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ABSTRACT

The mammalian transcription factor CREB is thought
to activate cAMP-inducible genes in a variety of
differentiated cell types and is probably involved in
other signalling pathways. Undifferentiated F9
embryonal carcinoma (UF9) cells are refractory to cAMP
and become cAMP-responsive following differentiation
to endoderm like cells. It has been proposed that UF9
cells contain a negative regulator(s) of the cAMP-
response that might act through direct interaction with
CREB. We have used a protein blotting assay and 32p-
labelled CREB to probe for CREB-binding proteins in
nuclear extracts from F9 cells and to examine their
abundance during differentiation. We find that ATFI (a
protein that is highly homologous to CREB) and a novel
polypeptide(s) of -100 kDa (CBP100) are the major
CREB-binding proteins in extracts from UF9 cells. As
expected ATFi is detected due to leucine zipper-
dependent heterodimerisation with CREB. In contrast
CBP100 interacts with CREB independently of the
leucine zipper. The total amount of ATF1 and the
amount of ATF1 that is complexed with CREB are
substantially reduced following differentiation. In
addition, ATF1 mRNA levels are lower in differentiated
F9 cells indicating that a pretranslational mechanism
contributes to the decreased ATFI protein levels
observed. CBP100 levels are also reduced or CBP100
is modified upon differentiation. We discuss the
potential roles of ATF1 and CBP100 in regulating CREB
activity during differentiation of F9 embryonal
carcinoma cells.

INTRODUCTION
The cAMP-response-element-binding-protein (CREB) is the best
characterised mediator of cAMP-inducible transcription in
mammalian cells (1, 2, 3). cAMP acts through the cAMP-
dependent-protein-kinase (PKA) which in turn activates CREB
by direct phosphorylation (4, 5). CREB can activate the
somatostatin promoter in vivo (6, 7) but in addition CREB may

play a highly complex role in several other cellular pathways.
CREB is able to bind to promoters that are induced by a variety
of agents other than cAMP (including Ca2+ (8, 9) and the
adenovirus EIA protein (10, 11, 12)) and is thought to activate
a functionally diverse array of genes in response to elevated
cAMP. These include genes encoding neuropeptides (13), early
response proteins (14, 15, 16), gluconeogenic enzymes (17, 18)
and cell specific transcriptional activators (19). Consistent with
these pleiotropic effects of CREB, the CREB gene is widely
expressed but the activity of CREB is controlled in a cell type
specific manner (19, 20, 21, 22, 37).

Direct interaction of CREB with other cellular proteins is
certain to play an important role in allowing CREB to have such
a variety of effects on cellular transcription. Although CREB can
bind to DNA as a homodimer CREB is a member of the 'bZIP'
class of transcription factors (23, 24, 25) and can heterodimerise
with other bZIP proteins (26, 27). Two bZIP proteins (ATF-1
and CREM) which are highly related to CREB are known to form
heterodimers with CREB (28, 29, 30). Moreover a further level
of complexity arises from the fact that both ATFI (29, 30) and
CREM (28 ,31) exist in multiple forms. The functional roles of
CREM and ATFI are not well characterised. CREM can repress
CREB when overexpressed in F9 embryonal carcinoma cells (28)
and CREM is expressed in a manner that suggests an important
negative role during spermatogenesis (31). In contrast to CREM
the available evidence indicates that ATFI is a transcriptional
activator and shares many structural properties with CREB.
ATF-1 acts as a transcriptional activator when overexpressed in
F9 cells (32) or when assayed in vitro (33). Despite these
similarities however ATF1 and CREB exhibit several functional
differences. First, when fused to the DNA binding domain of
the yeast activator gal4, transcriptional activation by gal4/CREB
is not dependent on the CREB leucine zipper while activation
by gal4/ATFl is dependent (30). Second, CREB and ATF-1 form
complexes of different stability with DNA (29, 30) and ATF-1
has a destabalising effect on CREB DNA-binding (30). Third
CREB has a limited ability to mediate response to ElA whereas
ATF1 is unable to do so (11, 12). These differences between
ATF 1 and CREB strongly suggest that CREB/ATF 1
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heterodimers and CREB homodimers will have different
properties and therefore point to a significant role for ATF1 in
regulating CREB.

Undifferentiated F9 embryonal carcinoma (UF9) cells are
refractory to cAMP and become cAMP-responsive following
retinoic acid-induced differentiation (34, 35, 36). However, UF9
cells contain normal levels of endogenous CREB (37) and it has
been proposed that UF9 cells contain a CREB inhibitor that
prevents relay of the cAMP-signal to the transcription machinery
(37). UF9 cells and their differentiated derivatives may therefore
be useful for identifying proteins that functionally interact with
CREB. To identify proteins that directly interact with CREB we
have used a protein blotting or Far Western technique to probe
crude nuclear extracts from F9 cells. We find that ATFI and
a novel polypeptide(s) of - 100 kDa (CBP100) are the major
CREB-binding proteins in extracts from UF9 cells. As detected
in the Far Western assay both ATFI and CBP100 are substantially
reduced following retinoic acid induced differentiation. ATFI
and CBP100 may therefore regulate CREB in F9 cells and we
discuss their potential role during differentiation.

