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Cyclin G2 is an unconventional cyclin highly expressed in postmitotic cells. Unlike classical cyclins that
promote cell cycle progression, cyclin G2 blocks cell cycle entry. Here we studied the mechanisms that regulate
cyclin G2 mRNA expression during the cell cycle. Analysis of synchronized NIH 3T3 cell cultures showed
elevated cyclin G2 mRNA expression levels at G0, with a considerable reduction as cells enter cell cycle.
Downregulation of cyclin G2 mRNA levels requires activation of phosphoinositide 3-kinase, suggesting that
this enzyme controls cyclin G2 mRNA expression. Because the phosphoinositide 3-kinase pathway inhibits the
FoxO family of forkhead transcription factors, we examined the involvement of these factors in the regulation
of cyclin G2 expression. We show that active forms of the forkhead transcription factor FoxO3a (FKHRL1)
increase cyclin G2 mRNA levels. Cyclin G2 has forkhead consensus motifs in its promoter, which are
transactivated by constitutive active FoxO3a forms. Finally, interference with forkhead-mediated transcription
by overexpression of an inactive form decreases cyclin G2 mRNA expression levels. These results show that
FoxO genes regulate cyclin G2 expression, illustrating a new role for phosphoinositide 3-kinase and FoxO
transcription factors in the control of cell cycle entry.

Symmetrical cell division is the process by which a cell du-
plicates its DNA content and cell mass to produce two daugh-
ter cells (42, 46, 49, 58, 60). Progression through the cell cycle
is mediated by activation of the cyclin-dependent protein ki-
nases (Cdks) (43). Cdk activation requires its binding to a
specific regulatory subunit, termed cyclin. Cyclins are collec-
tively defined by the cyclin box, a highly conserved motif that
consists of approximately 100 amino acids and is essential for
association with Cdk (38, 39). Cyclin-Cdk complexes are uni-
versal cell cycle regulators, with each complex controlling tran-
sition between different cell cycle phases by phosphorylation of
specific substrates (35). In addition, cyclin-Cdk pairs partici-
pate in processes not directly related to cell cycle regulation
(15, 32, 40).

Mammalian cyclins are classified into 12 different types—
cyclins A to I (21, 33, 37, 44)—based on structural similarity,
functional period in the cell division cycle, and regulated ex-
pression (22, 43, 51). Three G-type cyclins have been identi-
fied: cyclins G1 (57), G2 (21), and I (37). All three are ex-
pressed in terminally differentiated cells (20, 21, 37, 57). The
overall expression profile of the G-type cyclins is atypical and
is not associated with promotion of cell proliferation, but sug-
gests that they act as cell cycle inhibitors in certain cell types
and may contribute in inducing cell cycle arrest (3). Whereas
cyclin G1 probably acts as a negative regulator of the G2/M
transition (24, 53), increased cyclin G2 expression inhibits cell

cycle progression and may contribute to maintaining the qui-
escent state of differentiated cells (3, 20). Cyclin G2 is similar
to cyclin A in the cyclin box, although no kinase activity is
detected in cyclin G2 immunoprecipitates (3). Cyclins G1 and
G2 can associate with the protein phosphatase PP2A (3, 41),
suggesting that cyclin G-PP2A complexes inhibit cell cycle pro-
gression by altering PP2A targeting or substrate specificity.

The FoxO subfamily of forkhead transcription factors (TFs)
comprises three functionally related proteins, FKHR,
FKHRL1, and AFX, recently renamed FoxO1a, FoxO3a, and
FoxO4, respectively (27). Forkhead TFs bind as monomers to
consensus DNA-binding sequences (18). FoxO TFs upregulate
expression of a variety of genes, including the CDK inhibitor
p27kip (34); the Rb family-related protein p130 (31); proapo-
ptotic targets, such as Bim (14) and FasL (6); and proteins that
regulate G2/M progression, such as cyclin B and Plk (2). They
also downregulate expression of other genes, such as those
coding for cyclins D1 and D2 (50). FoxO TF activity is regu-
lated in vivo by the phosphatidylinositol-3-kinase (PI3K)-pro-
tein kinase B (PKB) pathway (2).

PI3K is an enzyme that transfers phosphate groups to the 3
position of the inositol ring of membrane phosphoinositides.
Class IA PI3K is a heterodimer composed of a p85 regulatory
subunit and a p110 catalytic subunit. Following growth factor
receptor stimulation, PI3K mediates an increase in 3-poly-
phosphoinositides, which in turn activate downstream effectors
such as PKB (2, 17, 55, 59, 63). The PI3K-PKB pathway reg-
ulates a variety of cell responses, including survival and divi-
sion (17, 55, 59, 63). One consequence of PI3K-PKB activation
in mammals is the negative regulation of FoxO TFs, mediated
by direct PKB phosphorylation of FoxO TFs (4, 7, 11, 19, 29,
30, 34, 47). When PKB is inactive, FoxO TFs are dephospho-
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rylated and localized in the nucleus, where they can activate
transcription. In contrast, PI3K-PKB activation promotes
FoxO TF phosphorylation and exit from the nucleus, which
results in FoxO TF inactivation (4, 6, 7, 11, 19, 30, 47).

Several studies show that cyclin G2 is a ubiquitous cell cycle
regulator (21), whose expression inhibits G1/S-phase transition
(3, 21). Cyclin G2 mRNA levels fluctuate throughout the cell
cycle in lymphocytes (20, 21); nonetheless, the mechanism by
which cyclin G2 expression is regulated during the cell cycle is
presently unknown. Here we show that cyclin G2 mRNA levels
also vary during the cell cycle in fibroblasts, with a PI3K-
dependent decrease during the G1 phase. We postulated that
PI3K may reduce cyclin G2 mRNA synthesis by inhibiting
FoxO TF activity. The results show that FoxO genes regulate
transcription of the cell cycle inhibitor cyclin G2, suggesting a
new role for the PI3K-FoxO pathway in the control of the
G0/G1 cell cycle entry.

