciferase reporter gene. Neither
BRN2TS nor BRN2AA acted as an activator or a repressor of the
GADD45a or the DELTA1 promoter (data not shown). However,
in both melan-a and Lyse cells, luciferase assays revealed that
BRN2TS and BRN2AA similarly repressed the MITF-M promoter
(Fig. 4A and B). In contrast, BRN2TS induced the transcription of
PAX3, whereas this promoter was repressed by BRN2AA (Fig. 4C
and D). The replacement of the TS residues in BRN2 with AA
residues therefore did not affect the protein’s ability to repress
MITF-M transcription. However, phosphorylation appears to be
required for activation of PAX3 transcription, whereas in the ab-
sence of phosphorylation, repression is observed. We confirmed
the previous observation (23) that mutation of the BRN2 target
associated with MITF-M abolished BRN2 regulation. Similarly,
mutations in the PAX3 promoter slightly affected activation by
BRN2 (see Fig. S5A and B at the URL mentioned in the introduc-
tion).

Phosphorylation regulates BRN2 binding to the MITF-M
and PAX3 promoters. BRN2 directly regulates the MITF-M pro-
moter by interacting with a sequence in the proximal promoter

(23). To determine whether BRN2 phosphorylation modifies its
interaction with this element, we performed in vitro DNA-binding
assays; the assays involved an oligonucleotide probe spanning this
element and BRN2TS and BRN2AA proteins produced and puri-
fied from Escherichia coli. Aliquots of the BRN2TS and BRN2AA
preparations were incubated with purified PKA and ATP, and
then EMSAs were carried out using 32P-radiolabeled oligonucle-
otides corresponding to the WT and mutated MITF-M promoter
sequences and phosphorylated or nonphosphorylated BRN2TS
and BRN2AA.

There were no significant differences in BRN2-DNA complex
formation between the phosphorylated and nonphosphorylated
forms and the WT MITF-M promoter sequence (Fig. 5A, lanes 1
to 11). Mutation of the interaction site abolished the binding of
BRN2 (see Fig. S5C at the URL mentioned in the introduction), as
previously shown (23). Phosphorylation of BRN2 on the Thr361
and/or Ser362 residues therefore does not modify the interaction
between BRN2 and the MITF-M target. The BRN2-binding site
5=-ATGCATAACTAAT-3= (located at �51 to �39) in the
MITF-M promoter (23) matches a degenerate MORE motif (Fig.
5B). To confirm the nature of the BRN2 recognition site, DNase I
footprinting experiments were carried out. The binding of the first
monomer (Fig. 5C, parts a and b) protected both strands, with a
clear footprint visible over the recognition sequence, confirming
that this recognition site is a MORE-type target. These findings are

FIG 3 In vivo melanoblast proliferation is induced by BRN2TS and repressed by BRN2AA. (A to D) Number of melanoblasts in WT-Lac, BRN2TS-LacZ (TS),
and BRN2AA-LacZ (AA) embryos at E13.5 in the trunk region between the front and back limbs, from somites 13 to 25. Melanoblasts were genetically labeled
using Dct::LacZ and identified by eye as X-Gal-positive cells. The number of melanoblasts was estimated to be 1,388 � 183 for WT embryos (14 independent
embryo sides), 1,750 � 350 for TS embryos (14 independent embryo sides), and 1,201 � 340 for AA embryos (17 independent embryo sides). The P value is 0.003
for WT versus TS mice (��) and 0.08 for WT versus AA mice. The anterior (A) and ventral (V) orientations of embryos are indicated in panel A. Note that
the intensity of X-Gal staining is similar in WT and mutant melanoblasts and that the level of expression of Dct is slightly affected, but it is not for Tyr and
Tyrp1, by the expression of BRN2TS or BRN2AA (see Fig. S7 at the URL mentioned in the introduction) (E) Numbers of WT, TS, and AA melanocytes
5 days after the explantation of newborn skin. Similar numbers of cells isolated from the skin of 3-day-old pups were grown in culture. The number of
melanocytes was estimated in six independent cultures of cells from WT pups, four independent cultures of cells from TS pups, and eight independent
cultures of cells from AA pups. StatView software was used for statistical analysis. ��, P � 0.01; ���, P � 0.001. (F) Primary melanocyte growth curves.
Melanocytes were established in culture from two independent WT (black), two independent TS (blue), and two independent AA (red) new born pups,
and growth curves were determined from the numbers of pigmented cells. Each point is derived from the mean count of melanocytes from duplicate
dishes. On day zero, 106 cells containing a mixture of melanocytes, keratinocytes, and fibroblasts were seeded for each WT, TS, and AA mouse. (G)
Numbers of X-Gal-positive cells estimated from at least three independent WT-LacZ, TS-LacZ, and AA-LacZ tails. au, arbitrary units. StatView software
was used for statistical analysis: �, P � 0.05; ��, P � 0.01.
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in good agreement with the similar regulation of the MITF-M
promoter by BRN2TS and BRN2AA.