MATERIALS AND METHODS
Cell culture
Undifferentiated (UF9) and differentiated (DF9) mouse F9
embryonal carcinoma cells were maintained as monolayers in
10% fetal bovine serum (FBS) on standard tissue culture dishes
coated with 0.1% gelatin - 300 bloom from porcine skin (Sigma
G-2500). UF9 cells were induced to differentiate with retinoic
acid as follows. 80% confluent monolayers were split 40 fold
in the presence of 1,tM all-trans retinoic acid (Sigma). Retinoic
acid was freshly prepared as a 10mM stock solution in ethanol.
After 3 days in the presence of retinoic acid, cells were split 5-fold
using fresh media and retinoic acid. Extracts were made from
differentiated cells following 6 days of treatment with retinoic
acid.

Plasmids and peptides
pCREMa is described elsewhere (28). pGEX-ATFl was obtained
by cloning a full length ATF1 cDNA (30) into pGEX-KG. pGEX-
KG was derived from pGEX-2T (38) by insertion of a polylinker
in to the EcoRl site of pGEX-2T. pGEX-CRIe was obtained
by cloning a full length CREB cDNA including the a-peptide
region (6) into pGEX-KG. Synthetic peptides corresponding to
the leucine zipper regions of CREB, c-jun and c-fos were as
follows. ZIP1 contains the c-terminal 36 residues of CREB
(EYVKCLENRVAVLENQNKTLIEELKALKDLYCHKSD).
ZIPJUN contains 34 amino acids from c-jun (ARLEE-
KVKTLKAQNSELASTANMLREQVAQLKQK). ZIPFOS
contains 33 amino acids from c-fos (TDTLQ-
AETDQLEDEKSALQTEIANLLKEKEKLE).

Preparation of nuclear extracts
Nuclear extracts were prepared as previously described (29).
Briefly cells were resuspended in ice cold lysis buffer (20 mM
HEPES pH8.0; 20 mM NaCl; 0.5% NP40; 1mM DTT; protease
inhibitors including 0.5 mM PMSF, 2A4g/ml leupeptin and 24g/ml
trasylol), left on ice for 5 minutes and centrifuged for 1 minute
at top speed in an Eppendorf microfuge. The crude nuclear pellet
was resuspended in buffer C (20 mM HEPES pH 7.9; 25 % [v/v]
glycerol; 420 mM NaCl; 1.5 mM MgCl2; 0.2 mM EDTA;

and 24g/ml trasylol]), and left on ice for 30 minutes. Nuclear
debris was removed by centrifugation for 1 minute in an
Eppendorf microfuge and the supernatant diluted to low salt by
the addition of 2 volumes of 20 mM Hepes pH7.4.

Western blotting, Northern blotting and immuno-
precipitations
Antibodies to CREB and ATF 1 have been previously described
(29). CREB antibody was raised against a synthetic peptide
corresponding to the carboxy terminal 10 amino acids of CREB
and polyclonal antibody was raised against ATF1 purified fom
HeLa cells (29). Detection of CREB by Western blotting and
immunoprecipitation of 32P-labelled CREB and ATF 1 was
performed as previously described (29). For Northern blotting
total RNA was prepared from cytoplasmic extracts and analysed
according to standard procedures. 32P-labelled probes were
prepared from their corresponding cDNA inserts and the blot
was hybridised sequentially with each of the probes used. Probes
for ATF1 and CREB were derived from the non-homologous
amino terminal sequences of ATF1 and CREB and were therefore
non-cross reacting.

In vitro transcription and translation
35S-labelled CREB, CREM or ATF1 proteins were synthesised
in vitro by transcription of their corresponding cDNAs (29, 30)
as previously described (23) using T7 RNA polymerase
(Boehringer) and subsequent translation in rabbit reticulocyte
lysate (Amersham).

Preparation of 32P-labelled probes for Far Western blotting
Plasmids pGEX-CRlo and pGEX-ATFI were used to express
GST-CREB and GST-ATF1. Bacterial lysate was prepared by
sonication in PBS, 0.5 % T x 100, 1mM EDTA, 1mM DTT and
protease inhibitors including 0.5 mM PMSF, 2,ug/ml leupeptin
and 2kig/ml trasylol. The lysate was mixed with glutathione
agarose beads at room temperature for 40 minutes, unbound
proteins removed and washed three times in 10 mls lysis buffer.
Bound protein was eluted by mixing for 20 minutes end over
end with 25 mM glutathione (dissolved in 50 mM tris pH 8.0),
the eluate adjusted to 10% glycerol and quick frozen. 32p-
labelled CREB or ATF1 were produced as follows. Purified GST-
fusion proteins (6 mg) were adjusted to 150 mM NaCl and 2.5
mM CaCl2 in a volume of 500 ml and incubated with 680 ng
thrombin (sigma T3010) at 25°C for 90 minutes to yield full
length CREB or ATFI. Proteins were 32P-labelled using the
catalytic subunit of PKA (Sigma P2645) by incubation at 37°C
for 1 hour under the following conditions. 30 Al (- 0.3 mg)
of protein in thrombin buffer, 20ml lO x kinase buffer (200 mM
tris-Cl (7.5), 1M NaCl and 120 mM MgCl2), 20ml PKA
catalytic subunit (17U/ml in 0.3M DTT), 45 ml 32P--y-ATP (10
mCi/ml, 5000 Ci/mmol, Amersham) and 85 ml of H20 in a
total volume of 200 ml. BSA (enzyme grade) was added to 1
mg/ml and the sample passed through a G50 spin column
(Pharmacia) equilibrated in 1 x kinase buffer plus 1mg/ml BSA.
Specific activity of 32P-labelled probes was typically between
107 and 108 cpm per mg.