MATERIALS AND METHODS

cDNA and reagents. The plasmid encoding an inactive form of AFX (FoxO4)
(pMT2HA-�DB AFX) has been described previously (29). The plasmids encod-
ing FKHRL1 (FoxO3a) (PECE-HA-FKHRL1-wt and PECE-HA-FKHRL1A3)
and the pGL3-based Fas ligand promoter construct containing FoxO consensus
binding sites (FHRE-Luc reporter, FasLp) were kindly donated by M. E. Green-
berg (6). The pGL3-based pHX-Luc vector including the human myc promoter
(Mycp) was a kind gift of K. Sugamura (56). The murine cyclin G2 promoter
regions containing FoxO consensus motifs were obtained by PCR: position 986
of the murine cyclin G2 gene AF079877 (forward, 5�-TCATTTCGGAGAGGC
TAGCTG-3�) and position 1337 of the murine cyclin G2 gene (reverse, 5�-AT
ATCTAATAAGTGTGCTTCTAG-3�). PCR bands were subcloned into the
pGL3 promoter vector (Promega), generating the cyclin G2-promoter-pGL3
vector (cycG2p). The following mouse monoclonal antibodies were used: anti-
hemagglutinin (HA) (Babco), anti-p27kip (Pharmingen), and anti-�-tubulin (On-
cogene). Anti-PKB goat polyclonal antibody was obtained from Santa Cruz. The
following rabbit polyclonal antibodies were used: anti-FoxO3a (anti-FKHR, Up-
state Biotechnology), anti-DP1 A33 (8), anti-p130 (Sta Cruz), anti-cyclin D3
(Transduction Laboratories), and anti-phosphoSer473-PKB (Cell Signaling).
p110-CAAX was described previously (25, 26).

Cell culture and transfection. NIH 3T3 cells were cultured (37°C, 5% CO2) in
Dulbecco’s modified Eagle medium supplemented with 10% heat-inactivated
fetal calf serum (GIBCO), 2 mM L-glutamine, 10 mM HEPES, 100-U/ml peni-
cillin G sodium, and 100-�g/ml streptomycin sulfate. For transfections, NIH 3T3
cells were seeded onto 150-mm-diameter dishes (4.5 � 106 cells per dish) and
transfected the following day with 10 �g of the following cDNAs: empty vector
(PECE), HA-FKHRL1-wt, HA-FKHRL1-A3, HA-AFX-wt, HA-AFX-A3, HA-
�DBAFX, or p110-CAAX (2). Transient transfections were performed with
Lipofectamine Plus (Gibco-BRL). After 8 h in complete medium, cells were
incubated without serum (18 to 20 h) and collected or were stimulated for 3 h
with 10% fetal calf serum (FCS)-supplemented medium and collected. In some
assays, cells were stimulated for 3 h with 15-ng/ml platelet-derived growth factor
(PDGF)-BB (Upstate Biotechnology), 20-ng/ml insulinlike growth factor 1
(IGF-1; Pharmacia), 100 �M egg yolk phosphatidic acid (PA; Sigma), or 10-
ng/ml 1-oleoyl-2-hydroxy-sn-glycero-3-phosphate sodium salt lysophosphatidic
acid (LPA; Avanti). In some cases, cells were preincubated with PI3K inhibitor
(10 �M LY294002; Calbiochem) or MEK inhibitor (2 �M PD98059; Calbio-
chem) for 1 h prior to stimulation.

Cell cycle analysis and arrest. For time course studies, cells were synchronized
by growth to confluence, maintained confluent for 48 h, and then released by
low-density replating (1:3) in medium containing 10% FCS, collected at different
time points, and examined. Alternatively, cells were arrested in distinct cell cycle
phases. For G0 arrest, cells were serum starved (18 to 20 h) in medium containing
0.1% bovine serum albumin (BSA), yielding approximately 80 to 90% of cells in
the G0/G1 phase, according to DNA content. To obtain cells in the early G1

phase, cells depleted of serum for 18 to 20 h were incubated in medium with 10%
FCS for brief periods of 1 to 3 h, as indicated. For G2 arrest, cells were incubated
for 22 h with 5 �M etoposide (Sigma), yielding approximately 70 to 80% of cells
in G2. For M-phase arrest, cells were incubated for 22 h with 0.1-�g/ml Colcemid
(GIBCO), yielding approximately 80% of cells in the M phase.

Western blotting, luciferase assays, ChIP, and immunofluorescence. Western
blotting, luciferase, immunofluorescence with anti-FKHRL1 antibody (Upstate
Biotechnology), and chromatin immunoprecipitation (ChIP) assays were per-
formed as described previously (2, 5, 6, 25). For ChIP assays, immunoprecipita-
tion was performed with anti-FKHRL1 antibody (Upstate Biotechnology) or
normal rabbit serum. The DNA recovered was analyzed by PCR using the
following appropriate primers: for the cyclin G2 promoter, forward primer 5�-
ATTCATGAAGGCTCTAAGTTA-3� and reverse primer 5�-GTTATTAAGCT
GACACCTCTC-3�; for the cyclin D3 promoter, forward primer 5�-GCCCTCT
GTCTTCAAAGTG-3� and reverse primer 5�-TAAGGTCACTGTCTGCTTC-
3�.

