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Four vertebrate MEF2 genes encode nuclear phos-
phoproteins (MEF2A - MEF2D) belonging to the
MADS (MCM1, Agamous, Deficiens, Serum
response factor) superfamily of DNA-binding pro-
teins [1]. The MEF proteins bind as homo- and het-
erodimers to a cis element containing the consensus
(C/T)TA(A/T)4TA(G/A). These transcriptional reg-
ulatory proteins have been characterized as key reg-
ulators of muscle-specific gene expression and also
have been implicated as nuclear targets for signal-
ing cascades in response to serum stimulation and

some cellular stressors [2]. Despite considerable
evidence supporting the transcriptional role of
MEF2 proteins in the activation of muscle genes,
the mechanism of regulation of their transcriptional
activity by several cellular signaling pathways
awaits unveiling. Indeed, the ubiquitous presence of
MEF2-related RNAs must be reconciled with the
correlation of the tissue-specific MEF2 activity.

Covalent posttranslational modifications of pro-
teins are rapid mechanisms for reversibly altering
protein function. Posttranslational modification by
SUMO-1 is emerging as an important regulatory
mechanism for controlling gene expression and the
maintenance of genomic stability [3–5].
Conjugation of SUMO-1 requires an E1-activating
enzyme, a heterodimer formed by Aos1/Uba2 [6],
and an E2 SUMO-conjugating enzyme known as
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Ubc9 [3–5]. A growing list of E3 enzymes, including
RanBP2, Pc2 and the PIAS family proteins [7–9],
has been identified. Although they do not appear to
be essential for SUMO conjugation, they usually
enhance the rate and degree of sumoylation of the
substrate. SUMO modification is a transient regula-
tory mechanism provided by a dynamic equilibrium
between conjugation and deconjugation. The last
process is driven by enzymes known as isopeptidas-
es that can specifically remove SUMO [3, 10].

Most of the reported SUMO targets are predomi-
nantly nuclear residents including transcription fac-
tors, transcription co-activators, transcription co-
repressors, nuclear pore complex proteins, nuclear
body proteins and genome integrity proteins [11, 12].
In these cases, sumoylation may affect subnuclear
localization, transcription activation capacity, and pro-
tein stability by interfering with ubiquitination [3–5].

In this study we investigated whether protein
sumoylation plays a role in regulating MEF2A tran-
scriptional activity. We found that the MEF2 family
harbors a sumoylation consensus sequence and we
demonstrate that MEF2A can be sumoylated in
vitro and in vivo at a single lysine residue, K395.
Our data also indicate that covalent SUMO modifi-
cation of MEF2A could inhibit its transcriptional
activity. These data point toward a role for sumoy-
lation as a regulatory mechanism to control expres-
sion of MEF2-dependent target genes.

Materials and methods 

Plasmids and mutagenesis 

pCMV-Sport6_hMEF2A and pCMV-Sport6-mUbc9 were
purchased from Open Biosystem. The mutant MEF2A
K395R was generated by a QuikChangeXL mutagenesis
kit (Stratagene). pET23a-hUbc9, pET11d-Uba2, and
pET28a-Aos1 were kind gifts from Dr. Frauke Melchior.
SUMO-1 (1-97) cDNA, kindly provided by Drs. Seeler
and Dejean, was subcloned into the NdeI and NotI sites
of pET23a. Dr. Stephan Müller kindly provided expres-
sion plasmids for GST-PIAS1 and GST-PIASxβ along
with the mammalian expression vector pCMV-Tag2B-
PIAS1. A mammalian expression plasmid for pcDNA3.1-
SuPr-1 was a generous gift from Dr. Len Zon. C-terminal
Flag or Myc-tagged hMEF2A were constructed by sub-
cloning into pRK5-myc or pRK5-Flag (gifts from Ying

Zhang and Rik Derynck, UCSF). cDNA for SUMO-2 and
SUMO-3 was purchased from ATCC. Flag-Tev-His-
SUMO-1, 2, and 3 were generated by subcloning into the
BamH1 and Not1 sites of pREX-SP6-LIC-FTH-IRES-
GFP (vector details available upon request). 

Cell culture and transfection

10T1/2 mouse fibroblasts (CCL-226) and C2C12 mouse
myoblasts (CRL-1772) were purchased from ATCC and
maintained in DMEM supplemented with L-glutamine,
penicillin, streptomycin, and 10% fetal bovine serum.
Myogenic differentiation was induced by serum depriva-
tion. Briefly, cells were washed with PBS and the culture
media was replaced with DMEM supplemented with 5%
horse serum. For luciferase assays, 10T1/2 cells were
plated at 8000 cells/cm2 in triplicate and 24h after were
transfected with FuGENE6 transfection reagent (Roche)
with the indicated plasmids and concentrations.

Western blotting 

For western blotting, cells were lysed on ice 48h post trans-
fection with a buffer containing a nonionic detergent (50
mM Tris-HCl pH 8.0, 150 mM NaCl, 0.5% Triton X-100,
20mM N-ethylmaleimide, 5% glycerol), 1mM PMSF, and
a complete cocktail of protease inhibitors (Roche), rotated
for 30 min at 4°C, and spun down at 4°C for 30 min at
20,000xg. Samples were quantified by Bradford assay and
equal amounts of protein were resolved on an 8% PAGE
gel and transferred to nitrocellulose membrane.

Blotting was performed according to standard condi-
tions with anti-MEF2 (#sc-313) at 1:500 dilution, anti-
Flag (Stratagene) at 1:2500, or anti-MEF2A (gift of Dr.
Ron Prywes) at 1:500 and membranes were developed in
either Super Signal WestDura (Pierce) or ECL Plus
(Amersham) reagent. Blots developed in ECL Plus
reagent were visualized by scanning at 520 nm with a
Typhoon 8600 Variable Mode Imager in addition to stan-
dard chemiluminescent methods.

Fluorescence labeling of SUMO-1

Alexa Fluor 555 carboxylic acid, succinimidyl ester
(Molecular Probes A-20009) was used to label the N-termi-
nal amine of recombinant SUMO-1 according to the manu-
facturer's protocol. Reactions involving fluorescent labeled
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SUMO-1 were visualized by scanning at wavelength 555
nm with a Typhoon 8600 Variable Mode Imager.