Far Western blotting
Proteins were resolved on 10% SDS gels and transferred to
nitrocellulose paper as for Western blotting. Filters were washed
in 1 xHBB (25 mM Hepes-KOH(7.7), 25 mM NaCl, 5 mM
MgCl2) plus 1mM DTT. Proteins were then denatured andImM DTT; protease inhibitors [0.5 mM PMSF, 2fig/ml leupeptin
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renatured by sequential incubation (10 minutes per change) with
decreasing concentrations of Guanidine-HCL in 1 XHBB plus
1mM DTT as follows: 6M (2 changes) ,3M, 1.5M, 0.75M,
0.375M, 0.19M and finally back into 1 xHBB plus 1mM DTT
(2 changes). Filters were blocked in HYB100 (20 mM Hepes-
KOH (7.7), 100 mM KCI, 2.5 mM MgCl2, 0.1mM EDTA,
1mM DTT, 0.05% NP40) + 5% marvel dried milk for 30
minutes, HYB100 + 1% marvel for 15 minutes and incubated
overnight with 32P-CREB (-lng/ml or 5 x 104 cpm/ml) in
HYBIOO + 1% marvel. Following removal of probe, filters were
washed 3 times (300 mls/filter 5 minutes each change) with
HYB100 + 1% marvel, well dried and exposed to X-ray film.

Phosphatase treatment
Rabbit reticulocyte lysate (2ml) containing 35S-labelled in vitro
translated proteins was treated with 5U of calf intestinal
phosphatase for 2 hours at 37°C in 12ml reactions containing
20 mM HEPES pH8.0, 20 mM MgCl2, 40 mM KCI and 0.6
mM PMSF. Phosphatase inhibitors were used at the following
concentrations. 60 mM NaF, 20 mM EDTA, 2 mM L-cys and
2 mM okadaic acid. Phosphatase treatment of nuclear extracts
from F9 cells was performed as follows. 15ml reactions contained
5 ml of undiluted nuclear extract (obtained from - 106 cells),
5U of calf intestinal phosphatase and were incubated for 2 hours
at 37°C in a buffer containing 20 mM HEPES pH8.0, 20 mM
MgCl2, 40 mM KCI and 0.6 mM PMSF.

RESULTS
Detection of CREB and ATF1 using antibodies
CREB and ATFI are highly homologous proteins (figure 1) that
are known to form heterodimers (29, 30). Previous studies using
antibodies have shown that CREB and ATFI are expressed in
UF9 cells (29) and at least some of the CREB is dimerised with
ATF1 (29). In addition CREB protein levels are not detectably
altered during differentiation of F9 cells ((37) and see figure 2A).
Initially to examine the effects of differentiation on the relative
levels ofATF1 and CREB we used a previously described assay
in which CREB and ATFI present in heat denatured nuclear
extracts are 32P-labelled using protein kinase A and
immunoprecipitated (figure 2B). The anti-CREB antibody used,
recognises CREB/ATF1 heterodimers but does not directly
recognise free ATF1 (29). The ATFI antibody does not recognise

CREB/ATFI heterodimers or CREB (30). As shown previously
(29) both free ATF1 Oane 1) and CREB/ATFI heterodimers (lane
2) can be immunoprecipitated from extracts of UF9 cells. CREB
and ATF1 appear to be present at similar levels in
immunoprecipitates obtained with the CREB antibody (ane 2)
suggesting that most of the CREB is in the form of a heterodimer
with ATF1. This together with the presence of free ATFi (lane
1) suggests that ATFI is present in excess of CREB in UF9 cells.
Following differentiation the amount of ATFI detected is reduced
compared with CREB (compare lanes 3 and 4) and the amount
of ATFl that co-immunoprecipitates with CREB is also reduced
(ane 4). Because ATFI is detected by 32P-labeling in this assay
the reduction in ATF1 observed is not necessarily quantitative.
Nonetheless these initial experiments suggest that ATF1 protein
levels are substantially reduced during differentiation of F9 cells
and that the amount of ATF1 complexed with CREB is also
reduced.
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Figure 2. Analysis of CREB and ATFl in F9 cells. (A) Detection of DNA-affinity
purified CREB by Western blotting. CREB was purified from equal amounts
of nuclear protein from UF9 and DF9 cells by sequence-specific DNA-affinity
chromatography. Western blot analysis was performed using an antibody to CREB
as described in materials and methods. Two amounts of sample are loaded Oanes
1 and 3 contained four times as much sample as lanes 2 and 4) to indicate that
visualisation of CREB is in the linear range for the detection method used. (B)
Detection of CREB and ATFI by immunoprecipitation. Nuclear extracts were
prepared from UF9 and DF9 cells and nuclear proteins 32P-labelled with protein
kinase A, immunoprecipitated as described in materials and methods and analysed
by SDS-PAGE. Cell type is indicated below and the antibody (Ab) used indicated
above.
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Figure 1. Homology between CREB and ATFI. The known functional regions
of CREB and homologous regions ofATFI are shown. bZIP represents the basic
and leucine zipper domains that are responsible for DNA-binding and dimerisation.
PKA represents a single protein kinase A phosphoacceptor site that is required
for transcriptional activation (7). PDE1 and PDE2 represent other conserved
regions that are required for transcriptional activation by CREB in various assays
(4, 5). Together PDE1, PDE2 and the PKA site are referred to as the P box
(5) or the kinase inducible domain (KID) (4). Overall homology between CREB
and ATFI is -70% while homology within the bZIP region is 95% (23).
CREB contains two other regions towards the amino terminus (the a-peptide (ca)
and a glutamine rich activation domain (Q)) both of which contribute to
transcriptional activity (4, 6) and are not present in ATF1.
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Figure 3. Detection of bacterially expressed CREB and ATFI by Far Western
blotting. Approximately 5 ng of bacterially expressed CREB (anes 1-3) or ATF1
(lanes 4-6) were resolved by SDS/PAGE transferred to nitrocellulose paper and
probed with 32P-labelled CREB as described in materials and methods. Blotting
was carried out in the absence of leucine zipper peptide as competitor (lanes 1
and 4), in the presence of 6 mg/ml CREB leucine zipper peptide (lanes 2 and
5) or 6 mg/ml JUN leucine zipper peptide (lanes 3 and 6). The autoradiogram
was exposed for 60 minutes at minus 80°C.
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Figure 4. Detection of CREB binding proteins in nuclear extracts from undifferentiated F9 cells. (A) Proteins present in crude nuclear extracts were resolved by
SDS/PAGE transferred to nitrocellulose paper and probed with 32P-labelled CREB as described in materials and methods. Blotting was carried out in the absence
of leucine zipper peptide as competitor (anes 1 and 4), in the presence of 6 mg/ml CREB leucine zipper peptide Oane 2) or 6 mg/ml JUN leucine zipper peptide
Oane 3). Nuclear extracts were also immunoprecipitated with anti-CREB antibody Oane 6) or pre-immune serum Oane 5) and probed as above. Molecular weight
standards (Biorad prestained low size range) are shown to the left. (B) Effect of phosphatase treatment on in vitro translated CREB, ATFI and CREM. 35S-labelled
ATFI (lane 1-3), CREM Oanes 4 and 5) and CREB Oanes 6 and 7) were produced by trnslation in rabbit reticulocyte lysate and treated with calf intestinal phosphatase
in the presence or absence of phosphatase inhibitors as indicated below the figure. (C) Effect of phosphatase treatment on proteins detected by Far Western blotting
in nuclear extracts from UF9 cells. Crude nuclear extracts (lanes 2 and 3) were treated with CIP as described in materials and methods, resolved by SDS/PAGE
and probed using the Far Western assay. Nuclear extracts were also immunoprecipitated with anti-CREB antibody Oane 1) and probed by Far Western.