Northern blotting and quantitative PCR analysis. Total RNA was isolated
from 5 � 106 to 10 � 106 cells by the guanidine isothiocyanate method with the
RNeasy Mini kit (Qiagen). Total RNA (10 �g) was separated by electrophoresis
in denaturing formaldehyde–1% agarose gels and transferred overnight to a
nylon membrane (Zeta-Probe; Bio-Rad). After UV cross-linking, RNA quality
and transfer efficiency were determined by methylene blue staining (36). The
probes were [32P]dCTP labeled by random priming with the Prime-It II random
primer labeling kit (Stratagene). Hybridization was performed with ExpressHyb
hybridization solution (BD Biosciences) (2 h at 68°C) in the presence of 10-�g/ml
sheared salmon sperm DNA (Sigma). The membrane was washed three times in
2� SSC (150 mM sodium chloride, 15 mM sodium citrate [pH 7.0]) with 0.05%
sodium dodecyl sulfate (SDS) at room temperature and once in 0.1� SSC plus
0.1% SDS at 52°C. Murine cyclin G2 probe (0.57 kb) was generated by reverse
transcription-PCR (RT-PCR). For p27kip, the probe was generated by EcoRI-
HindIII digestion of the EXlox-mp27-FL vector encoding murine p27kip (45).
The oligonucleotide 5�-ACGGGAGGTTTCTGTCCTCCC-3�, complementary
to human 28S rRNA nucleotides 4205 to 4225, was used for loading control
hybridizations. The hybridization and washing conditions were as described pre-
viously (36). PhosphorImaging (Molecular Dynamics) exposure of Northern blot
filters was done routinely immediately prior to autoradiography.

Endogenous cyclin G2 mRNA expression levels were also determined by RT
of total RNA, followed by real-time quantitative PCR analysis (Q-PCR). Total
RNA (4 �g) was reverse transcribed by extension of random hexamer primers
with Superscript II reverse transcriptase (Life Technology) according to the
manufacturer’s protocol. For Q-PCR, oligonucleotide primers for the cyclin G2
sequence (GenBank accession no. NM_007635) were designed to amplify a
93-bp DNA fragment. The cyclin G2 forward primer spans nucleotides 177 to 192
(5�-CCGGTCCGTGACGCC-3�), and the cyclin G2 reverse primer spans nucle-
otides 247 to 270 (5�-AGTTCAACAATCCGAAAAGCTGA-3�). The �-actin
gene was used as a loading control (GenBank accession no. NM_007393). The
sequence of the forward primer spans nucleotides 337 to 357 (5�-GGCACCAC
ACCTTCTACAATG-3�), and that of the reverse primer spans nucleotides 468
to 490 (5�-TGGATGGCTACGTACATGGCTG-3�), amplifying a 153-bp prod-
uct. Primers were designed with Primer Express software (PE Applied Biosys-
tems). Amplification was performed with the ABI PRISM 7700 (PE Applied
Biosystems). For each condition, the amount of cyclin G2 relative to that of actin
was estimated according to the cycle threshold (Ct), which defines the PCR cycle
number at which the PCR signal reaches a defined value. The relative amount of
cyclin G2 was estimated as increment in Ct that represents Ct differences be-
tween cyclin G2 and actin according to the formula �Ctcyclin G2 � Ctcyclin G2 	
Ctactin. After amplification of the cyclin G2 sequence, the melting curves of PCR
products were acquired by stepwise temperature increase from 55oC to 95°C for
20 min. Data were analyzed with Dissociation Curves 1.0f. software (PE Applied
Biosystems).

Electrophoretic mobility shift assays. Electrophoretic mobility shift assays
were performed with the following double-stranded oligonucleotides: FoxO-
cyclin G2 (5�-ATAGAAAGTAAAACAAACAAACAAACAAAAC-3� and
5�-GTTTTGTTTGTTTGTTTGTTTTACTTTCTAT-3�) and FoxO-consen-
sus (61) (5�-CTAGATGGTAAACAACTGTGACTAGTAGAACACGG-3�
and 5�-CCGTGTTCTACTAGTCACAGTTGTTTACCATCTAG-3�). Oligo-
nucleotides were synthesized by Genotech. Complementary oligonucleotides
were mixed at an equimolar ratio in 10 mM Tris (pH 7.5)–50 mM NaCl,
heated to 65°C, and annealed by slow cooling to room temperature. Double-
stranded oligonucleotides (200 ng) were labeled by T4 polynucleotide kinase
reaction (New England Biolabs). For binding reactions, the following com-
ponents were mixed and preincubated (20 min at room temperature): 3 �l (10
to 15 �g) of nuclear extract, 7 �l of buffer D (20 mM HEPES [pH 7.9], 20%
glycerol, 0.1 M KCl, 0.2 mM EDTA, 0.5 mM dithiothreitol), 2 �l (20 �g) of
purified BSA (New England Biolabs), 0.4 �l (2 �g) of sheared salmon sperm
DNA, and 11 �l of H2O. Unlabeled oligonucleotide competitors (200 ng) and
either 15 �g of anti-FKHRL1 antibody (Upstate Biotechology) or 5 �l of
rabbit polyclonal anti-DP1 antibody (8) were added to the initial mixture
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prior to the preincubation step. After preincubation, labeled oligonucleotides
were added (2 ng), and the mixtures were incubated (20 min at room tem-
perature). Samples were then loaded onto a nondenaturing 4% acrylamide–
0.1% bisacrylamide gel in 0.5% TBE (45 mM Tris base, 32.3 mM boric acid,
1.25 mM EDTA [pH 8.3]) at room temperature. Retarded complexes were
visualized by autoradiography (16 h at room temperature).