In vitro sumoylation assay

Recombinant human His-Aos1/Uba2, Ubc9, and
SUMO-1 were purified as described previously [8].
In vitro sumoylation assays were conducted as
described previously [8]. Briefly, 150 ng E1, 50 ng
E2, 15 ng SUMO1, an ATP regeneration buffer, and
either 6 µl [35S]-labeled MEF2 substrate or 250 ng
GST-fused MEF2 substrate were incubated for the
indicated times and quenched with Laemmli buffer.
100 ng GST-PIAS1 was added where indicated.

In vitro protein-protein binding assays 

Protein-protein binding assays were performed as
described previously [13]. 

Reporter gene assays 

The reporter construct pGL3_MM (artificial promoter
containing 2 MEF2 binding sites and the firefly
luciferase gene) [14] was kindly provided by Dr. Aidong
Han. Cells were co-transfected with the reporter gene
and several vectors to overexpress MEF2A with different
regulators as are indicated in each figure. Transfection
efficiency was determined by western blot. All cells were
lysed in Passive Lysis Buffer (Promega) and 50μL of
lysate were analyzed with a Luciferase Assay System
(Promega). A Dynex Microtiter Plate Luminometer was
used for detection. 

DNA-Affinity binding assay 

Double stranded DNA oligos containing two tandem
copies of the MEF2 binding site were generated by
PCR amplification of the pGL3-MM reporter construct
using a biotinylated oligonucleotide corresponding to
the sequence upstream of the MEF2A binding site in
the polylinker region of pGL3 (Promega). The
sequences of oligonucleotides used are as follows: 5'-
biotin-CATTTCTCTATCGATAGGTACC-3' and 5'-
TGGCGTCTTCCATGGTGGC-3'. Cultured cells were
lysed and extracted in high salt lysis buffer (10 mM Tris-

HCl, pH7.5, 1 mM DTT 5 mM MgCl2, 10% glycerol,
0.1% Nonidet P-40, 425 mM NaCl). Cell lysates were
subjected to high-speed centrifugation (100,000xg on
Beckman TL100) to remove cell debris. The supernatant
was diluted with 2x volume of lysis buffer without salt.
Soluble cell extracts were incubated with 1 µg of
biotinylated double-strand DNA oligos loaded onto the
streptavidin-beads (Dynal) at 4°C for 1h. The beads were
then washed three times with low salt lysis buffer, eluted
and subjected to immunoblotting analysis using an anti-
MEF2A antibody. 

Fluorescence microscopy  

10T1/2 cells were grown on coverslips in six-well dishes.
They were transfected with 3 μg total of DNA using
FuGENE6. 48h post transfection, cells were washed 3
times with PBS, fixed for 15 minutes in 4% paraformalde-
hyde, and permeabilized with 0.5% Triton X-100 in PBS
for 5 minutes. Indirect immunofluorescence analysis was
performed by incubation with 1:2000 anti-myc (Cell
Signaling). Cy3-conjugated affiniPure anti-mouse IgG
(Jackson Immuno Research Laboratories) was used as
secondary antibody. Coverslips were mounted with
Vectashield mounting media containing DAPI (Vector lab-
oratories).  Visualization was then assessed using a Leica
DMRXA deconvolution microscope with a 40x objective.
Images were collected using the Slidebook software and
electronically merged.

Results 

MEF2A contains a consensus sumoylation site
and can be SUMO modified in vitro and in vivo

Cells must be able to respond to rapid changes in
their environments, and a particularly sensitive,
rapid and reversible response to environmental
stimuli is the posttranslational modification of
specific proteins. Increasing numbers of cellular
proteins, a large proportion of which are transcrip-
tion factors, have been reported to be covalently
conjugated to the small ubiquitin-related modifier-
1 (SUMO-1) [4, 12]. One example of a transcrip-
tion factor subject to sumoylation is Serum
Response Factor (SRF), which is a member of the
MADS box superfamily [15]. These results are
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suggestive of the possibility that other MADS box
transcription factors could also be sumoylated.
Therefore, the sequences of transcription factors
in the MEF2 family (a subset of the MADS box
superfamily) were inspected for the presence of
the sumoylation consensus site, ψKxD/E, to
explore the possibility that a member (or mem-
bers) of this family could be subject to covalent
modification by SUMO. Three members of the
family (MEF2A, MEF2C, and MEF2D) were pos-
itive for this criterion as they contain the con-
served sequence IKSE. Fig. 1A shows an align-
ment of the consensus sequence found among
three MEF2 isoforms.

In order to test the possibility that members of
this family could be regulated by sumoylation, we
first investigated whether MEF2 proteins could be
sumoylated in a reconstituted in vitro system. To
this end, we purified all of the proteins that are
involved in catalyzing SUMO transfer in vitro,
namely E1 (Aos1/Uba2 heterodimer), E2 (Ubc9)
and SUMO-1. It is well known that Ubc9 tightly
binds to all identified SUMO targets and that
sumoylation can occur in the absence of any E3 in
a totally reconstituted in vitro system [16–18]. We
therefore reconstituted a system based upon previ-
ously published assays [8, 19] using these compo-
nents and in vitro translated [35S]-Met-labeled
human MEF2A, MEF2C and MEF2D as sub-

strates. Fig. 1B show that upon addition of reaction
components, a distinct band migrating about 15 kD
above unmodified MEF2 proteins (asterisks)
appeared. The size of this band is consistent with
SUMO-modified MEF2 protein.