A general assay for proteins that interact with CREB

The immunoprecipitation assay described above has a limited
potential for detection of CREB binding proteins in general.
Because the assay requires 32P-labelling of proteins by PKA and
has to be performed on heat denatured nuclear extracts, it is not
necessarily quantitative (because it will be affected by the degree
to which the protein is already phosphorylated) and will fail to
detect heat labile proteins or proteins that are not substrates for
PKA. Moreover the assay requires immunoprecipitation that
might be detrimental for detection of proteins (other than bZIP
proteins) that only weakly associate with CREB or that might
prevent recognition of CREB by the CREB antobody. To probe
crude nuclear extracts directly for CREB binding proteins, we
employed a protein blotting or 'Far Western' technique. This
approach has recently been described by a variety of investigators
for studying protein/protein interactions in general and leucine
zipper interactions in particular (39-43). To establish the viability
of this approach for probing crude nuclear extracts we first tested
the ability of 32P-labelled CREB to detect itself or ATFI that
had been overexpressed in bacteria (figure 3). Bacterially made
CREB (lanes 1-3) or ATFi (lanes 4-6) present in crude cell
extracts were ran on SDS gels, transferred to nitrocellulose paper,
probed with 32P-labelled CREB under different conditions and
detected by autoradiography. 32P-labelled CREB binds to both
CREB (lanel) and ATFi (lane 4). No proteins of similar size
are detected in bacterial extracts not containing CREB or ATFI
(data not shown). Detection of - 1 ng of CREB and ATFI is
easily achieved using only a short autoradiographic exposure and
is therefore highly sensitive. To test that detection of CREB and
ATFl is due to leucine zipper (LZ) dependent dimerisation we
performed a competition assay in which synthetically made LZ
peptides of known dimerisation specificity were tested for their
ability to compete for binding. In the experiment shown blots
were incubated in the presence of a large molar excess ofCREB
LZ peptide (lanes 2 and 5) or JUN LZ peptide (lanes 3 and 6).
JUN was used as a negative control since the JUN LZ does not
dimerise with CREB (28, 45). CREB LZ competes both
CREB/CREB binding (lane 2) and CREB/ATFI binding (lane
5) whereas the same amount of JUN LZ is not able to compete

S

Fgre 5. Effect of differentiaon on ATF1 protein and RNA levels. (A) Proteins
present in nuclear extracts (NE) from undifferentated F9 cells (U) or differentiated
F9 cells (D) were resolved by SDS/PAGE transferred to nitrocellulose paper and
probed with 32P-labelled CREB as described in materials and methods. Nuclear
extracts were also immunoprecipitated with CREB antibody (Anti-CREB) or
proteins purified by sequence-specific DNA-affinity chromatography (DNA-
affinity) and probed as above. (B) RNA from several different cell lines (indicated
above the figure) was probed by Northern blot for the RNAs indicated to the
left of the figure. ,B2-M is j32-microglobulin.

(lanes 3 and 6). Thus the Far Western technique provides a
sensitive and specific assay for detection of proteins that can
complex with CREB.