RESULTS

Cyclin G2 mRNA expression levels vary during the fibro-
blast cell cycle. Cyclin G2 mRNA levels fluctuate throughout
the cell cycle in lymphocytes (20, 21), but the mechanism that
controls cyclin G2 expression is unknown. We first examined
whether cyclin G2 mRNA expression also varies during the cell
cycle in fibroblasts. To examine cell cycle progression, NIH
3T3 cells were arrested by growth to confluence and then
released by low-density replating in serum-containing medium
for different time periods. Figure 1A illustrates the cell cycle
profiles at 0, 18, and 23 h after release, when a significant
proportion of the cells are in the G0/G1 (0 h), S (18 h), or G2/M
(23 h) phases. Because the G0 and G1 phases are indistinguish-
able by DNA content analysis, to discriminate between them,
we examined cyclin D3 levels, which increase in G1 (22, 51);
p130 levels, which decrease in G1 (54); and PKB activation
(using anti-phospho Ser473-PKB antibody), which is induced
rapidly following G1 entry (2). According to the PKB activation
profiles, cyclin D3 levels, and p130 expression, confluent cells
exhibit a G0 phenotype (Fig. 1B). This was confirmed by ex-
amining intracellular FoxO TF localization, which is nuclear in
G0 (2, 31), and p27kip expression, which is high in G0 (33) (data
not shown). We then examined cyclin G2 mRNA expression,
which was high prior to release (in quiescent cells) and de-
creased as cells entered the cell cycle (in G1), increasing again
at 18 to 20 h after release, corresponding to the late S and
G2/M phases (Fig. 1C).

We also examined cells arrested at different cell cycle
phases. For G0 arrest, cells were incubated in serum-deprived
medium for 18 to 20 h, after which approximately 90% of the
cells were in G0/G1, according to DNA content-based cell cycle
profiles (data not shown). To distinguish between the G0 and
G1 phases, we examined the subcellular localization of the
FoxO TF FKHRL1, which is nuclear in G0 (2, 31). FKHRL1
was localized in the nuclei in serum-deprived cells (
90% of
the cells) and translocated to the cytosol following serum ad-
dition (
90% of the cells) (Fig. 1D). We also examined cyclin
D3 levels (not shown), p130 protein levels, and activation of
PKB (as described above) (Fig. 1E), which confirmed the qui-
escent state of serum-deprived cells. We also examined cells
arrested in the G2 and M phases (see Materials and Methods).
We then examined cyclin G2 mRNA expression. Cyclin G2
levels were high in serum-starved NIH 3T3 cells, decreased
following serum addition, and were elevated in G2-arrested
cells, with intermediate expression in M-arrested cells (Fig.
1F). Mouse embryonic fibroblast cells, like NIH 3T3 cells,
showed high cyclin G2 mRNA expression levels in G0, which
decreased following serum addition (data not shown).

Cyclin G2 mRNA downregulation requires PI3K-derived
signals. To examine the signals involved in cyclin G2 mRNA
downregulation during cell cycle entry, cells were arrested in
G0 by serum deprivation and released by using distinct stimuli.
Cells were incubated with medium containing serum or LPA,

FIG. 1. Cyclin G2 mRNA levels are maximal in G0. (A to C) NIH 3T3
cells were arrested by confluence and then released by low-density replat-
ing in medium with serum for different time periods. (A) Representative
cell cycle profiles of cells 0, 18, and 23 h after release, showing the
percentage of cells in G0/G1, S, and G2/M. (B) Western blot analysis of the
NIH 3T3 cells entering the cell cycle synchronously, using anti-cyclin D3
(cycD3), anti-p130, anti-phospho Ser 473-PKB (pPKB), or anti-PKB an-
tibody. (C) Northern blot analysis of cyclin G2 expression. Total RNA
was extracted from NIH 3T3 cells (same as in panels A and B),
resolved in agarose gels (10 �g), transferred, and hybridized with a
probe for cyclin G2 or 28S rRNA. The percentage of cells in the S and
G2/M phases is indicated. (D) Representative FKHRL1 (FoxO3a)
immunofluorescence staining of NIH 3T3 cells deprived of serum for
18 h (	serum) or deprived of serum for 18 h and then incubated with
serum for 1 h (�serum). (E and F) NIH 3T3 cells deprived of serum
for 18 h (time 0), deprived of serum for 18 h and then incubated with
serum for different times (indicated in minutes), or arrested in the G2
or M phase. (E) Western blot analysis using the indicated antibodies.
(F) Northern blot analysis of cyclin G2 expression. Total RNA was
extracted from aliquots of the cells used in panel E. The percentage of
cells in the S and G2/M phases is indicated. The figure illustrates a
representative experiment of at least three with similar results.
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one of the most abundant serum components (48), or were
incubated with PA, a mitogenic compound found in serum
(16). Whereas serum induces a dramatic reduction in cyclin G2
mRNA levels, neither LPA nor PA mediated this effect (Fig.

2A). Serum also contains growth factors such as PDGF and
IGF1; incubation with either of these reduced cyclin G2
mRNA levels (Fig. 2B). Small molecule inhibitory drugs were
used to determine whether activation of the PI3K or mitogen-
activated protein kinase (MAPK) pathways, downstream of
these Tyr kinase growth factor receptors, was involved in trig-
gering cyclin G2 mRNA downregulation. The MAPK inhibitor
PD98059 blocked serum-induced MAPK phosphorylation (not
shown), but did not affect cyclin G2 mRNA downregulation
(Fig. 2B). In contrast, incubation with the PI3K inhibitor
LY294002 (Fig. 2B) or wortmannin (data not shown) signifi-
cantly blocked serum-induced cyclin G2 downregulation. To
mimic PI3K activation in the absence of serum, cells were
transfected with a recombinant membrane-tagged form of the
p110� catalytic subunit (p110-CAAX) (25, 26). p110-CAAX
expression resulted in moderate downregulation of cyclin G2
mRNA levels, which was not as large as that mediated by
PDGF, IGF, or serum (Fig. 2B). Similar results were obtained
by quantitative PCR (Fig. 2C). These results suggest that PI3K
activation is necessary but not sufficient for the downregulation
of cyclin G2 mRNA expression observed in G1.