As this experiment strongly implicated MEF2
as a SUMO target, we proceeded to further char-
acterize sumoylation of MEF2A. Thus, we ana-
lyzed this modification with a quantitative and
direct visualization assay that monitors in vitro
sumoylation reactions. In accordance with an
assay we previously developed [20], we N-termi-
nally labeled purified recombinant human SUMO-
1 with the fluorescent dye Alexa Fluor 555 succin-
imidyl ester, carboxylic acid (hereafter referred to
as SUMO-1555) and used this as the source of
SUMO in the in vitro reconstituted assay. The gel
was then directly scanned at 555 nm. Fig. 2A
shows a sumoylation timecourse of an enzymatic
reaction identical to Fig. 1B in terms of reaction
conditions but this time using purified recombi-
nant GST-MEF2A as substrate and SUMO-1555 as
the source of SUMO-1. In this experiment, an aut-
ofluorescence scan reveals that a distinct band
(MEF2A-S) increases in intensity with time; this
species is specific to SUMO-1 as this is the only
protein fluorescently labeled in the system. As fur-
ther confirmation, this band is clearly Ubc9- and
ATP-dependent, as reaction mixes missing either
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Fig. 1 MEF2A, MEF2C, and
MEF2D contain a sumoylation con-
sensus site and can be sumoylated in
vitro. (A) ClustalW alignment of 3
human MEF2 isoforms. The aligned
region containing the sumoylation
consensus motif (ψKXD/E) is shown:
MEF2A, MEF2C, and MEF2D all
harbor IKSE. (B) MEF2A, MEF2C,
and MEF2D are sumoylated in vitro.
In vitro translated [35S]-Met-labeled
MEF2 proteins were incubated with-
out or with the sumoylation reaction
mix (150 ng E1, 50 ng E2, 15 ng
SUMO-1, Energy Regeneration
System) for 1 hr at 37°C. Samples
were resolved on an 8% gel, and phos-
phorimaging reveals higher migrating
bands (indicated by asterisks) upon
addition of reaction mix. 
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of these components failed to produce this prod-
uct. To confirm that this is also specific to
MEF2A, the same gel was analyzed via western
blot with an antibody against MEF2. The lower
panel of Fig. 2A clearly shows that the slower
migrating band is recognized by MEF2 antibod-
ies. Taken together, these data clearly indicate
that MEF2A can be sumoylated in vitro. 

To assess whether MEF2A can be sumoylated in
vivo over the course of myogenesis in C2C12 cells,
we took timepoints at Days 0 (growing myoblasts),
2, 4, and 6 and resolved equal amounts of protein by
SDS-PAGE (Fig. 2B). Immunoblotting for MEF2A
revealed the induction of MEF2A expression with
the onset of differentiation as well as the appearance
of a slower migrating band approximately 15 kD
above the basal level. This is highly indicative of
sumoylation as it is generally too large a shift to be
due to phosphorylation (more likely to be the upper
band of the tight doublet observed here), which is
the most well known modification of MEF2A.

Lysine 395 is the SUMO acceptor site in MEF2A

Although SUMO-1 modification frequently occurs
within the consensus sequence ψKXD/E, there are
exceptions to this rule [4, 12, 21]. The presence of a
consensus site does not guarantee sumoylation at that
location, as there are several examples of non-con-
sensus lysine residues serving as the acceptor site for
SUMO. Therefore, it was important to determine in
this case whether consensus lysine 395 is indeed the
major sumoylation acceptor site in MEF2A as pre-
dicted. In this vein, we constructed a MEF2A mutant,
MEF2A K395R, by mutating lysine 395 to another
positively charged residue, arginine. In vitro translat-
ed [35S]-Met-labeled MEF2A and MEF2A K395R
were subjected to the same sumoylation reaction used
in Fig. 1B. As shown in Fig. 3A, while the wild type
MEF2A is sumoylated, judging by the appearance of
a slower migrating band about 15 kD larger than the
unmodified MEFA, the K395R mutation abrogates
the appearance of this band, suggesting that lysine
395 is likely to be the acceptor for SUMO-1 in vitro.

Additionally, SUMO modification of MEF2A at
lysine 395 can be recapitulated in vivo. To this end,
10T1/2 cells were transiently transfected with
MEF2A-myc either alone or in combination with
expression plasmids for SUMO-1, SUMO-2, or
SUMO-3 (Fig. 3B). An α-MEF2 western blot was
performed on equal amounts of lysate normalized
for protein level. MEF2A-myc alone (lane 2) pro-
duces a band migrating about 15 kD above the major
MEF2A species, but when co-transfected with
SUMO-1, this band significantly increases in inten-
sity (lane 3). SUMO-3 co-transfection also leads to
a greater fraction of this modified species (lane 5)
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Fig. 2 MEF2A is sumoylated in vitro and in vivo. (A)
In vitro sumoylation of recombinant GST-MEF2A.
Recombinant GST-MEF2A was incubated with a reac-
tion mixture containing E1, E2, and SUMO-1555.
Controls lacking Ubc9 or ATP were run in parallel.
Reactions were quenched at the indicated time points
with sample buffer and resolved on an 8% SDS-poly-
acrylamide gel. The top panel: fluorescence scan of the
gel with a Typhoon Scanner set to a wavelength of 555
nm. The bottom panel depicts a western blot for MEF2
of the same gel. (B) MEF2A modification in a differen-
tiation timecourse. Equal protein amounts from lysates
of a C2C12 differentiation timecourse were analyzed
with a MEF2A immunoblot, which revealed unmodi-
fied MEF2A and a second modified form of MEF2A
migrating 15 kD above unmodified. The quantification
of each lane (performed with ImageJ) is shown below
the western blot.
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while SUMO-2 only modestly enhances it (lane 4).
Concurrently, the same battery of experiments was
run using sumoylation deficient MEF2A K395R. As
lanes 6–9 clearly demonstrate, the slower migrating
band no longer appears, even upon co-transfection
with SUMO species, strongly suggesting that
sumoylation has been interrupted and that K395 is
the principal SUMO acceptor residue in MEF2A. 