Detection of CREB-binding-proteins in extracts from F9 cells
We used the Far Western assay to identify CREB binding proteins
present in nuclear extracts from UF9 cells (figure 4A). This
resulted in detection of two major polypeptides of - 47 and 43
kDa and some other more minor polypeptides (lanes 1 and 4).
We have previously shown that CREB and ATF1 are present
in UF9 cells (29) and that CREB/ATF1 heterodimers are
immunoprecipitated by an antibody that recognises the carboxy
terminal 10 amino acids of CREB (29). To assess the profile of
CREB binding proteins obtained by probing crude nuclear
extracts we immunoprecipiated material from UF9 extracts with
CREB antibody (lane 6) or preimmune serum (lane 5) and probed

a am
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Figure 6. Characterisation of CBPlOO. (A) Proteins present in crude nuclear
extracts were resolved by SDS/PAGE transferTed to nitrocellulose paper and probed
with 32P-labelled CREB as described in materials and methods. Blotting was

carried out in the absence of leucine zipper peptide as competitor Oane 1) or in
the presence of 6 mg/ml CREB leucine zipper peptide Oane 2). Molecular weight
standards are shown to the left (B) Duplicate crude nuclear extracts from UF9
cells were subjected to Far Western blotting using 32P-labelled ATFI (lanes 1

and 2) or 32P-labelled CREB (lanes 3 and 4) as a probe. Molecular weight
standards are shown to the left. (C) Comparison of crude nuclear extracts from
undifferentiated F9 cells (U) and differentiated F9 cells (D) using the Far Western
assay. Three pairs of extracts were probed. Molecular weight standards are shown
to the left and CBPIOO, CREB and ATFI are indicated to the right of the figure.

this on the same blot. CREB and ATFI are the only proteins
detected in the immunoprecipitate (lane 6) and comigrate with
the two major polypeptides detected in crude extracts. To further
test the specificity of the polypeptides detected in the crude extract
we utilised the LZ competition assay. Incubation of blots with
a large molar excess of CREB LZ peptide prevented detection
of the 47 and 43 kDa polypeptides (lane 2) while incubation with
the same amount of JUN LZ peptide had no effect (lane 3).
Binding of 32P-labelled CREB to other minor polypeptides of -

30, 20 and 15 kDa was also specifically competed by the CREB
LZ while binding to a faintly detectable - 100 kDa doublet (seen
more clearly in figure 6) appeared not to be competed.
The above results indicated that the 47 kDa polypeptide in crude

extracts corresponds to CREB and that the 43 kDa polypeptide
is similar or identical to ATFl. However, ATFl shares many

properties with another bZIP protein termed the cAMP-response-
element-modulator binding protein or CREM (45). These
properties include a high degree of homology, ability to dimerise
with CREB, similar or identical DNA-binding specificity and
similar size. To distinguish between CREM and ATFI we

examined whether one further property of ATF1 is shared by
CREM. It has been shown previously that the mobility of ATF1
on SDS gels is increased by treatment with phosphatase (29, 30).
This effect is observed using purified ATFl from HeLa cells (29)
or ATFI made by in vitro translation in rabbit reticulocyte lysate
(30). We tested the effect of phosphatase treatment of ATFl and
CREM in reticulocyte lysate (figure 4B). As previously described
the mobility of ATFl on SDS gels is significantly increased by
phosphatase treatment and this effect is inhibited by phosphatase
inhibitors (lanes 1-3). In contrast however the mobility ofCREB
(lanes 6 and 7) and CREM (lanes 4 and 5) are not significantly
affected by phosphatase treatment. We exploited the differential
effect of phosphatase treatment on ATFI and CREM to identify
the 43 kDa polypeptide detected in crude nuclear extracts (figure
4C). Nuclear extracts were either treated (lane 3) or mock-treated
(lane 2) with phosphatase and then analysed using the blotting
assay. An anti-CREB immunoprecipitate is included for

comparison (lane 1). Treatment of nuclear extracts with
phosphatase results in a comparable increase in the mobility of

the 43 kDa polypeptide and ATF1. From the sum of these results
we conclude that ATF1 and CREB are the two major bZIP
proteins that can dimerise with CREB and are present in nuclear
extracts from UF9 cells. We also conclude that CREM is only
present at very low levels (it might correspond to the weak band
observed in figure 4C lane 2) or is not expressed at all in UF9
cells.

Effect of differentiation on ATF1 protein and RNA levels
To examine the effects of differentiation on ATFI protein levels
we prepared nuclear extracts from UF9 and differentiated F9
(DF9) cells and compared them using the blotting assay. A
representative result is shown (figure 5A). Comparison of total
nuclear extracts (NE) demonstrates that CREB and ATFI are
the predominant CREB-binding proteins detected in extracts from
differentiated cells and that no major additional proteins appear
following differentiation. A minor band of approximately 30 kDa
appears to increase in abundance during differentiation and is
also present in CREB immunoprecipitates (figure 5A).
Significantly however, the total amount ofATFI is reduced (- 10
fold) in extracts from DF9 cells compared with UF9 cells. The
same result is obtained by analysis of CREB and ATFI present
in immunoprecipitates using anti-CREB antibody (Anti-CREB,
see figure 2B) or selected from crude nuclear extracts by
sequence-specific DNA-affinity chromatography (DNA-affinity).
In summary these results demonstrate that both the total amount
ofATFI and the amount ofATF1 that is directly associated with
CREB are reduced following differentiation of F9 cells. The ratio
ofATF1/CREB immunoprecipitated by the CREB antibody gives
an underestimate of ATF1. This is due to release ofATF1 during
the washing steps of the immunoprecipitation (37). It is therefore
likely that the ratio of CREB/ATF1 is close to 1:1, indicating
that most of the CREB present in UF9 cells is associated with
ATF1.
To gain insight into the level at which expression of ATFI