Two putative BRN2-binding sites (PAX3-I and PAX3-II) have
been mapped in the PAX3 promoter (64). These sites match the
NORE consensus sequence imperfectly (Fig. 5B). The interaction
between BRN2 and sequences spanning the putative binding sites
in the PAX3 promoter was tested by EMSA and footprinting ex-
periments analogous to those described above for MITF-M. Mu-
tation of these two interaction sites abolished the binding of BRN2
(see Fig. S5C at the URL mentioned in the introduction). EMSA
showed that PKA phosphorylation significantly reduced the affin-
ity of BRN2TS for the PAX3-I and PAX3-II sequences (Fig. 5A,
lanes 12 to 29) but had no effect on the binding of BRN2AA to
these sites. Footprinting experiments indicated that, for both
PAX3 target elements, the binding of the first monomer pro-
tected mainly the sense strand (Fig. 5C, parts c to f) and the
binding of a second molecule was necessary for complete pro-
tection of the complementary strand; these findings are char-
acteristic of a NORE motif (2).

To confirm the involvement of BRN2 phosphorylation in se-
lective DNA binding in cellulo, ChIP assays were performed using
Lyse melanoma cells (Fig. 5D). Significant occupancy of the
MITF-M and both of the PAX3 target sites was detected using an
anti-BRN2 antibody, whereas no signal was observed using non-
specific IgG as a control. In an additional negative-control exper-
iment, no BRN2 was detected bound to the irrelevant myoglobin

exon region. We tested whether phosphorylation by PKA affected
promoter occupancy by BRN2; cells were treated with forskolin, a
stimulator of PKA activity, or staurosporine, an inhibitor of PKA
activity, before ChIP assays. ChIP with anti-TBP antibody and
amplification with c-fos core promoter oligonucleotides were
done to normalize the assay (Fig. 5D; see Fig. S6 at the URL men-
tioned in the introduction). As predicted from the EMSAs, BRN2
occupancy of the PAX3 promoter was increased in staurosporine-
treated cells, compared to untreated cells, whereas occupancy was
reduced by forskolin treatment. These treatments did not signifi-
cantly affect the occupancy of the MITF promoter site. To test the
efficacy of these treatments to modify phosphorylation of BRN2,
the purified recombinant BRN2 DBD was incubated with nuclear
extracts from untreated cells and forskolin- or staurosporine-
treated cells in the presence of [�-32P]ATP (Fig. 5E). BRN2 DBD
was used rather than full-length BRN2 protein because several
sites in the N-terminal domain of BRN2 are phosphorylated by
nuclear extracts (data not shown). As expected, BRN2 DBD phos-
phorylation by forskolin-treated cell extracts was greater and that
by staurosporine-treated cell extracts was weaker than that by
control extracts. These various findings confirm that BRN2 bind-
ing to its sites in the PAX3 promoter is modulated by the DBD
phosphorylation status, probably due to PKA, whereas its binding
to the MITF-M site is unaffected by phosphorylation.

In conclusion, BRN2 phosphorylation does not modify its
interaction with, or its ability to repress, the MITF-M promoter
but modifies its interaction with the PAX3 promoter, leading to
differential regulation of PAX3 by BRN2TS and BRN2AA.