PIAS1 acts in an E3 ligase fashion to
promote sumoylation of MEF2A at K395 

A number of proteins have been identified as E3 lig-
ases for sumoylation in that they promote the rate and
degree of substrate sumoylation [7–9].  Therefore,

several of these E3-like proteins were tested against
MEF2A, including RanBP2, PIAS1, and PIASxβ
(Fig. 4A) [8, 22, 23]. Of these, GST-RanBP2ΔFG had
no effect, and perhaps even competed SUMO away
from MEF2A, while GST fusions of both PIAS1 and
PIASxβ (which is a PIASx splice variant) increased
the degree of MEF2A sumoylation. To confirm the
identity of the higher molecular weight band, Fig. 4B
shows the effect of GST-PIAS1 addition as assayed
by autofluorescence of SUMO-1555 (left panel) and
by immunoblotting the same gel with an antibody
against MEF2 (right panel). All identified SUMO E3s
display cis-sumoylation in absence of substrate, but
the MEF2 western blot confirms that the bands seen
in the autofluorescence are specific to MEF2A modi-
fication (asterisks) rather than any residual GST-
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Fig. 3 Lysine 395 is the SUMO acceptor site in MEF2A (A) K395 is the major SUMO acceptor site. Sumoylation
assays were performed using either [35S]-labeled wild type MEF2A or a MEF2A K395R mutant as substrate. While wild
type MEF2A displays a clear band migrating about 15 kD above unmodified in the presence of the sumoylation reac-
tion mixture (MEF2A-S), the corresponding band is absent in the mutant. (B) MEF2A is sumoylated at K395 in vivo.
10T1/2 cells were transfected with either control empty vector (lane 1), wild type MEF2A-myc (lane 2), wild type
MEF2A-myc with Flag-Tev-His-SUMO-1, 2, or 3 (lanes 3, 4, and 5 respectively), MEF2A K395R-myc (lane 6), or
MEF2A K395R-myc with Flag-Tev-His-SUMO-1, 2, or 3 (lanes 7, 8, and 9 respectively). Western blotting for MEF2
reveals a slower migrating band associated with wild type MEF2A that increases in intensity upon co-transfection with
SUMO. This band is not present in experiments with mutant MEF2A.
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Fig. 4 PIAS1 binds MEF2A and enhances its sumoylation in vitro and in vivo. (A) PIAS1 stimulates MEF2A sumoyla-
tion in vitro. MEF2A 100% input (lane 1) or MEF2A sumoylation carried out in the absence of E3 (lane 2), in the presence
of GST-RanBP2ΔFG (lane 3), GST-PIAS1 (lane 4) or GST-PIASxβ (lane 5). 100 ng of each recombinant E3 was added to
the standard sumoylation reaction mixture. The asterisk denotes sumoylated species specific to incubation with GST-PIAS1
or GST-PIASxβ. (B) PIAS1-stimulated MEF2A sumoylation is also supported by autofluorescence and immunoblotting.
Left Panel: A 60-minute sumoylation of GST-MEF2A using standard reaction mixture but with SUMO-1555 as the SUMO-
1 source. Reactions were incubated either without (lane 1) or with (lane 2) 100 ng PIAS1. The gel was directly scanned
with a laser set at 555 nm to detect sumoylated species. Right Panel: Same gel as left panel but transferred to nitrocellulose
membrane. Anti-MEF2 western blot indicates increased sumoylation of MEF2A upon addition of recombinant GST-
PIAS1.  Asterisk denotes higher molecular weight products, which could represent sumoylation directed to secondary
lysines or polysumoylation branching from the major acceptor lysine. (C) GST-PIAS1 binds MEF2A in vitro. MEF2A was
labeled with [35S]-methionine by in vitro translation. Binding assays were performed as described in Materials and meth-
ods. Lane 1: 10% MEF2A input; Lane 2: Glutathione beads alone; Lane 3: GST protein control; Lane 4: GST-PIAS1; Lane
5: GST-PIAS1 and Ubc9. (D) Sumoylation of transiently transfected MEF2Ain cultured cells. 10T1/2 cells were transiently
transfected with 2.5 μg each of the indicated plasmids for a total of 5 μg DNA per plate (the difference being made up for
by empty pCDNA3 vector). Forty-eight hours post transfection, cells were lysed and equal protein amounts were resolved
on an 8% SDS-polyacrylamide gel. The proteins were analyzed by western blotting with a polyclonal rabbit anti-MEF2
antibody. The arrows indicate the presence of the unmodified and modified MEF2A.
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PIAS1 autosumoylation. Although the higher molec-
ular weight bands are specific to MEF2A modifica-
tion, we cannot discriminate whether these bands are
modifications directed to secondary lysines or poly-
sumoylation branching from the major acceptor
lysine (Fig. 4B, asterisks).  To further support the E3
ligase activity of PIAS1 towards MEF2A, it can be
shown that GST-PIAS1 can specifically bind in vitro
translated MEF2A.  Ubc9 addition does not affect this
binding (Fig. 4C). Overall, these data reveal strong
E3 ligase activity of PIAS towards MEF2A in vitro. 

PIAS1-mediated sumoylation of MEF2A at
lysine 395 in vivo

Once MEF2A was established as an in vitro sumoyla-
tion substrate and PIAS1 identified as a putative E3 lig-
ase, it was important to confirm the relevance of this
modification in a cellular context. Therefore, 10T1/2
cells were transiently transfected with C-terminally
Flag-tagged MEF2A or MEF2A K395R either alone or
in combination with PIAS1 or the SUMO-specific
isopeptidase, SuPr-1 [24]. Direct western blotting of the
lysates with a MEF2 antibody reveals a slower migrat-
ing band about 15 kD above unmodified MEF2A (Fig.
4D). As we expected based on the in vitro experiments,
the intensity of this band increases significantly when
cells are co-transfected with PIAS1. In addition, the
slower migrating band completely disappears upon co-
transfection of the isopeptidase, SuPr-1, strongly sug-
gesting that this is a specific modification by SUMO. In
support of our previous results, this upper band is not
present when MEF2A K395R is transfected as the
MEF2 source. Thus, MEF2A is sumoylated at K395 in
10T1/2 cells, and this modification can be PIAS1-
directed and suppressed by isopeptidase SuPr-1.

MEF2A K395R has stronger transcriptional
activity than wild type MEF2A

After establishing SUMO as a covalent modifier of
MEF2A, it was important to explore what effect this
might have on regulating MEF2A.  Sumoylation has
been hypothesized to play a role in regulating the
subcellular localization of a variety of nuclear pro-
teins [25]. To determine whether MEF2A sumoyla-
tion affects its nuclear localization, we expressed
MEF2A and MEF2A K395R in 10T1/2 cells by

transient transfection. As shown in Fig. 5B (right
panels), both the wild type and the K395R mutant
display strong and diffuse nuclear localization as
judged by immunofluorescence.  Therefore, modifi-
cation of K395 of MEF2A does not appear to affect
subcellular localization. 