is controlled during differentiation we performed RNA analysis
by Northern blotting (figure SB). The same RNA samples from
several cell lines were probed for ATF1 RNA, 032-microglobulin
RNA (as a monitor of differentiation (46)) and CREB RNA which
has previously been shown to be present at similar levels in UF9
and DF9 cells (47). Levels of f2-microglobulin RNA were highly
elevated in the RNA sample from DF9 cells indicating that the
cells were efficiently differentiated. In comparison with CREB
RNA that js present at similar levels in all cell types analysed
(the reason for the decreased size of CREB transcripts in F9 cells
relative to other cell types is not known) ATFI RNA is present
at higher levels (- 3 fold) in UF9 cells compared with DF9 cells
or other cell types. The decrease in ATFI mRNA during
differentiation of F9 cells ('-3 fold) appears less than the decrease
in ATFI protein levels (- 10 fold). These results indicate that
a pretranslational mechanism contributes to the reduction in ATFI
protein levels observed during differentiation but may not account
for all of the reduction.

Identification of a novel CREB binding protein
Although CREB and ATFl are the predominant polypeptides
detected in the blotting assay there are some weaker bands of
unknown identity. The zipper competition assay reveals that some
minor polypeptides of - 30, 20 and 15 kDa specifically interact
with the CREB leucine zipper (see figure 4A). These might
represent distinct proteins but may also be degradation products
ofCREB or ATF1. Initial LZ competition experiments suggested
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that a weakly detected higher molecular weight doublet of - 100
kDa (P100) is not competed by the CREB leucine zipper (figure
4A). This was confirmed in subsequent experiments (figure 6A).
Under conditions in which binding ofCREB to itself or to ATFI
is efficiently competed by the CREB LZ, binding of CREB to
P100 is not affected. Thus P100 binds to CREB independently
of the CREB leucine zipper. Detection of P100 is somewhat
variable between experiments (for example compare figures 5A
and 6A) but is consistent witiin any one experiment (for example
figure 6). This presumably reflects a relatively weak interaction
of P100 with CREB that is easily perturbed under blotting
conditions.
To examine the specificity of the P100/CREB interaction

furtier we simultaneously probed equivalent blots with 32p-
labelled ATF1 or 32P-labelled CREB (figure 6B). ATF1 and
CREB probes were prepared simultaneously and were the same
specific activity (data not shown). ATFI interacts with P100 but
only very weakly compared with CREB (figure 6B, compare
lanes 1 and 2 (which contain two different extracts) with lanes
3 and 4). Given the degree of homology between CREB and
ATF1 this result indicates that P100 interacts quite specifically
with CREB. Analysis of P100 levels during differentiation of
F9 cells demonstrates lower detectable levels of P100 in extracts
from DF9 cells (figure 6C). Thus either P100 levels are reduced
or P100 becomes modified during differentiation. We also detect
a polypeptide with the properties of P100 in other cell tpes for
example JEG3 (data not shown). In summary the specificity of
the P100/CREB interaction together with the reduction in
detectable P100 following differentiation suggests that P100 may
functionally interact with CREB during differentiation of F9 cells.

DISCUSSION
We have shown that ATF1 and a novel polypeptide (that we refer
to as CREB-binding-protein 100 or CBP100) are two proteins
that can directly interact with CREB in undifferentiated F9 cells.
In addition, ATFI is by far the most abundant bZIP protein in
UF9 cells that can dimerise with CREB. We detect small amounts
of other polypeptides (- 30, 20 and 15 kDa) that specifically
interact with the LZ (see figures 3A and 4A) although the identity
of these polypeptides is unclear. They may be proteolytic
degradation products of ATFI or CREB or may represent novel
bZIP proteins. In the latter case it remains to be determined
whether any of the minor polypeptides detected in our assay are
related to other CRE-binding activities (ECRE-1, ECRE-3 and
ECRE-4) that have previously been shown to be down regulated
during differentiation of F9 cells (48).

Co-immunoprecipitation of ATFI and CREB using a non-cross
reacting antibody demonstrates that ATFI is present as a
heterodimer with CREB in UF9 cells. The CREB/ATFI ratio
in the immunoprecipitate is close to 1:1 indicating that most or
all of the CREB is complexed with ATF1. Decrease in ATFI
levels during differentiation results in significant changes to the
dimer population. In UF9 cells CREB is predominantly or
exclusively heterodimerised with ATF1 and large amounts of
ATF1 exist as a homodimer while in DF9 cells CREB
homodimers are most abundant and ATF1 homodimers least
abundant or absent. We can only speculate on the functional
consequences of these changes at present because differences in
the transcriptional properties of CREB homodimers, ATF1
homodimers and CREB/ATFI heterodimers are far from clear.