Enhancement of the coat color phenotypes of BRN2TS and
BRN2AA mice on PAX3- or MITF-M-deficient backgrounds.
The phenotypes of Tyr::BRN2AA mice (mild hypopigmentation
of the paws and tail and a white belly spot) may be a consequence
of the repression of the expression of PAX3 and MITF. The phe-
notypes of Tyr::BRN2TS mice (mild hyperpigmentation of the
paws and tail and no white belly spot phenotypes) may reflect the
results of antagonistic signaling through PAX3 and MITF. To
evaluate the importance of these signals and the potential genetic
cooperation of BRN2 with PAX3 and MITF in melanocytes, we
crossed Tyr::BRN2TS/° (TS) and Tyr::BRN2AA/° (AA) mice with
Mitfvga9/� (mi) and Pax3IRESnLacZ/� (Pax3) mice and evaluated
white belly spot size as a measure of the migration and prolifera-
tion of melanoblasts.

The size of the white belly spot of BRN2AA mice in the mi and
Pax3 backgrounds was larger than in the parental controls (10, 37,
and 3 arbitrary units, respectively) (Fig. 6; see Table S3 at the URL
mentioned in the introduction). These results are in good agree-
ment with the molecular (direct repression of MITF and PAX3
expression) and cellular (repression of proliferation and migra-
tion) results presented above. In contrast, the size of the white
belly spot of BRN2TS mice in the mi and Pax3 backgrounds is not
greater. These results confirm the antagonistic function found for
BRN2TS at the molecular (direct transcriptional repression of
MITF and activation PAX3) and cellular (activation of prolifera-
tion and repression of migration) levels.

Overall, these diverse approaches provide several lines of evi-
dence to suggest that (i) MITF-M involved in proliferation and
migration is regulated in vivo by the total amount of BRN2 and (ii)
PAX3 involved in proliferation and migration is controlled by
both the total amount and the phosphorylation status of BRN2.

FIG 4 BRN2TS and BRN2AA have different effects on the PAX3 promoter,
but not on the MITF-M promoter. melan-a (A and C) and Lyse (B and D) cells
were transfected with a control (CMV::empty) or a CMV::BRN2TS or CMV::
BRN2AA expression vector and a MITF-M::luciferase (A and B) or a PAX3::
luciferase (C and D) reporter vector. StatView software was used for statistical
analysis. �, P � 0.05; ��, P � 0.01. au, arbitrary unit.
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DISCUSSION

Appropriate control of the level and activity of MITF-M and
PAX3 is essential for regulating proliferation and migration of the
melanocyte lineage. It has been suggested that BRN2 regulates the
expression of these two genes in cells in vitro. Here we addressed
the role of BRN2, its relative level, and the phosphorylation of its
DBD, on the regulation of proliferation and migration of melano-
cytes both in vitro and in vivo. We report differential effects of
DBD phosphorylation on the interactions with, and regulation of,
the PAX3 and MITF-M promoters. These findings provide a
mechanism to explain the effects of BRN2 on melanocyte prolif-
eration and migration.

BRN2 is regulated at the transcriptional and posttransla-
tional levels. A combination of BRAF, �-catenin, and MITF/miR-
211 regulates the amount of BRN2 mRNA and protein (10, 24, 25,
56). In this study, we evaluated the significance of posttransla-
tional modification of conserved residues (Thr361 and Ser362) in
the BRN2 DBD for cell migration and proliferation. POU tran-
scription factor functions are modulated by posttranslational
modifications and particularly by phosphorylation (5, 20, 32).
Knowing that PKA can affect proliferation and migration, we
showed that mutation of these two residues in alanine was suffi-
cient to inhibit BRN2 POU domain phosphorylation by PKA.
Obviously, Thr361 and Ser362 may also be targets of other ki-
nases, and additional sites in BRN2 may also be phosphorylated by
other kinases. Nevertheless, Thr361 and Ser362 are of particular
interest with respect to the role of BRN2 in these cellular mecha-
nisms because their modification modulates the DNA-binding
properties of this transcription factor.