To determine whether SUMO modification exerts a
regulatory effect on MEF2Aactivity in vivo, 10T1/2 cells
were co-transfected with either C-terminally myc tagged
wild type MEF2Aor MEF2AK395R and a reporter con-
struct containing two tandem MEF2 binding sites fol-
lowed by the firefly luciferase gene [14]. As shown in
Fig. 5A, MEF2AK395R exhibits a greater transcription-
al activation than wild type MEF2A (approximately 2.7
times greater activity). To verify that this difference could
not be a result of different expression levels of MEF2A
and MEF2A K395R, a western blot against MEF2 was
performed against the lysates used in the luciferase assay.
As the inset panel of Fig. 5A demonstrates, the expres-
sion levels are essentially equivalent.

Furthermore, this effect cannot be attributed to
a mislocalization event as it is shown in Fig. 5B
that protein distribution does not change upon
mutation of K395 (right panel). It is also not due
to a difference in expression level between the
wildtype and the mutant as revealed by the inset
panel in Fig. 5A. Moreover, this difference in
activity is also not due to differential DNA binding
affinity as evidenced by the DNA affinity precipi-
tation assay presented in Fig. 5B (left panel).
When a biotin-labeled double stranded DNA probe
containing two tandem MEF binding sites was
used to pull down MEF2A from whole cell lysate,
it was found that there is no difference in DNA
binding capacity between MEF2A and MEF2A
K395R (compare lanes 2 and 3) judging by the
amount of MEF2A precipitated. Lanes 4, 5 and 6
show the levels of expression in the 10% input cell
lysate, where lane 4 represents the lysate of the
untransfected cells, lane 5 the lysate of the
MEF2A-transfected cells and lane 6 the sumoyla-
tion incompetent point mutant MEF2A-transfect-
ed cells. This result strongly suggests that SUMO
modification could act as an inhibitory event
towards inherent MEF2A transcriptional activity. 

To verify that the transcriptional effect of the
K395R mutant versus the wild type MEF2A is due to
a loss of sumoylation, a luciferase assay was per-
formed using the same reporter gene construct but
also co-transfecting the previously mentioned isopep-
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tidase SuPr-1. If the mutant effect is due solely to loss
of sumoylation, then a SUMO-specific isopeptidase
transfected with the wild type should yield a fold acti-
vation of the mutant that is similar to wild type. Fig.
5C shows that this is in fact true as SuPr-1 co-trans-
fection with wild type MEF2A enhances MEF2A
transactivation to the extent of MEF2A K395R.
Importantly, SuPr-1 transfection does not enhance the
activity of MEF2A K395R. As in Fig. 5A, a western
blot against MEF2 was performed on the lysate used
for the luciferase assay (Fig. 5C inset). The
immunoblot reveals that, although the activity of
MEF2A K395R is slightly lower in the presence of
SuPr-1, the expression level of MEF2A K395R (lane
5) is also lower than the experiment run in the
absence of SuPr-1 (lane 4). Therefore, SuPr-1 expres-
sion is not likely to have had any effect on the activi-
ty of the MEF2A mutant. Thus, in light of the effect
observed with MEF2A K395R, these results indicate
that MEF2A desumoylation enhances its ability to
activate transcription. Taken together, our results
demonstrate that SUMO-1 modification of MEF2A
inhibits its ability to activate transcription.

Discussion 

The significance of SUMO modification to the control
of the activity of several nuclear proteins is becoming

increasingly apparent. Here, we identified MEF2A, a
key factor for muscle-specific gene expression, as a
target for SUMO modification.  Furthermore, we
demonstrated that sumoylation has a clear effect on
regulating MEF2A transcriptional activity, and as in
vitro experiments presented in Fig. 1 reveal that
MEF2A, 2C, and 2D are all possible sumoylation tar-
gets, this could be a general regulatory mechanism for
all three isoforms. In support of this, recent reports
indicate that MEF2D can be sumoylated through the
E3 ligase activity of HDAC4 and that this can regulate
its transcriptional activity [26, 27]. Moreover, it has
been reported that MEF2A purification yields two dis-
tinct bands, indicating that a fraction of it had been
posttranslationally modified [28]. This mobility shift
is in agreement with previous detection of MEF2A
from HeLa [29] and muscle cell cultures [30]. This
phenomenon could be explained by the fact that
MEF2A can be covalently modified by SUMO. We
demonstrated that MEF2A is indeed sumoylated at
K395 in vitro and in an overexpression in vivo system,
which is evidenced by a slower migrating band sensi-
tive to the activities of both PIAS and SuPr-1.
Preliminary experiments suggest that MEF2A can be
sumoylated at endogenous levels (data not shown)
although the efficiency of the modification appears to
be low. However, this is a challenging experiment to
perform due to the combined effects of notoriously
low steady-state levels of the sumoylated forms of
most identified sumoylation targets and the difficultly
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Fig. 4 Mutation of K395 to arginine in MEF2A augments the transcriptional activity of MEF2A. (A) MEF2A K395R is
a more potent transcriptional activator than the wild type. 10T1/2 cells were transiently transfected with 0.2 μg of either
wild type MEF2A or MEF2A K395R along with 0.5 μg of a reporter construct where the luciferase gene is under the con-
trol of a promoter containing two MEF binding sites (MM reporter). Forty-eight hours post transfection, luciferase activi-
ty was measured. Five independent experiments, each in triplicate, were performed and the figure shows a representative
result. Inset panel: Immunoblotting for MEF2 shows equal expression levels of wild type MEF2A and MEF2A K395R.
Lane 1: control; Lane 2: wild type MEF2A; Lane 3: MEF2AK395R. (B) MEF2Aand MEF2AK395R exhibit similar DNA
binding affinity. A biotinylated DNA probe harboring 2 MEF binding sites was used to pull down whole cell extract of
C2C12 cells that were either untransfected (lane 1), transfected with wild type MEF2A (lane 2) or transfected with MEF2A
K395R (lane 3). Samples were analyzed for co-precipitation of MEF2A with a polyclonal antibody against MEF2. Lanes
4–6, 10% input of the lysate used in the precipitation. The right panels show that sumoylation does not affect MEF2A
expression levels and subcellular localization. Myc-tagged MEF2A or MEF2A K395R were transfected into 10T1/2 cells.
Forty-eight hours post transfection cells were analyzed with anti-myc antibody (green signal) and DAPI stained to reveal
the position of the nucleus (blue signal). The bar represents 10 μm. (C) 10T1/2 cells were transiently transfected with 0.2
μg wild type MEF2A in the presence or absence of 0.1 μg of a construct expressing the isopeptidase SuPr-1, along with 0.5
μg of a MM reporter gene. Forty-eight hours post transfection, luciferase activity was measured. A representative experi-
ment from three independent experiments, each in triplicate, is shown in graphical form. Inset panel: Immunoblotting for
MEF2 shows expression levels of wild type MEF2A-myc and MEF2A K395R-myc. Lane 1: untransfected; Lane 2: wild
type MEF2A-myc; Lane 3: MEF2A-myc + SuPr-1; Lane 4: MEF2A K395R-myc; Lane 5: MEF2A K395R-myc + SuPr-
1. Arrow indicates MEF2A-myc migration.