However, because the transcriptional properties of ATF1 and
CREB are fundamentally different when fused to a heterologous
DNA-binding-domain (30) it is apparent that changes in the
relative proportions of ATFI and CREB will have important
consequences. The activation potential ofCREB could be directly
affected by ATFI or be a consequence of the ability of CREB
homodimers and CREB/ATFI heterodimers to functionally
interact with distinct target promoters. In this regard it is
significant that CREB/ATFI heterodimers bind less stably to
DNA than CREB homodimers (30) raising the possibility that
CREB/ATFI heterodimers may be relatively poor activators.
Such an effect is likely to be promoter specific since the stability
of ATF1 binding is highly variable depending on the DNA-
binding site in question (29). Our data indicate that a
pretranslational mechanism accounts for at least part of the
decrease of ATFI during differentiation. It will be of interest
to examine whether the ATF1 promoter is transcriptionally
repressed during differentiation and if so whether this is a direct
response to retinoic acid or to subsequent events that occur during
differentiation. However the decrease in ATFI RNA is not as
great as the reduction in protein levels, suggesting that other
mechanisms are involved in regulating ATFI protein levels during
differentiation.
We have previously proposed that a negative factor (termed

ICR) contributes to the inability of UF9 cells to support cAMP-
inducibility of the somatostatin promoter (37). One of the main
aims of our experiments was to try and detect candidate repressor
proteins that might function through direct interaction with CREB.
By analogy with examples of repressors from other dimeric
transcription factor families (26, 49) one likely possibility is that
ICR can heterodimerise with CREB through the leucine zipper.
Our findings appear to rule out a role for CREM but do suggest
that ATF1 is a candidate for ICR. However as described above
it is difficult to address the activity of CREB/ATFI heterodimers
and several different approaches have provided evidence that
ATF1 itself can be an activator. A gal4/ATF1 fusion protein can
mediate cAMP-dependent transcription in JEG3 cells (30) and
ATFI can activate the adenovirus E4 promoter in vitro (33). Most
significantly from the point of view of this study ATFI can
activate the somatostatin promoter in UF9 cells (32). Since both
CREB and ATFI are able to function as transcriptional activators
it seems more likely that CREB/ATF1 heterodimers would be
activators and not repressors. However resolution of this issue
will require a reconstitution of repression in vitro so that the
potential role of ATF1 can be directly tested.

Using the Far Western assay coupled with the LZ competition
assay we have been able distinguish between bZIP proteins that
dimerise with CREB through the leucine zipper and other proteins
that bind to CREB independently of the leucine zipper. This has
enabled us to identify a novel protein (CBP100) that directly
interacts with CREB. Interaction between CBP100 and CREB
maybe of lower avidity than ATFl/CREB interaction because
detection of CBP100 is variable in crude nuclear extracts and
CBP100 is not usually co-immunoprecipitated with CREB.
CBP100 is sometimes present in immunoprecipitates from UF9
cells but is not detcted following differentiation (data not shown).
We therefore think that CBP100 is weakly associated with CREB
in extracts from UF9 cells and that this association is disrupted
(or the amount of CBP100 is reduced) following differentiation.
Two observations suggest that CBP100 may functionally interact
with CREB. First the amount of CBP100 or its ability to interact
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with CREB (or both) is decreased during differentiation. Second
CBP100 appears to bind quite specifically with CREB since it
interacts only very weakly with the highly homologous ATF1.
The properties that we have described for CBPIOO suggest

several possible functions. CBP100 may correspond to ICR and
thereby function as a repressor of the cAMP response in UF9
cells. Alternatively CBP100 may be an adaptor protein that
mediates interactions between CREB and the basal transcriptional
machinery. As is emerging for other mammalian transcription
factors the ability of CREB to activate transcription will depend
on highly complex interactions with other transcription factors
and the general transcriptional machinery (50-54). If CBPl00
does play a role in assembly of active transcription complexes
this could contribute to the different transcriptional properties
ofCREB and ATF1 (11, 12, 30). The major difference between
the CREB and ATFI probes that we have used to detect CBPI00
is the inclusion of two transcriptional activation regions in CREB
(see figure 1) consisting of an - 30 aa glutamine rich region
(4) and the 14-amino acid ct-peptide sequence (6). It is tempting
to speculate that either of these regions in CREB might include
the CBP100 binding site. The Far Western assay should allow
a delineation of the region of CREB that interacts with CBP100
and provide insight into the above issues.

ACKNOWLEDGEMENTS
We thank P.Sassone-Corsi for providing an in vitro expression
plasmid (pCREMa) for CREM, John Diffley and Nic Jones for
helpful comments on the manuscript and M.Blanar for
communication of results prior to publication and help in setting
up the Far Western assay.

REFERENCES
1. M. R. Montminy, G. A. Gonzalez, K. K. Yamamoto (1990)Trends Neurosci.

13, 184-188.
2. J. F. Habener (1990) Mol. Endocrinol. 4, 1087-1094.
3. K. A. W. Lee (1991) Curr. Opin. Cell Biol. 3, 953-959 .

4. G. A. Gonzalez, P. Menzel, J. Leonard, W. H. Fischer, M. R. Montminy
(1991) Mol. Cell Biol. 11, 1306-1312

5. C. Q. Lee, Y. Yun, J. P. Hoeffler, J. F. Habener (1990) EMBO J. 9,
4455-4465.

6. K. K. Yamamoto, G. A. Gonzalez, P. Menzel, J. Rivier, M. R. Montminy
(1990) Cell 60, 611-617.

7. G. A. Gonzalez and M. R. Montminy (1989) Cell 59, 675-680.
8. M. Sheng, M. A. Thompson, M. E. Greenberg (1991) Science 252,

1427-1430.
9. P. K. Dash, K. A. Karl, M. A. Colicos, R. Prywes, E. R. Kandel (1991)

Proc. Natl Acad. Sci. USA 88, 5061-5065.
10. F. Liu and M. R. Green (1990) Cell 61, 1217-1224.
11. K. J. Flint and N. C. Jones (1991) Oncogene 6, 2019-2026.
12. T. Maekawa, S. Matsuda, J.-I. Fujisawa, M. Yoshida, S. Ishii (1991)

Oncogene 6, 627-632.
13. M. Comb, S. E. Hyman, H. M. Goodman (1987) TIN.S. 10, 473-478.
14. P. Sassone-Corsi, J. Visvader, L. Ferland, P. L. Mellon, I. M. Verma

(1988)Genes Dev. 2, 1529-1538.
15. L. A. Berkowitz, K. T. Riabowol, M. Z. Gilman (1989) Mol. Cell. Biol.