FIG. 2. Downregulation of cyclin G2 mRNA levels in G1 requires
PI3K activation. (A and B) Northern blot analysis for cyclin G2 ex-
pression in total RNA from NIH 3T3 cells incubated with different
stimuli. (A) Cells were G0 arrested and stimulated (3 h) with 10%
serum, 10-ng/ml LPA, or 100 �M PA. (B) Cells were G0 arrested and
stimulated (3 h) with 15-ng/ml PDGF or 20-ng/ml IGF. Other samples
were preincubated (1 h) with 10 �M LY294002 (LY) or 2 �M
PD98059 (PD) and subsequently treated with 10% serum (3 h). Other
samples were transfected with control cDNA or a vector encoding
p110-CAAX (indicated); after incubation (8 h) in medium with serum,
cells were cultured in the absence of serum for 18 h (G0) prior to
analysis. (C) Q-PCR analysis of cyclin G2 expression. cDNA was ob-
tained from cells treated as in panels A and B. For each condition, the
amount of cyclin G2 cDNA relative to that of actin was estimated
according to the Ct, which defines the PCR cycle number at which the
signal reaches a defined value. The relative amount of cyclin G2 was
calculated according to the formula �Ctcyclin G2 � Ctcyclin G2 	 Ctactin.
Because maximal cyclin G2 expression is found in G0, relative expres-
sion under the different conditions (x) was compared to that of G0 by
using the formula ��Ct � �Ctcyclin G2 (G0) 	 �Ctcyclin G2 (x). The
mean � standard deviation of three experiments is shown.

FIG. 3. Activation of FoxO genes induces cyclin G2 mRNA expres-
sion. (A and B) NIH 3T3 cells were transfected with cDNA encoding
FoxO3a wt (HA-FKHRL1) or active forms (HA-FKHRL1A3) or
FoxO4 wt (HA-AFX) or active forms (HA-AFXA3). (A) Expression
of FoxO TFs was examined by Western blotting with an anti-HA
antibody. �-Tubulin expression was used as a control for equivalent
loading. (B) After transfection, a fraction of the cells (same as in panel
A) were incubated (8 h) in medium with serum, starved for 18 h in
serum-free medium, and then examined (G0) or incubated (3 h) with
10% serum prior to analysis. Cell lysates were analyzed by Northern
blotting with probes specific for p27kip, cyclin G2, or 28S rRNA.
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FoxO3a activates cyclin G2 mRNA expression. To examine
the mechanisms by which PI3K activation mediates a reduction
in cyclin G2 mRNA levels, we considered that the PI3K-PKB
pathway inhibits FoxO TF activity (4, 7, 11, 19, 29, 30, 47) and
postulated that FoxO TF may regulate cyclin G2 expression.
The expression profiles of cyclin G2 mRNA (Fig. 1) correlate
with FoxO TF activity during the cell cycle, which is high in
quiescent and in G2-phase cells (2).

To examine whether FoxO TFs control cyclin G2 mRNA
expression, NIH 3T3 cells were transfected with FKHRL1
(FoxO3a); its active version, FKHRL1A3 (6); or AFX (FoxO4)
or its active version, AFXA3 (30) (Fig. 3A). We tested tran-
scriptional activity of AFX and FKHRL1 by examining p27kip

mRNA expression, which was high in G0 and decreased after
serum addition (Fig. 3B). AFXA3 expression and, even more
clearly, FKHRL1A3 expression mediated a p27kip expression
increase in G1 (Fig. 3B). We then examined cyclin G2 mRNA
levels: AFX, AFXA3, and FKHRL1 expression increased cy-
clin G2 mRNA levels moderately, whereas FKHRL1A3 signif-
icantly enhanced cyclin G2 mRNA expression in G1 (Fig. 3B).

We also tested whether disruption of endogenous FoxO TF
action (2) affects cyclin G2 expression. NIH 3T3 cells express-
ing the �DBAFX dominant-negative mutant (2, 30) (Fig. 4A)
were arrested in G0, and cyclin G2 mRNA levels were exam-
ined (Fig. 4B). As a control, cyclin G2 expression was exam-
ined in parallel in the G0 and G1 phases (Fig. 4B). Interference
with endogenous FoxO TF action by �DBAFX expression
significantly reduced cyclin G2 mRNA levels in G0 (Fig. 4B).
Similar results were obtained by Q-PCR (data not shown).

Cyclin G2 promoter binds and is transactivated by FoxO3a.
We examined the murine cyclin G2 promoter (23) and found
FoxO TF consensus binding site motifs (6, 62) (Fig. 5A). Elec-
trophoretic mobility shift assays were used to examine whether
FoxO TFs bind to these FoxO consensus binding sites in the
cyclin G2 promoter. We first tested whether nuclear proteins
from the control Burkitt’s lymphoma cell line DG75 bind to
the clustered FoxO elements of the cyclin G2 promoter. Ra-
diolabeled FoxO-cyclin G2 oligonucleotides (bp 	1296 to
	1266) formed complexes with proteins from DG75 nuclear

extracts (Fig. 5B). These complexes were displaced not only by
the FoxO cyclin G2 element, but also by a FoxO consensus
motif (61) (Fig. 5C). Nuclear extracts of NIH 3T3 cells in
different cell cycle phases were assayed with the FoxO cyclin
G2 probe, showing increased complex formation using G0- and
G2-phase cell extracts compared to extracts from G1-phase
cells (Fig. 5D). Complex formation was efficiently dissociated
by an excess of either the unlabeled FoxO cyclin G2 element or
the FoxO consensus oligonucleotides (Fig. 5D). Moreover, the
FKHRL1 (FoxO3a) antibody, but not the control anti-DP1
antibody, was able to supershift these complexes, showing that
FoxO3a binds to the FoxO TF motifs in the cyclin G2 pro-
moter (Fig. 5D).

FoxO3a association with the cyclin G2 promoter in vivo was
also examined by ChIP assays using G2-arrested cells. Immu-
noprecipitation of chromatin with anti-FKHRL1 (FoxO3a) an-
tibody and subsequent PCR analysis of the associated DNA
showed association of FKHRL1 (FoxO3a) with the cyclin G2
promoter region encompassing the FoxO motifs (illustrated in
Fig. 5A) (Fig. 6A). As a negative control, the cyclin D3 pro-
moter was tested in parallel, showing that the cyclin D3 pro-
moter does not associate with FKHRL1 TF (Fig. 6A). In con-
clusion, our data support a model whereby FoxO TF regulates
cyclin G2 expression by direct binding to the cyclin G2 pro-
moter.

To assess the influence of FoxO TF binding to its elements
within the cyclin G2 promoter, the region containing the FoxO
TF motifs (in Fig. 5A) was inserted upstream of a basal pro-
moter controlling luciferase expression. Cotransfection of
these constructs with AFXA3 or FKHRL1A3, but not with
�DBAFX, induced an increase in reporter expression (Fig.
6B), within the range of previously described FoxO-controlled
promoters (2, 6, 34). FKHRL1 also transactivated the FasL
promoter (2, 6), but not the myc promoter (2, 56) (Fig. 6B).

DISCUSSION

Cyclin G2 is a member of the G-type cyclins and is expressed
in various amounts during the cell cycle in lymphocytes (20,

FIG. 4. Interfering mutants of FoxO genes downregulate cyclin G2 mRNA expression in G0. NIH 3T3 cells were transiently transfected with
a control vector or with HA-�DBAFX. (A) Cells were cultured for 24 h. HA-�DBAFX expression was examined by Western blotting with an
anti-HA antibody. �-Tubulin expression was analyzed as a loading control. (B) After transfection, a fraction of the cells (same as in panel A) were
incubated (8 h) in medium with serum and then were cultured in the absence of serum for 18 h (G0) and then collected and examined.
Untransfected control cells were cultured in the absence of serum (18 h) and then incubated with serum (3 h) or preincubated with LY294002 (1
h) prior to serum treatment (3 h). Total RNA was examined by Northern blot analysis for cyclin G2 mRNA expression relative to 28S rRNA levels.
A representative experiment is shown of three experiments performed with similar results.
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21). Ectopic expression of cyclin G2 inhibits cell cycle progres-
sion (3), suggesting that this protein acts as a cell cycle inhib-
itor. Here we studied the mechanisms that regulate cyclin G2
mRNA expression during the cell cycle. Using NIH 3T3 cells,
we found elevated cyclin G2 mRNA expression levels in the G0

phase, which decreased as cells entered the cell cycle. Down-
regulation of cyclin G2 mRNA in the G1 phase requires PI3K-
PKB activation. Since PI3K-PKB inhibits FoxO TFs, we pos-
tulated that these TFs may regulate cyclin G2 expression. Our
findings show that FoxO TFs, negatively controlled by PI3K-
PKB, regulate cyclin G2 expression during the cell cycle. These
observations unmask a new role for PI3K-PKB and FoxO TFs
in the control of cell cycle entry.

Several lines of evidence support FoxO TF control of cyclin

G2 mRNA expression. The kinetics of cyclin G2 expression
(Fig. 1) resembles those of FoxO TF activation (2). Expression
of an active FoxO TF increased the normally low cyclin G2
mRNA levels in the G1 phase, whereas interference with en-
dogenous FoxO TF activity by expression of an inactive form
reduces physiologically high cyclin G2 expression levels in qui-
escent cells. The cyclin G2 promoter contains clustered FoxO
TF consensus motifs that bind and are transactivated by FoxO
TFs. Finally, as shown by ChIP assays, endogenous FoxO TFs
bind the cyclin G2 promoter in live cells.

Because these studies were performed with the murine cy-
clin G2 promoter, we also searched for FoxO TF consensus
binding sites in the human promoter. Human and murine cy-
clin G2 promoters show several areas of significant similarity,

FIG. 5. FoxO transcription factors bind to the cyclin G2 promoter. (A) Murine cyclin G2 promoter region containing the following FoxO TF
consensus motifs: FKH1 consensus RYAAACAWW, Xenopus FKH consensus WRARYMAATA, IGFBP1 FKH-responsive promoter element
AAAACAAACT (R � A/G, Y � T/C, W � A/T, M � A/C, K � T/G). Black dots indicate mismatches. Numbers indicate the position in the
promoter relative to the transcription initiation site. (B and C) Electrophoretic mobility shift assays were performed with DG75 nuclear extracts
and radiolabeled oligonucleotides representing the clustered FoxO consensus binding sites in the cyclin G2 promoter (FoxO-cycG2) (B) or a
previously described FoxO consensus probe (C) (61). Reaction mixtures were preincubated alone (None) or with a 100-fold excess of the unlabeled
competitor oligonucleotides (B and C [cold probe indicated]). (D) NIH 3T3 cells were arrested at different cell cycle phases, and complexes formed
by incubating nuclear extracts with radiolabeled FoxO-cyclin G2 oligonucleotides were analyzed (lanes 1 to 3). Reaction mixtures prepared from
G2-arrested NIH 3T3 cells were preincubated for 20 min prior to addition of labeled probes with a 100-fold excess of the unlabeled competitor
oligonucleotides (cold probe, lanes 4 and 5), alone (lane 6), with anti-FKHRL1 antibody (lane 7), or with a control antibody (Ab) (anti-DP1, lane
8). A representative experiment is shown.
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according to the Blast 2 sequence program. One of these re-
gions, which contains several clustered forkhead consensus
binding sites in the murine promoter (Fig. 5A), also contains
clustered forkhead motifs in the human promoter. The clus-
tered consensus motifs of the murine promoter (AF079877)
are at positions 	1296 to 	1266 from the translation initiation
site (included in Fig. 5A), whereas in the human gene
(AF549495), the clustered forkhead motifs are at positions
	1470 to 	1440, with two additional sites in the 100-bp sur-
rounding area (data not shown), as in the murine promoter
(Fig. 5A).

PI3K-PKB activation, which inactivates FoxO TFs (6, 14,
31), was found to be necessary for cyclin G2 downregulation
during cell cycle entry. Despite the necessity for PI3K activa-
tion to downregulate cyclin G2 synthesis, expression of an
active PI3K form in quiescent cells was insufficient to decrease
cyclin G2 expression to the levels observed following serum-
induced cell cycle entry. This suggests that signals in addition
to PI3K activation mediate cyclin G2 downregulation during
the G1 phase. Because FoxO TFs are also inactivated by Ral
pathways (12), Ral activation in G1 may contribute to decreas-
ing cyclin G2 expression. In addition, mechanisms other than
those mediated by FoxO TFs may contribute to regulating
cyclin G2 transcription. In support of this hypothesis, interfer-
ing forms of FoxO genes reduce, but do not abrogate, cyclin
G2 expression. We previously reported that the transcriptional
activity of FoxO TFs in the G2 phase regulates expression of
cyclin B and polo-like kinase (2), which are also regulated by
other TFs (9). Because cells require different genetic programs
for these phases, it is likely that other TFs selectively expressed
in G0 or G2 modulate expression of the FoxO gene targets in
the G0 and G2 phases.

We show that cyclin G2 expression is high in G0, decreases
as cells enter the cell cycle, and increases again in the late S
and G2 phases. The G0 phase, a state of cellular quiescence, is
characterized by low protein synthesis activity (1), as well as by
high p130 and p27kip protein levels, low cyclin D levels, inac-
tivation of the PI3K-PKB pathway, and activation or nuclear
localization of FoxO TFs (2, 4, 22, 33, 51, 54). In contrast, the
G1 phase is characterized by high protein synthesis levels (1)
and by activation of G1-type cyclins or Cdks (22, 51). Rapid,
transient activation of PI3K-PKB and inactivation of FoxO TF
are also observed following growth factor receptor stimulation
(2), followed by a gradual decrease in p130 (54) and p27kip (33)
and an increase in G1-phase cyclins (22, 51). Here, G0 cells
were obtained either by serum deprivation or, alternatively, by
growth to confluence, which is considered more physiological.
Both approaches yielded cells with a G0 phenotype, according
to the criteria described above. Serum depletion was nonethe-
less more efficient at inducing FoxO TF cytosolic exclusion
(Fig. 1D) than growth to confluence, because in more than
90% of confluent cells, FKHRL1 (FoxO3a) was distributed
between nuclei and cytosol (data not shown). The distinct
intracellular localization of FKHRL1 induced by the two tech-
niques suggests that these methods generate qualitatively dif-
ferent quiescent states, as previously suggested (reviewed in
reference 10). Nonetheless, dual nuclear and cytosolic local-
ization, correlating with the presence of active FoxO TFs, was
previously described in G2-phase cells (2). To examine cyclin
G2 fluctuation during the cell cycle, we also performed kinetic
studies of cells at different times after release from quiescence.
In this protocol, a significant proportion of cells progress
through the cell cycle in parallel (Fig. 1A), validating the use of
this approach to examine gene expression during cell cycle
progression. Despite the limitations of these techniques, the
criteria used to differentiate the G0 and G1 phases support
cyclin G2 expression in G0. Moreover, in cells released from
quiescence, cyclin G2 expression decreased in the first 1 to 2 h
after serum addition, indicating that cyclin G2 expression de-
creases in the G1 phase, since the following phase, S phase,
does not began until 16 to 18 h after serum addition, as deter-

FIG. 6. FoxO genes transactivate the cyclin G2 promoter.
(A) Chromatin suspensions from G2-arrested NIH 3T3 cells were
incubated with normal rabbit serum (control immunoprecipitation
[IP]) or with an anti-FKHRL1 antibody. DNA was eluted from the
control or FKHRL1 IP and tested by PCR with oligonucleotides flank-
ing the cyclin G2 promoter region described in the legend to Fig. 5A
or with a region of the cyclin D3 promoter as a control. Total chro-
matin extracts were examined by PCR as positive controls (input).
(B) NIH 3T3 cells were cotransfected with luciferase reporter plasmids
as indicated and with HA-FKHRL1A3, HA-AFXA3, or HA-
�DBAFX; luciferase activity was measured (light units). Background
signals for cells cotransfected with luciferase plasmids and a control
empty vector were subtracted from each sample. The y axis shows the
x-fold induction of luciferase activity for reporter plasmids cotrans-
fected with HA-FKHRL1A3 or HA-AFXA3 relative to the luciferase
activity of reporter plasmids cotransfected with inactive FoxO (HA-
�DBAFX). The mean � standard deviation of three independent
experiments is shown. Mycp, MYC promoter; FasLp, Fas ligand pro-
moter; CycG2p, cyclin G2 promoter.
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mined by DNA synthesis analysis. Cyclin G2 expression in the
G2 phase was confirmed by using cells arrested in the G2 phase.

Previous reports showed variation in cyclin G2 expression
levels during the cell cycle in lymphocytes (20, 21); its fluctu-
ation in distinct cell types thus suggests a broader role for
cyclin G2 as a cell cycle inhibitor. Using T lymphoblasts and
Jurkat cells, Horne et al. reported that the highest cyclin G2
mRNA levels are found in the S phase (21), although the
S-phase-enriched fractions examined contained G2-phase cells.
They also observed high cyclin G2 content in a G0/G1-phase
cell fraction (21), although DNA content measurement, used
to examine cell cycle phases, did not allow discrimination be-
tween G0 and G1 phases. Overexpression of cyclin G2 was
found to inhibit cell cycle progression (G0/G1- to S-phase tran-
sition) (3), but the reported data do not permit us to distin-
guish between a G0 or G1 arrest. Cyclin G2 involvement in
quiescence maintenance, nonetheless, concurs with the obser-
vation of high cyclin G2 expression levels in terminally differ-
entiated cells (21).

Cell cycle progression is a tightly controlled process. To
initiate cell division, mitogens trigger a number of early signals
that induce cell growth and activation of cyclin D/cdk4 or cyclin
D/cdk6, which is followed by cyclin E expression and cdk2
activation, events required to trigger DNA synthesis (22, 51,
52). Among the early signals induced by growth factor receptor
stimulation, PI3K activation is essential for cell cycle entry (2,
28, 29, 34). PI3K activity governs cell growth and cyclin D
levels (13, 28), events essential for progression through the G1

phase. In addition, PI3K-PKB controls inactivation of FoxO
TF, which in turn regulates expression of the cyclin E/cdk2
inhibitor p27kip and p130 (31, 34). However, the contribution
of p130 in quiescence is unclear (31, 54), and p27kip acts as an
inhibitor of S-phase entry (52). The observation that FoxO
TFs, and specifically FoxO3a, induce cyclin G2 expression in
G0 therefore indicates a mechanism by which these TFs con-
tribute to quiescence maintenance. Inhibition of cyclin G2
expression by PI3K-PKB activation illustrates a new role for
PI3K in mediating G0/G1 transition.

Our observations support biphasic, complementary regula-
tion of FoxO TFs and PI3K during the cell cycle. PI3K is
inactive in G0, whereas FoxO TFs are active and induce syn-
thesis of cyclin G2. In G1, PI3K-PKB is turned on and inacti-
vates FoxO TF, which induces downregulation of cyclin G2
expression. Finally, in G2, PI3K is inactive; FoxO TF is again
activated and is necessary for cell cycle termination (2) and
cyclin G2 synthesis, which may also facilitate cell cycle exit.
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2188 MARTÍNEZ-GAC ET AL. MOL. CELL. BIOL.



A. Serrano, C. Martinez-A., J. Avila, and A. C. Carrera. 2000. Role of the
PI3K regulatory subunit in the control of actin organization and cell migra-
tion. J. Cell Biol. 151:249–262.

27. Kaestner, K. H., W. Knochel, and D. E. Martinez. 2000. Unified nomencla-
ture for the winged helix/forkhead transcription factors. Genes Dev. 14:142–
146.

28. Klippel, A., M.-A. Escobedo, M. S. Wachowicz, G. Apell, T. W. Brown, M. A.
Giedlin, W. M. Kavanaugh, and L. T. Williams. 1998. Activation of phos-
phatidylinositol 3-kinase is sufficient for cell cycle entry and promotes cel-
lular changes characteristic of oncogenic transformation. Mol. Cell. Biol.
18:5699–5711.

29. Kops, G. J., and B. M. Burgering. 2000. Forkhead transcription factors are
targets of signalling by the proto-oncogene PKB (C-AKT). J. Anat. 197(part
4):571–574.

30. Kops, G. J., N. D. de Ruiter, A. M. De Vries-Smits, D. R. Powell, J. L. Bos,
and B. M. Burgering. 1999. Direct control of the Forkhead transcription
factor AFX by protein kinase B. Nature 398:630–634.

31. Kops, G. J. P. L., R. H. Medema, J. Glassford, M. A. G. Essers, P. F. Dijkers,
P. J. Coffer, E. W.-F. Lam, and B. M. T. Burgering. 2002. Control of cell cycle
exit and entry by protein kinase B-regulated Forkhead transcription factors.
Mol. Cell. Biol. 22:2025–2036.

32. Lew, J., and J. H. Wang. 1995. Neuronal cdc2-like kinase. Trends Biochem.
Sci. 20:33–37.

33. MacLachlan, T. K., N. Sang, and A. Giordano. 1995. Cyclins, cyclin-depen-
dent kinases and cdk inhibitors: implications in cell cycle control and cancer.
Crit. Rev. Eukaryot. Gene Expr. 5:127–156.

34. Medema, R. H., G. J. Kops, J. L. Bos, and B. M. Burgering. 2000. AFX-like
Forkhead transcription factors mediate cell-cycle regulation by Ras and PKB
through p27kip1. Nature 404:782–787.

35. Morgan, D. O. 1997. Cyclin-dependent kinases: engines, clocks, and micro-
processors. Annu. Rev. Cell Dev. Biol. 13:261–291.
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