BRN2TS and BRN2AA mice present coat color phenotypes.
The phenotypes observed in vivo are the result of various actions at
the cellular and molecular levels. The expression of a nonphos-
phorylatable form of BRN2 (BRN2AA) in melanoblasts leads to
hypopigmentation of the tail and paws and a white belly spot;
these features indicate proliferation and migration defects. The
white belly spots were larger in a PAX3 or MITF heterozygous
background. The expression of a phosphorylatable form of BRN2
(BRN2TS) in melanoblasts led to mild hyperpigmentation of the
tail and paws without any white belly spot, revealing slightly in-
creased proliferation, which was not amplified in a PAX3 or MITF

FIG 5 The nonphosphorylated form of BRN2 binds NORE elements in the PAX3 promoter, and phosphorylated/nonphosphorylated forms of BRN2 bind
MORE elements in the MITF-M promoter. (A) BRN2 phosphorylation reduced its affinity for PAX3 but not for MITF-M targets in vitro. Radioactively
labeled probes (10 nM) MITF-M, PAX3-I, and PAX3-II were incubated with various concentrations of recombinant BRN2TS or BRN2AA protein
pretreated with PKA or not pretreated. Samples were analyzed by nondenaturing 8% acrylamide gel electrophoresis. Results are representative of at least
three independent experiments. Under our conditions, the protein was bound to NORE and MORE sequences as monomers (C1) and as dimers (C2). The
phosphorylation of BRN2TS and BRN2AA by PKA was evaluated for each independent experiment by mass spectrometry (not shown) and indirectly as
shown in Fig. 1A. The asterisk indicates the labeled free probe. (B) The BRN2-binding sequences in the MITF-M and PAX3 promoters match degenerate
MORE and NORE sequences. Asterisks indicate matches. (C) DNase I footprinting analysis of the BRN2-DNA interaction indicates that the MITF-M
target is a MORE sequence whereas the PAX3 targets are NORE sequences. Autoradiograms of 12% polyacrylamide denaturing gels showing the DNase
I footprints on the sense (a, c, and e) and complementary (b, d, and f) strands of one MITF-M and two PAX3 promoter fragments. Lanes A�G and T�C,
Maxam-Gilbert chemical sequencing references. Lane 1, free DNA cleavage products. Lanes 2 to 7, purified BRN2 protein at 1, 5, 20, 50, 75, and 225 nM,
respectively. Sequences of the MITF-M and PAX3 promoters with the BRN2-binding sites in red. (D) ChIP assays of BRN2 binding to the Mitf and Pax3
promoters. Lyse melanoma cells were either left untreated (U) or treated with forskolin to induce PKA (F) or with staurosporine to repress PKA (S). The
samples were subjected to ChIP assays with antibodies against BRN2 or TBP or irrelevant (IR) antibodies and analyzed by qRT-PCR using primers
specifically encompassing the BRN2-binding site. The c-fos promoter was used to normalize the assay, and a myoglobin exon was used as a negative
control. All of the data shown are representative of a minimum of three independent assays. (E) Forskolin (F) and staurosporine (S) control the level of
phosphorylation of BRN2. In the presence of [�-32P]ATP, the BRN2 DBD produced from E. coli (BRN2) was incubated with nuclear extracts (N Ex)
obtained from Lyse melanoma cells, which were either left untreated (U) or treated with forskolin or staurosporine. Phosphorylation of the BRN2 DBD
by purified PKA was used as a positive control. Untreated N Ex lacking the BRN2 DBD was used as a negative control. The radiolabeled proteins were
analyzed by 12% SDS-PAGE and autoradiography. Phosphorylation of the BRN2 DBD was highest when the cells were treated with forskolin and lowest
when the cells were treated with staurosporine.

FIG 6 BRN2 cooperates with MITF and PAX3 to determine the size of the
white belly spot in vivo. (A) WT, Tyr::BRN2TS/° (TS), and Tyr::BRN2AA/°
(AA) mice were crossed with Mitfmiva9/� (mi) or Pax3IRESnLacZ/� (Pax3) mice.
The area of the white spot was determined as a percentage of the total area of
the belly with ImageJ software and is expressed in arbitrary units (au); 100 au
means that the entire belly is white, and 0 au means that the entire belly is black.
The mean area of the white belly spot is shown in red at the bottom left corner
of each photograph. (B) Box-and-whisker plot of white belly spot sizes. Each
horizontal bar represents the median, and the limits of each rectangle corre-
spond to the first and third quartiles. The ends of the error bars represent the
5th and 95th centiles. ��, P � 0.01; ���, P � 0.001.
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background. Some BRN2TS molecules may be phosphorylated
(depending of the context), and one possible interpretation of
these findings is that the absence of the white belly spot in BRN2TS
mice is due to compensation of the reduced migration by in-
creased proliferation.

Molecular mechanism associated with the expression of
BRN2TS and BRN2AA. During the establishment of the melano-
cyte lineage, when BRN2 is not produced in melanoblasts, MITF
and PAX3 are transcribed and are presumably regulated by exog-
enous BRN2 in transgenic mice. The phosphorylated and non-
phosphorylated forms of BRN2 bind the MORE element of the
MITF-M promoter and repress its activity. Moreover, the non-
phosphorylated form of BRN2 represses PAX3 transcription and
binds the two NORE elements of the PAX3 promoter more effi-
ciently than the phosphorylated form of BRN2 does. Thus, the
differential functions of nonphosphorylated and phosphorylated
BRN2 on migration and proliferation can be explained on the
basis of the idea that MITF and PAX3 are the main targets. How-
ever, the involvement of other BRN2 targets cannot be excluded
from any explanation of the white belly spot of BRN2AA mice. A
large series of potential targets, including Steel (� KitL), were
identified by a genome-wide approach using ChIP-chip experi-
ments and 501Mel melanoma cells (33). Other targets, such as the
cGMP-specific phosphodiesterase PDE5A, have been identified as
BRN2 targets and are involved in melanoma invasion (4).

Our experiments indicate that BRN2 is mainly a repressor of
transcription; we observed repression of MITF-M by BRN2TS and
BRN2AA and repression of PAX3 by BRN2AA. However, the
mechanism by which BRN2TS activates or represses transcription
remains unknown. The binding of the phosphorylated form of
BRN2 to its DNA target is weaker than the binding of the non-
phosphorylated BRN2. This may explain the lack of repression of
PAX3 by BRN2TS, but it does not explain its activation. BRN2
binds DNA as a monomer, homodimer, or heterodimer and in-
teracts with the PAX3, SOX10, and POU proteins, including
OCT1 (17). Induction of PAX3 may depend on the type of dimer,
the nature of the coactivator recruited, and/or the presence of
appropriate binding sites in the promoter.

Brn2 and melanomagenesis. BRN2 is overexpressed in some
melanoma cell lines and plays a role in controlling the prolifera-
tion and invasion of many (10, 17, 23, 48, 63). The production of
BRN2 is variable in human melanoma biopsy specimens, with
some cells producing more BRN2 than others (10, 23). The induc-
tion of expression of BRN2 can be associated with the induction of
the Wnt/�-catenin pathway in a subset of the melanoma cell pop-
ulation (24) and/or the induction of the mitogen-activated pro-
tein kinase using BRAF specifically (4, 25). In tumors, proliferative
potential (and invasiveness) may well differ between BRN2-posi-
tive and -negative cells (48). The importance and relevance of
posttranslational modification, including phosphorylation, of
BRN2 in human melanoma biopsy specimens cannot be ad-
dressed for the time being; we do not have access to and were not
able to raise an antibody of quality directed against phosphory-
lated Thr361 and Ser362 of BRN2. For the time being, we show in
this article that the overexpression of phosphorylatable and non-
phosphorylatable forms of BRN2 is not sufficient to induce mela-
nomagenesis in mice. Although BRN2-positive cells may be more
invasive than other cells, our findings in vivo and in cellulo show
that these cells migrate less. The proliferative capacity of BRN2-
positive cells presumably depends on the kinases (including PKA)

activated and certainly the environment; nevertheless, phosphor-
ylated BRN2-positive cells are likely to proliferate more actively
than nonphosphorylated BRN2-positive cells. These two types of
cells may, however, migrate less than BRN2-negative cells.

Work in several laboratories clearly implicates BRN2 in mela-
nomagenesis, but its role in the normal life of the melanocyte
remains elusive. We have shown that BRN2 is not produced (or is
undetectable) in melanoblasts until fetal development during de-
velopment and is produced at a low level in melanocytes in culture
in the absence of WNT or/and BRAF induction (15, 24). Possibly,
BRN2 (N-OCT3) is involved in melanocyte renewal. This notion
is certainly of interest, in view of the function of OCT4 in embry-
onic stem cells and stem cells and its potential role during mela-
nomagenesis. Appropriate molecular genetic experiments should
bring some insight into the functions, if any, of BRN2 during the
renewal of melanocytes and melanomagenesis.
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