9, 4272-4281.
16. T. M. Fisch, R. Prywes, M. Celeste Simon, R. G. Roeder (1989) Genes

Dev. 3, 198-211.
17. M. Boshart, F. Weih, A. Schmidt, R. E. Keith Foumier, G. Schutz (1990)CeU

61, 905-916.
18. M. Nichols, F. Weih, W. Schmid, C. Devack, E. Kowenz-Leutz, B. Luckow,

M. Boshart and G. Schutz (1992) EMBO J .11, 3337-3346.
19. A. McCormick, H. Brady, L. Theill, M. Karin (1990) Nature 345, 829-832.
20. A. M. Delegeane, L. H. Ferland, P. L. Mellon (1987) Mol. Cell. Biol. 7,

3994-4002.

21. J. Leonard, P. Serup, G. Gonzales, T. Edlund, M. Montminy (1992) Proc.
Natl. Acad. Sci. USA 89, 6247-6251.

22. M. Vallejo, C. P. Miller, J. F. Habener (1992) J. Biol. Chem. 267,
12868-12875.

23. T.-Y. Hai, F. Liu, W. J. Coukos, M. R. Green (1989) Genes Dev. 3,
2083-2090.

24. C. R. Vinson, P. B. Sigler, S. L. McKnight (1989) Science 246, 911-916.
25. E. Ziff (1990) T. I. G. 6, 69-72.
26. N. Jones (1990) Cell 61, 9-11.
27. T. Hai and T. Curran (1991) Proc. Natl Acad. Sci. USA 88, 3720-3724.
28. N. S. Foulkes, E. Borrelli, P. Sassone-Corsi (1991) Cell 64, 739-749.
29. H. C. Hurst, N. Masson, N. C. Jones, K. A. W. Lee (1990) Mol. Cell.

Biol. 10, 6192-6203.
30. H. C. Hurst, N. F. Totty, N. C. Jones (1991) Nucl. Acids Res. 19,

4601 -4609.
31. N. S. Foulkes, B. Mellstrom, E. Benusigio, P. Sassone-Corsi (1992)Nature

355, 80-84.
32. R. P. Rehfuss, K. M. Walton, M. M. Loriaux, R. H. Goodman (1991) J.

Biol. Chem. 266, 18431-18434.
33. T. Wada, H. Watanabe, Y. Usuda, H. Handa (1991) J. Virol. 65, 557-564.
34. G. R. Martin (1975) Cell 5, 229-243.
35. S. Strickland, M. V (1978) Cell 15, 393-403.
36. S. Strickland, K. K. Smith, K. R. Marotti (1980) Cell 21, 347-355.
37. N. Masson, M. Ellis, S. Goodbourn, K. A. W. Lee (1992) Mol. Cell. Biol.

12, 1096-1106.
38. D. B. Smith and K. S. Johnson (1988) Gene 67, 31-40.
39. P. F. Macgregor, C. Abate, T. Curran (1990) Oncogene 5, 451-458.
40. D. W. Carr and J. D. Scott (1992) T.L.B.S. 17, 246-249.
41. M. A. Blanar and W. J. Rutter (1992) Science 256, 1014-1018.
42. J. P. Hoeffler, J. W. Lustbader, C. Y. Chen (1991) Mol. Endocrinol. 5,

256-266.
43. C. Kanei-Ishii, E. M. MacMillan, T. Nomura, A. Sarai, R. G. Ramsay,S.

Aimoto, S. Ishii, T. J. Gonda, T. J (1992) Proc. Natl. Acad. Sci. USA 89,
3088-3092.

44. L. J. Ransone, P. Wamsley, K. L. Morley, I. M. Verma (1990) Mol. Cell.
Biol. 10, 4565-4573.

45. N. S. Foulkes, B. M. Laoide, F. Schlotter, P. Sassone-Corsi (1991)Proc.
Natl Acad. Sci. USA 88, 5448-5452.

46. F. Daniel, D. Morello, 0. Le Bail, P. Chambon, Y. Cayre, P. Kourilsky
(1983) EMBO. J. 2, 1061-1065.

47. L. A. Berkowitz and M. Z. Gilman (1990) Proc. Natl Acad. Sci. USA 87,
5258-5262.

48. P. T. Tassios an N. B. La Thangue (1990) New Biologist 2, 1123-1134.
49. N. Jones (1991) Curr. Biol. 1, 224-226.
50. A. J. Berk and M. C. Schmidt (1990) Genes Dev. 4, 151-155.
51. M. Carey (1991) Curr. Opin. Cell. Biol. 3, 452-460.
52. J. Greenblatt (1991) Cell 66, 1067-1070.
53. B. Lewin (1990) Cell 61, 1161-1164.
54. M. Ptashne and A. A. Gann (1990) Nature 346, 329-331.