in immunoprecipitating modified species, perhaps due
to a decrease in solubility of the sumoylated protein or
a loss of antibody recognition upon sumoylation.

We also report here that the E3 ligase PIAS1 can
enhance the degree of MEF2A sumoylation.  Although
incubation with PIAS1 produces multiple bands corre-
sponding to sumoylated MEF2A, we cannot positively
distinguish whether these are due to branched chains
from K395 or sumoylation directed to secondary
acceptor lysines. However, preliminary data suggest
that all sumoylation is directed at K395, as incubating
MEF2A K395R with PIAS1 cannot recapitulate
sumoylation at any other lysines (data not shown).
There is precedence for SUMO modification of other
members of the MADS box family. Serum Response
Factor (SRF) can be modified by SUMO-1 at lysine
147 within the MADS domain and, consistent with our
results, the modification negatively controls SRF-
mediated transcription [15]. 

Protein sumoylation has been shown to be impor-
tant for modulating protein-protein interactions, for tar-
geting modified proteins to distinct subcellular loca-
tions, or for antagonizing ubiquitination [3, 25]. None
of the MEF2 family members has been shown to be
modified by ubiquitin.  Neither can we detect any sig-
nificant ubiquitination of MEF2A. Thus, it is unlikely
that the primary function of MEF2A sumoylation is to
antagonize its ubiquitination in order to increase
metabolic stability of the protein.

In addition to antagonizing protein ubiquitination,
protein sumoylation can also affect the redistribution of
the target protein within the cell.  Histone acetylases
(HATs) such as p300 and GRIP1 are transcriptional
activators known to associate with MEF2 family mem-
bers [31]. Specifically, studies performed inducing the
ectopic expression of GRIP1 in myoblast cells demon-
strated that GRIP1 co-activates MEF2C-mediated tran-
scription and interacts with the transcription factor
through its MADS domain [32]. Co-transfection of
GRIP1 in 10T1/2 cells can both potentiate the tran-
scriptional activity of MEF2C and induce localization
to punctate nuclear structures [31]. Typically, these
nuclear structures are associated to nuclear bodies
(NBs) which consist of an aggregation of several pro-
teins, such as PML and Sp100 [33]. Notably, numerous
proteins that transiently associate with the NBs (for
example, p53, Daxx and Lef-1) are also sumoylated.
This is also the case for GRIP1, which was reported to
be modified by SUMO-1 [34]. It would not be surpris-
ing to find that MEF2C is also sumoylated in vivo and

that this alteration affects its subcellular localization.
Thus, it is also possible that SUMO-modified MEF2A
could target it to nuclear bodies. However, our
immunostaining analysis of overexpressed MEF2A or
the MEF2A K395R mutant indicated that they are dis-
tributed uniformly in the nucleus. However, this does
not preclude the possibility that endogenous MEF2A
localizes to nuclear bodies upon SUMO modification. 

SUMO modification regulates MEF2A
transcriptional activity 

MEF2 proteins, like most transcription factors, have a
modular structure consisting of a nuclear localization
domain, a DNA binding domain, a dimerization
domain and a transcriptional activation domain (TAD).
Specifically, the DNA binding and dimerization
domains lie in the N-terminal region and the TAD and
nuclear localization domains lie in the C-terminal
region [35]. Each of these domains could be subject to
regulation and a potentially important mechanism to
regulate MEF2 activity lies in the control of its tran-
scriptional activity [36]. In addition, a network of tran-
scriptional co-activators and repressors modulates
MEF2 function. We demonstrated here that the major
sumoylation site (K395) of MEF2A is located within
the TAD domain. We characterized the transcriptional
activity of both wild type and the MEF2A K395R
mutant and we found that the mutant has an increased
transcriptional activity when both are cotransfected
with a reporter gene containing 2 MEF2 binding sites.
This result implies that the K395R mutation is unlike-
ly to have altered the overall structure of MEF2A and
suggests that sumoylation exerts an inhibitory effect on
MEF2Aactivity. Sumoylation of MEF2Ain this region
could alter the conformation of the TAD domain or
impede MEF2A interactions with transcription coacti-
vators to activate transcription. Alternatively, MEF2A
sumoylation could result in the recruitment of histone
deacetylase (HDAC) activity to promoters similar to
what has been demonstrated recently for the ETS
domain transcription factor Elk-1 [37]. MEF2 is
required for positive regulation of the transcription of
downstream muscle-specific differentiation genes in
collaboration with MyoD. Desumoylation of MEF2A
in theory could facilitate its transition from transcrip-
tional repression to transcriptional activation. In this
scenario, MEF2Asumoylation may regulate the timing
of MEF2A activity. Preliminary experiments overex-
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pressing MEF2Aand MEF2AK395R in C2C12 do not
show a clear phenotype in regards to the myogenic
activity of this transcription factor and the effect that
sumoylation may have on this activity (data not
shown). However, the data must be considered in light
of the fact that the mutant overexpression is in the
background of endogenous wild type MEF2A and the
possibility that the other MEF2 isoforms could com-
pensate for any alteration in MEF2A function.
Therefore, the possibility exists that the functional
effect of MEF2A sumoylation is more significant than
reflected by the data observed.

This report provides the first evidence implicating
sumoylation as a posttranslational modification control-
ling MEF2A activity; however there are several consid-
erations that should be addressed in the future. For
instance, MEF2 family members have a number of
potential phosphorylation sites that clearly regulate their
activity [28]. It is necessary to determine the effect of
these phosphorylations on MEF2 sumoylation and final-
ly the regulation of its transcriptional activity. In addi-
tion, the relevance of MEF2 as an essential transcription
factor has been revealed by several reports in which per-
turbation of MEF2 expression levels induced dramatic
effects on several physiological processes [38–41].
Since MEF2 proteins have a critical role in multiple pro-
cesses, understanding the mechanism that controls their
activities will help to shed light on the molecular path-
ways regulated by this transcription factor. 

Finally, this leads to the broader question of whether
sumoylation could be a more general mechanism regu-
lating skeletal muscle differentiation. Although several
proteins known to modulate MEF2-mediated gene
expression and to directly interact with MEF2 have also
been shown to be sumoylated (including the transcrip-
tion factor GATA-1 [42], the HATs GRIP1 [34] and
p300 [43], and the class IIA HDACs [27]), a global
assessment of the role of sumoylation in myogenesis
has not been reported. However, the accumulation of
data linking sumoylation to various muscle-related tran-
scription factors and their partners suggests that sumoy-
lation could play a rather significant role in regulating
myogenesis. For instance, the dynamic nature of
sumoylation would fit a scenario in which modification
by SUMO regulates the timing of activation of factors
involved in the myogenic transcriptional program.
More specifically, sumoylation could prevent preco-
cious activation of a given transcription factor and could
also represent a means of turning off the E3 ligase activ-
ity of HDAC4, but HDAC4 itself is subject to sumoy-

lation, which actually attenuates its ligase activity [27].
This apparent hierarchy of events hints at a built-in tem-
poral regulatory mechanism governing the transcrip-
tional events of myogenesis. It would be interesting to
further explore what effects perturbation of the sumoy-
lation pathway, for instance, at the level of the E1 or the
E2, would have on skeletal muscle differentiation.

Acknowledgements 

We thank Drs. Melchior, Seeler, Dejean, Müller, Suske and Zon
for the generous supply of the cDNA clones and reagents used
in this study; Dr. Ron Prywes for the kind gift of anti-MEF2A.
We also want to thank Dr. Brad Olwin, Dr. Hugo Olguin and Dr.
Lin Chen for helpful discussions and Drs. Natalie Ahn, Jim
Goodrich and Ding Xue for critically reading the manuscript.
This work is supported by grants from the National Institutes of
Health (CA107098-01) and Colorado Tobacco Research
Program (2R-45) to Xuedong Liu. K.B. was supported by a pre-
doctoral training grant from NIGMS (T32GM08759). 

References

1. Olson EN, Perry M, Schulz RA. Regulation of muscle dif-
ferentiation by the MEF2 family of MADS box transcription
factors. Dev Biol. 1995; 172: 2–14.

2. Messenguy F, Dubois E. Role of MADS box proteins and
their cofactors in combinatorial control of gene expression and
cell development. Gene 2003; 316: 1–21.

3. Muller S, Hoege C, Pyrowolakis G, Jentsch S. SUMO,
ubiquitin's mysterious cousin. Nat Rev Mol Cell Biol. 2001; 2:
202–10.

4. Melchior F. SUMO - nonclassical ubiquitin. Annu Rev Cell
Dev Biol. 2000; 16: 591–626.

5. Hochstrasser M. Biochemistry. All in the ubiquitin family.
Science 2000; 289: 563–4.

6. Gong L, Li B, Millas S, Yeh ET. Molecular cloning and char-
acterization of human AOS1 and UBA2, components of the sen-
trin-activating enzyme complex. FEBS Lett. 1999; 448: 185–9.

7. Kagey MH, Melhuish TA, Wotton D. The polycomb protein
Pc2 is a SUMO E3. Cell 2003; 113: 127–37.

8. Pichler A, Gast A, Seeler JS, Dejean A. Melchior F. The
nucleoporin RanBP2 has SUMO1 E3 ligase activity. Cell
2002; 108: 109–20.

9. Kotaja N, Karvonen U, Janne OA, Palvimo JJ. PIAS pro-
teins modulate transcription factors by functioning as SUMO-
1 ligases. Mol Cell Biol. 2002; 22: 5222–34.

10. Li SJ, Hochstrasser M. The Ulp1 SUMO isopeptidase: dis-
tinct domains required for viability, nuclear envelope localiza-
tion, and substrate specificity. J Cell Biol. 2003; 160: 1069–81.

143

J. Cell. Mol. Med. Vol 10, No 1, 2006



144

11. Muller S, Ledl A, Schmidt D. SUMO: a regulator of gene
expression and genome integrity. Oncogene 2004; 23:
1998–2008.

12. Seeler JS, Dejean A. Nuclear and unclear functions of
SUMO. Nat Rev Mol Cell Biol 2003; 4: 690–9.

13. Wang W, Ungermannova D, Chen L, Liu X. A negatively
charged amino acid in Skp2 is required for Skp2-Cks1 inter-
action and ubiquitination of p27Kip1. J Biol Chem 2003; 278:
32390–6.

14. Kaushal S, Schneider JW, Nadal-Ginard B, Mahdavi V.
Activation of the myogenic lineage by MEF2A, a factor that
induces and cooperates with MyoD. Science 1994; 266:
1236–40.

15. Matsuzaki K, Minami T, Tojo M, Honda Y, Uchimura Y,
Saitoh H, Yasuda H, Nagahiro S, Saya H, Nakao M. Serum
response factor is modulated by the SUMO-1 conjugation sys-
tem. Biochem Biophys Res Commun 2003; 306: 32–8.

16. Girdwood DW, Tatham MH, Hay RT. SUMO and tran-
scriptional regulation. Semin Cell Dev Biol. 2004; 15:
201–10.

17. Tatham MH, Chen Y, Hay RT. Role of two residues proxi-
mal to the active site of Ubc9 in substrate recognition by the
Ubc9-SUMO-1 thiolester complex. Biochemistry 2003; 42:
3168–79.

18. Bernier-Villamor V, Sampson DA, Matunis MJ, Lima CD.
Structural basis for E2-mediated SUMO conjugation revealed
by a complex between ubiquitin-conjugating enzyme Ubc9
and RanGAP1. Cell 2002; 108: 345–56.

19. Muller S, Matunis MJ, Dejean A. Conjugation with the
ubiquitin-related modifier SUMO-1 regulates the partitioning
of PML within the nucleus. EMBO J 1998; 17: 61–70.

20. Knuesel M, Cheung HT, Hamady M, Barthel KK, Liu X.
A method of mapping protein sumoylation sites by mass spec-
trometry using a modified small ubiquitin-like modifier 1
(SUMO-1) and a computational program. Mol Cell
Proteomics 2005; 4: 1626–36.

21. Lin X, Liang M, Liang YY, Brunicardi FC, Melchior
F, Feng XH. Activation of transforming growth factor-β
signaling by SUMO-1 modification of tumor suppressor
Smad4/DPC4. J Biol Chem. 2003; 278: 18714–9.

22. Schmidt D, Muller S. Members of the PIAS family act as
SUMO ligases for c-Jun and p53 and repress p53 activity.
Proc Natl Acad Sci USA 2002; 99: 2872–7.

23. Sapetschnig A, Rischitor G, Braun H, Doll A, Schergaut
M, Melchior F, Suske G. Transcription factor Sp3 is silenced
through SUMO modification by PIAS1. EMBO J. 2002; 21:
5206–15.

24. Best JL, Ganiatsas S, Agarwal S, Changou A, Salomoni P,
Shirihai O, Meluh PB, Pandolfi PP, Zon LI. SUMO-1 pro-
tease-1 regulates gene transcription through PML. Mol Cell.
2002; 10: 843–55.

25. Melchior F, Schergaut M, Pichler A. SUMO: ligases,
isopeptidases and nuclear pores. Trends Biochem Sci. 2003;
28: 612–8.

26. Zhao X, Sternsdorf T, Bolger TA, Evans RM, Yao TP.
Regulation of MEF2 by histone deacetylase 4- and SIRT1
deacetylase-mediated lysine modifications. Mol Cell Biol.
2005; 25: 8456–64.

27. Gregoire S, Yang XJ. Association with class IIa histone
deacetylases upregulates the sumoylation of MEF2 transcrip-
tion factors. Mol Cell Biol. 2005; 25: 2273–87.

28. Cox DM, Du M, Marback M, Yang EC, Chan J, Siu KW,
McDermott JC. Phosphorylation motifs regulating the stabil-
ity and function of myocyte enhancer factor 2A, J Biol Chem.
2003; 278: 15297–303.

29. Lemercier C, Verdel A, Galloo B, Curtet S, Brocard MP,
Khochbin S. mHDA1/HDAC5 histone deacetylase interacts
with and represses MEF2A transcriptional activity. J Biol
Chem. 2000; 275: 15594–9.

30. Quinn ZA, Yang CC, Wrana JL, McDermott JC. Smad
proteins function as co-modulators for MEF2 transcriptional
regulatory proteins. Nucleic Acids Res. 2001; 29: 732–42.

31. Lazaro JB, Bailey PJ, Lassar AB. Cyclin D-cdk4 activity
modulates the subnuclear localization and interaction of
MEF2 with SRC-family coactivators during skeletal muscle
differentiation. Genes Dev. 2002; 16: 1792–805.

32. Chen SL, Wang SC, Hosking B, Muscat GE. Subcellular
localization of the steroid receptor coactivators (SRCs) and
MEF2 in muscle and rhabdomyosarcoma cells. Mol
Endocrinol. 2001; 15: 783–96.

33. Seeler JS, Dejean A. SUMO: of branched proteins and nucle-
ar bodies. Oncogene 2001; 20: 7243–9.

34. Kotaja N, Karvonen U, Janne OA, Palvimo JJ. The nucle-
ar receptor interaction domain of GRIP1 is modulated by
covalent attachment of SUMO-1. J Biol Chem 2002; 277:
30283–8.

35. Han A, Pan F, Stroud JC, Youn HD, Liu JO, Chen L.
Sequence-specific recruitment of transcriptional co-repressor
Cabin1 by myocyte enhancer factor-2. Nature 2003; 422: 730–4.

36. Molkentin JD, Olson EN. Combinatorial control of muscle
development by basic helix-loop-helix and MADS-box tran-
scription factors. Proc Natl Acad Sci USA 1996; 93: 9366–73.

37. Yang SH, Sharrocks AD. SUMO promotes HDAC-mediat-
ed transcriptional repression. Mol Cell. 2004; 13: 611–7. 

38. Kolodziejczyk SM, Wang L, Balazsi K, DeRepentigny Y,
Kothary R, Megeney LA. MEF2 is upregulated during car-
diac hypertrophy and is required for normal post-natal growth
of the myocardium. Curr Biol. 1999; 9: 1203–6.

39. Naya FJ, Black BL, Wu H, Bassel-Duby R, Richardson
JA, Hill JA, Olson EN. Mitochondrial deficiency and cardiac
sudden death in mice lacking the MEF2A transcription factor.
Nat Med. 2002; 8: 1303–9.

40. Gaudilliere B, Shi Y, Bonni A. RNA interference reveals a
requirement for myocyte enhancer factor 2A in activity-depen-
dent neuronal survival. J Biol Chem. 2002; 277: 46442–6.

41. Wang L, Fan C, Topol SE, Topol EJ, Wang Q. Mutation of
MEF2A in an inherited disorder with features of coronary
artery disease. Science 2003; 302: 1578–81.

42. Collavin L, Gostissa M, Avolio F, Secco P, Ronchi A,
Santoro C, Del Sal G. Modification of the erythroid tran-
scription factor GATA-1 by SUMO-1. Proc Natl Acad Sci
USA. 2004; 101: 8870–5.

43. Girdwood D, Bumpass D, Vaughan OA, Thain A,
Anderson LA, Snowden AW, Garcia-Wilson E, Perkins
ND, Hay RT. P300 transcriptional repression is mediated by
SUMO modification. Mol Cell. 2003; 11: 1043–54.



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /CMYK
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents best suited for high-quality prepress printing.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice




