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Regulatory regions of the mouse muscle creatine kinase (MCK) gene, previously discovered by analysis in
cultured muscle cells, were analyzed in transgenic mice. The 206-bp MCK enhancer at nt 21256 was required
for high-level expression of MCK-chloramphenicol acetyltransferase fusion genes in skeletal and cardiac
muscle; however, unlike its behavior in cell culture, inclusion of the 1-kb region of DNA between the enhancer
and the basal promoter produced a 100-fold increase in skeletal muscle activity. Analysis of enhancer control
elements also indicated major differences between their properties in transgenic muscles and in cultured
muscle cells. Transgenes in which the enhancer right E box or CArG element were mutated exhibited ex-
pression levels that were indistinguishable from the wild-type transgene. Mutation of three conserved E boxes
in the MCK 1,256-bp 5* region also had no effect on transgene expression in thigh skeletal muscle expression.
All of these mutations significantly reduced activity in cultured skeletal myocytes. However, the enhancer
AT-rich element at nt 21195 was critical for expression in transgenic skeletal muscle. Mutation of this site
reduced skeletal muscle expression to the same level as transgenes lacking the 206-bp enhancer, although
mutation of the AT-rich site did not affect cardiac muscle expression. These results demonstrate clear differ-
ences between the activity of MCK regulatory regions in cultured muscle cells and in whole adult transgenic
muscle. This suggests that there are alternative mechanisms of regulating the MCK gene in skeletal and
cardiac muscle under different physiological states.

The muscle creatine kinase (MCK) gene is transcriptionally
activated during striated muscle differentiation and is ex-
pressed at high levels in adult heart and skeletal muscles (11,
39). Previous cell culture analyses of MCK gene regulation
have implicated both a 59 muscle-specific enhancer (bp 21256
to 21050) and the adjacent 1-kb region of DNA (bp 21049 to
17) as playing important roles in expression of the MCK gene
in skeletal and cardiac muscle (24, 29, 63). The MCK enhancer
contains a number of conserved DNA motifs, which are also
found in the regulatory regions of many other muscle-specific
genes (reviewed in references 12, 22, and 49). These motifs
bind trans-acting factors in vitro and are critical control ele-
ments in cultured muscle cells (2, 3, 8, 9, 24). The MCK
enhancer sites include E boxes, which contain the core con-
sensus binding sequence CANNTG for the myogenic basic
helix-loop-helix (bHLH) proteins (MyoD, Myf-5, myogenin,
and MRF-4) (for reviews, see references 17, 22, 49, and 72); a
CArG element, containing the consensus serum response fac-
tor-binding sequence CC(A/T)6GG (68); and an AT-rich site,
which has been shown in gel shift assays to bind ubiquitously
expressed factors (1, 15a, 25), as well as MHox and MEF-2
(14). The 1-kb region of DNA between the enhancer and the
basal promoter exhibits low-level activity in cultured skeletal
myocytes and cardiomyocytes (2).
Mutation of each of the MCK enhancer sites results in

altered expression of MCK constructs in cultured muscle cells
but to different extents in skeletal myocytes and cardiomyo-
cytes (2). E boxes are generally thought to be more important

regulatory elements in skeletal muscle, where the myogenic
bHLH factors are expressed, than in cardiac muscle, where
these factors are not found. Mutation of the right E box (also
called the MEF1 site) in the MCK enhancer has a more del-
eterious effect in cultured skeletal muscle cells than in primary
rat cardiomyocytes. In contrast, CArG elements are critical for
the regulation of a number of genes in cardiac muscle (12, 41,
52), as well as skeletal muscle (38, 43, 46, 71). Mutation of the
MCK enhancer CArG site has a greater effect in cultured
cardiomyocytes than in cultured skeletal myocytes. Another
element, the AT-rich site in the MCK enhancer, seems to be
important for transcription in both striated muscle types.
An initial study of MCK gene regulation in transgenic mice

confirmed the importance of the 206-bp enhancer in striated
muscle expression (30). Results from this earlier transgenic
study also suggested that MCK sequences between the en-
hancer and the basal promoter were active in skeletal muscle
but inactive in cardiac muscle. Combination of the enhancer
and this 1-kb region appeared to confer no greater activity in
either muscle type than did the enhancer alone. However,
these conclusions were tentative because of the broad range of
transgene activity observed in different lines of transgenic
mice, presumably as a result of different sites of transgene
integration (51), and the relatively small number of transgenic
animals assayed.
The current study undertakes a further analysis of the reg-

ulatory role of the MCK enhancer and the 1-kb region of DNA
between the enhancer and the basal promoter in transgenic
muscle. The 1-kb region appears to play a more important role
in regulation of the MCK gene than was suspected from cell
culture analyses. We also examined the activity in adult skel-
etal and cardiac muscle of several MCK enhancer control
elements which are binding sites for trans-acting factors. In
contrast to their activity in cultured muscle cells, the CArG and
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E-box elements were not critical for transgene activity. How-
ever, the MCK enhancer AT-rich element, which is a potential
binding site for several transcription factors, is essential for
enhancer function in skeletal muscle.

MATERIALS AND METHODS
MCK-CAT constructs. All constructs examined consist of mouse MCK 59-

flanking sequences in their native orientation fused to the 1.6-kb chloramphen-
icol acetyltransferase (CAT) structural gene-simian virus 40 small t intron-
poly(A) sequence cassette (20) (Fig. 1A). 1256MCK-CAT (29), 1020MCK-CAT
(29), and 117MCK-CAT (30) were constructed as previously described.
enh117MCK-CAT and enh80MCK-CAT are constructs containing the 206-bp
MCK enhancer linked to the MCK basal promoter, which is DNA sequences
either from bp 2117 to 21 (mice 43 and 44) (equivalent to E1-117MCK-CAT
described by Johnson et al. [30]) or from bp 280 to 17 (mice 40 to 42) [equiv-
alent to (1enh206)80MCK-CAT described by Amacher et al. (2)].
Constructs containing single mutations in enhancer elements in the context of

1256MCK-CAT are as previously described (2); sequences of wild-type and
mutated sites are shown in Fig. 1B. The 1256[3E mut]MCK-CAT construct,
which harbors mutations in three conserved E-box sites (at nucleotides [nt]
21178, 21153, and 2249), was constructed by isolation of a HindIII-BamHI
fragment consisting of MCK sequences from bp 21256 to 21050 containing
mutations in the left E box (Left mut 1) and right E box (MEF1 mut 1) from a
mutated (1enh206)80MCK-CAT construct (2). Wild-type MCK sequences from
bp 21050 to 2492 were isolated from a partial BamHI-NheI digestion of
1256MCK-CAT. These two fragments were sticky-end ligated into a HindIII-
NheI-digested 776MCK-CAT vector (29) harboring a mutation in the E-box site
at nt 2249, regenerating the BamHI site at nt 21050 and the NheI site at nt
2492. The enh[right E mut]117MCK-CAT and enh[right E mut]80MCK-CAT
constructs, containing the 206-bp enhancer harboring a mutation in the right E
box linked to the MCK promoter, either bp 2117 to 21 (mice 50 to 57) or bp
280 to 17 (mice 45 to 49), were formed from ligation of a blunt-ended SphI-
BamHI fragment of the mutated pUC-E vector into SalI-cut, blunt-ended
117MCK-CAT or ligation of a blunt-ended HindIII-BamHI fragment of the right
E box-mutated pUC-E vector (9) into SalI cut, blunt-ended 80MCK-CAT, re-
spectively. Correct initiation of transcription for the 1256MCK-CAT and
enh117MCK-CAT constructs were confirmed by RNase protection analysis (31).
Production of transgenic mice.MCK-CAT sequences for microinjection were

prepared such that only minimal polylinker sequences remained. In most cases,
transgenes were separated from vector sequences by sucrose gradient centrifu-
gation. The appropriate fractions were dialyzed against injection buffer (10 mM
Tris-acetate [pH 7.8], 0.25 mM EDTA) and then precipitated with ethanol.
Transgenes consisting of the enh117MCK-CAT, enh80MCK-CAT, enh[right E
mut]117MCK-CAT, enh[right E mut]80MCK-CAT, and 1256[3E mut]MCK-
CAT sequences were isolated by agarose gel electrophoresis followed by transfer
to NA45 paper (Schleicher & Schuell) and further purification on Elutip columns
(Schleicher & Schuell) as specified by the manufacturer. Most of the transgenic
mice were derived from eggs of C57BL6/C3H F1 matings by standard techniques
(23). Founder mice 40, 42, 45 to 49 (see Table 1) were derived from C57BL6/
DBA F1 matings. Founder animals were identified by hybridization of tail DNA
dots to a nick-translated 32P-labeled CAT gene fragment. Some founder mice
were outbred with DBA2 mice to generate lines (mice 18, 40, 45, and 46). No
differences in transgene expression were apparent between different mouse
strains. Founder animals were at least 4 weeks old when analyzed.
Copy number determination. High-molecular-weight genomic DNA was ex-

tracted from tissues digested with proteinase K and processed by standard tech-
niques (23). Genomic DNA (20 mg), prepared for diagnostic Southern analysis as
previously described (42), was cut with PvuII and analyzed by Southern blots with
Zeta-probe membranes (Bethesda Research Laboratories). A nick-translated
32P-labeled BamHI-HindIII fragment of pUC-E (9) containing the 206-bp MCK
enhancer or a fragment containing MCK sequences from bp 2238 to 11, was
used as a probe to identify both transgene and endogenous MCK bands. For
transgenes lacking the enhancer, a probe consisting of the EcoRI fragment of the
CAT gene was used to detect the transgene band and a probe consisting of a
700-bp StuI-BglII fragment from the mouse metallothionein I gene (75) was used
for comparison with a single-copy endogenous gene. Identities of mutated
1256MCK-CAT transgenes were verified by diagnostic Southern analysis of at
least one founder animal from each injection set, using the novel restriction site
created by each mutation (16, 60).
Tissue extracts and CAT assays. Protein extracts were made from cardiac

ventricles, thigh muscle (composed of the quadriceps and superficial gluteal
muscles), liver, and kidney. Tissues were minced with a razor blade, homoge-
nized in 250 mM Tris (pH 7.8)–5 mM EDTA, and then processed as previously
described (30). Soluble protein concentrations were determined by Bradford
assays (7). CAT assays were performed essentially as previously described (9).
CAT standards were run in parallel with samples to ensure that activities were
within the linear range of the assay. Counts per minute (cpm) measured from
[acetyl-14C]chloramphenicol in the CAT assay were converted to microunits of
CAT activity, where 1 unit is the activity sufficient to acetylate 1 micromole of
chloramphenicol per min at 378C (59). Samples which exhibited less than twice

the background cpm in the CAT assay are indicated as ,0.2 mU/mg of protein
in Table 1.
Statistical analysis. Statistical comparisons between transgenic data sets were

performed by the Wilcoxon rank sum test (55). This procedure is the nonpara-
metric analog of the t test for two independent samples, which is appropriate for
analysis of data sets in which large variances prohibit a useful comparison of
mean values. The test is based on the rank value of each observation within two
data sets rather than the actual value. The sum of ranks for one of the data sets
is compared with a table of critical values (55), which is based on the number of
observations in each data set; this table specifies a P value for the null hypothesis
that the data sets being compared are from the same distribution. A P value less
than 0.05 was used as a criterion to reject the null hypothesis. In cases in which
CAT activities below background levels (,0.2 mU/mg of protein) made up more
than 25% of the data being compared, the x2 and Fisher exact tests (55) were
used to compare the number of mice expressing the transgene with the number
of nonexpressing mice. P values for statistical comparisons are indicated in the
figures or text; except where noted, P values were based on the Wilcoxon rank
sum test.

RESULTS

Muscle-specific expression of MCK-CAT transgenes. Trans-
genic mice carrying wild-type or mutated 59-flanking regions of
the mouse MCK gene were generated by using the nine MCK-
CAT fusion genes illustrated in Fig. 1A. Individual founder
mice, or multiple mice from transgenic lines, were analyzed for
transgene activity (reported as microunits of CAT activity per
milligram of protein) in thigh skeletal muscle, cardiac muscle,
and nonmuscle tissues (liver data reported). Data for each of
the 69 transgenic mice or lines are organized in order of de-
creasing CAT activity in skeletal muscle for each transgene
(Table 1).
Nine founder animals carrying the wild-type 1256MCK-CAT

transgene exhibited high-level CAT activity in skeletal and
cardiac muscle but extremely low activity in liver or other
nonmuscle tissues (Table 1). We observed a broad range of
transgene activity (.100-fold) for different founder mice and
different transgenic lines, which is thought to result from
genomic effects at the sites of transgene integration (27, 51).
No correlation between transgene copy number and CAT ac-
tivity levels was observed. Because of the large range of trans-
gene activity from mouse to mouse, we compared the activities
of different transgenes by the Wilcoxon rank sum test. This
statistical test utilizes data from all the animals rather than
relying on the mean activity value for each data set. Addition-
ally, relatively large numbers of different mouse lines or
founder animals were analyzed for each transgene so that
line-to-line variations in transgene activity would be less likely
to affect data analysis. As a result of this analysis, several
comparisons in this study clarify the activity of MCK regulatory
regions which were examined in our earlier transgenic study
(30).
MCK sequences in the 1-kb region between the enhancer

and basal promoter act in concert with the 206-bp enhancer
to produce high-level muscle-specific expression. In our pre-
vious transgenic-mouse study, comparison of activities of the
1256MCK-CAT transgene and a transgene in which the 206-bp
MCK enhancer was linked to a basal promoter (enh117MCK-
CAT or enh80MCK-CAT) (Fig. 1A) suggested that the two
fusion genes had about the same level of activity in both skel-
etal and cardiac muscle (30). However, a significant difference
between their activities became apparent when more indepen-
dently generated mice carrying these two transgenes were an-
alyzed (Fig. 2). The activity of the enhancer linked directly to
the basal promoter was significantly lower and has a greater
variance than that of 1256MCK-CAT in thigh skeletal muscle
(P 5 0.002) and in cardiac muscle (P 5 0.02). These data
suggest that sequences in the 1-kb MCK region between the
enhancer and the basal promoter are important for high-level
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FIG. 1. Diagram of MCK-CAT transgenes used to generate transgenic mice (A) and sequences of mutations introduced into MCK regulatory elements (B). See
Materials and Methods for a description of the construction of MCK-CAT transgenes. All MCK 59-flanking sequences are in their native 59-to-39 orientation. Solid
boxes indicate elements which have been mutated. Mutated sequences are shown beneath the wild-type mouse sequence in panel B. Several mutations are the same
as those described by Amacher et al. (2), with the following names: the right E-box mutation is MEF1 mut1, the CArG mutation is CArG mut 1, the AT-rich mutation
is A/T mut 2, and the left E-box mutation used in 1256[3E mut]MCK-CAT is the same as Left mut 1.
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TABLE 1. CAT activity in muscle and nonmuscle tissues of transgenic mice carrying wild-type and mutated enhancer
and promoter regions of the mouse MCK genea

Transgenea Founderb

or line

CAT activity (mU) per mg of proteinc in:

Skeletal muscle Cardiac muscle Liver

Wild type
1256MCK-CAT (n 5 9) 1 6.0 3 106 8 3 103 20

14266 1.6 3 106 8.0 3 102 27
2 1.0 3 106 1.5 3 103 80
14233 4.8 3 105 1.3 3 104 1
3 2.0 3 105 20 10
14227 1.3 3 105 9.6 3 102 0.8
4 7.0 3 104 5 0.2
5 6.0 3 104 10 0.2
14324 5.9 3 104 10 0.3

1020MCK-CAT (n 5 7) 6 2 3 104 ,0.2d 0.6
7 1.5 3 103 1.0 3 103 ,0.2
8 8.0 3 102 ,0.2 ,0.2
9 2.0 3 102 ,0.2 ,0.2
10 16 ,0.2 ,0.2
11 16 ,0.2 ,0.2
12 14 ,0.2 ,0.2

117MCK-CAT (n 5 5) 13 0.4 ,0.2 ,0.2
14 ,0.2 ,0.2 ,0.2
15 ,0.2 ,0.2 ,0.2
16 ,0.2 ,0.2 ,0.2
17 ,0.2 ,0.2 ,0.2

enh117MCK-CATd and enh80MCK-CAT (n 5 5) 40 (16 1) 3 103e, f 11 6 7 ,0.2
41 8.0 3 102 ,0.2 ,0.2
43 25 3.1 ,0.2
42 20 0.6 0.3
44 2.5 ,0.2 ,0.2

Mutated
enh[Right E mut]117MCK-CAT and enh[Right E
mut]80MCK-CAT (n 5 13)

50 3.0 3 104 20 0.2
51 1.0 3 104 2 ,0.2
52 1.0 3 104 0.7 ,0.2
53 3.0 3 103 5 3.0
54 7.0 3 102 1.4 ,0.2
45 4.0 3 102 6 20 2.0 6 2.0 ,0.2
55 3.0 3 102 2.5 ,0.2
46 3.0 3 102 6 30 0.5 ,0.2
47 2.0 3 102 ,0.2 ,0.2
56 1.0 3 102 0.7 ,0.2
57 65 0.2 ,0.2
48 17 1.6 ,0.2
49 0.5 ,0.2 ,0.2

1256[CArG mut]MCK-CAT (n 5 10) 23 2.0 3 106 1.0 3 103 30
24 1.0 3 106 4.0 3 102 80
25 1.0 3 106 1.6 3 102 10
26 7.5 3 105 1.7 3 102 1.0 3 102

27 7.5 3 105 10 4
28 4.0 3 105 70 5
29 2.0 3 105 40 2
30 7.0 3 104 4 10
31 5.0 3 104 5 0.2
32 1.7 3 104 0.2 0.2

1256[Right E mut]MCK-CAT (n 5 5) 18 (3.0 6 3.0) 3 107 f (1.0 6 1.0) 3 103f 1.0 3 102

19 7.0 3 106 8.0 3 103 1.0 3 102

20 4.0 3 106 4.0 3 103 2.0 3 102

21 7.0 3 105 6.0 3 102 40
22 3.0 3 103 0.2 0.2

Continued on following page
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expression of the MCK gene in skeletal and cardiac muscle in
vivo.
MCK sequences between bp 21020 and 2118 confer skele-

tal muscle-specific but not cardiac muscle-specific expression.
The results described in the previous section concur with those
from transient transfections of the same MCK gene regions in
cardiomyocytes (2); however, the results obtained with trans-
genic mice differ from those in studies of cultured skeletal
muscle cells, in which the 1 kb of DNA between the enhancer
and basal promoter was found to be nonessential for enhancer
activity (2, 29). To directly test this regulatory region, we gen-
erated mice with a 1020MCK-CAT transgene (Fig. 1A).
Mice carrying the 1020MCK-CAT transgene exhibited sub-

stantial CAT activity in skeletal muscle but at a significantly
lower level than that of mice carrying the 1256MCK-CAT trans-
gene (P , 0.01) (Fig. 2A; Table 1). The activity of 1020MCK-
CAT in skeletal muscle appeared to be similar to that of
transgenes in which the enhancer is linked directly to the basal
promoter (P . 0.10) (Fig. 2A). In cardiac muscle, however,
1020MCK-CAT was inactive (Fig. 2B). The five animals car-
rying a transgene consisting of only the TATA box-containing
promoter region (117MCK-CAT) exhibited no CAT activity in
any tissue type examined (Table 1; Fig. 2). These results sug-
gest that MCK sequences between bp21020 and2117 contain
skeletal muscle-specific elements. These data are in agreement
with the earlier transgenic analysis (30) in which a transgene
containing MCK sequences from bp 2723 to 17 exhibited
activity similar to that of the 1020MCK-CAT transgene re-
ported here. The combined data from the 1256MCK-CAT,
1020MCK-CAT, and enh117MCK-CAT/enh80MCK-CAT trans-
genes indicate that interaction(s) between the enhancer and
1-kb region results in at least 10-fold-higher transcriptional
activity than the sum of their individual activities in either
striated muscle type.
The MCK enhancer CArG and right E box sites are not

critical for transgene expression in skeletal and cardiac mus-
cle. A number of individual elements within the MCK en-

hancer (such as E-box and CArG sites) are found in the control
regions of many muscle-specific genes and appear to be im-
portant for transcriptional activity of the MCK gene in tran-
siently transfected skeletal myocytes and primary cardiomyo-
cytes (2, 3, 9). To examine the role of these elements in
regulating the MCK gene in vivo, we analyzed the activities of
1256MCK-CAT transgenes harboring individual mutations in
the enhancer CArG or right E box (Fig. 1). In contrast to their
activities in cell culture analysis, mutation of either site did not
dramatically reduce expression of the transgenes. Both the
mutated 1256MCK-CAT transgenes exhibited activity levels in
thigh skeletal muscle and in heart muscle which were statisti-
cally indistinguishable from that of the wild-type transgene
(P . 0.10 for all comparisons) (Fig. 3; Table 1). The range of
transgene activities exhibited by different founder animals car-
rying wild-type or mutated transgenes may have obscured
small differences in transcriptional activity; however, these
specific mutations did not dramatically alter transgene expres-
sion.
To determine whether the right E-box mutation might be

more deleterious in the absence of cooperative transcriptional
activity provided by the 1-kb upstream regulatory region, we ex-
amined the same mutation in the context of the enh117MCK-
CAT and enh80MCK-CAT transgenes (Fig. 1A). This seemed
a reasonable possibility because in cultured skeletal muscle
cells, the effect of mutating the right E-box site is even larger
in the context of the enhancer linked to the basal promoter
(100-fold) than in the context of the 1256MCK-CAT construct
(33-fold) (2). However, in transgenic mice, the activity of the
wild-type and right E-box-mutated transgenes in which the
enhancer was linked directly to the basal promoter was statis-
tically identical in both thigh skeletal muscle and heart muscle
(P . 0.20 for both comparisons) (Fig. 3; Table 1). Mutation of
the right E-box site, which is a critical control element for
high-level expression in skeletal muscle cultures, thus has no
effect on steady-state expression of the transgene in thigh skel-
etal muscle.

TABLE 1—Continued

Transgenea Founderb

or line

CAT activity (mU) per mg of proteinc in:

Skeletal muscle Cardiac muscle Liver

1256[3E mut]MCK-CAT (n 5 8) 11995 1.6 3 106 NSg 10
12073 1.3 3 106 NS 24
12075 6.3 3 105 NS 5
12070 4.7 3 105 NS 1
30073 1.4 3 105 NS 0.5
12023 6.8 3 104 NS ,0.2
12005 3.3 3 103 NS ,0.2
12056 3.1 3 102 NS ,0.2

1256[A/T mut]MCK-CAT (n 5 7) 33 3.0 3 103 10 ,0.2
34 1.0 3 103 3.0 3 102 2.0 3 102

35 3.0 3 102 0.2 ,0.2
36 1.0 3 102 20 ,0.2
37 50 2.0 3 102 ,0.2
38 10 10 ,0.2
39 ,0.2 ,0.2 ,0.2

a See Fig. 1 for transgene descriptions.
b Copy numbers ranged from 1 to 40, with the exception of one mouse (mouse 13), which had a copy number of approximately 1,000. No correlation between copy

number and CAT activity level was observed.
c One unit of CAT activity is the amount sufficient to acetylate 1 mmol of chloramphenicol per min at 378C. Data for three transgenic lines carrying the

1256MCK-CAT transgene and eight lines carrying the enh117MCK-CAT transgene which were previously published (30) are not shown here but are presented in Fig.
2 to 4, with distinguishing markers as indicated in the figure legends.
d Activities lower than 1 mU/mg are consider below background.
e For activities in which standard deviations are reported, at least three animals were assayed for each line of mice. All other values are from founder mice.
fMean CAT activities for these mice were equal to the standard deviations.
g NS, data which are reported elsewhere (60).
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Simultaneous mutation of three conserved MCK E-box sites
has no apparent effect on skeletal muscle expression of a
1256MCK-CAT transgene. The MCK enhancer contains two
adjacent control elements containing the CANNTG consensus
sequence, called the left and right E boxes. It was therefore
conceivable that any effect of mutating the right E box was
compensated by the presence of the left E box. In addition to
the enhancer E boxes, a third E box at nt 2249 is conserved in
MCK 59 sequences from mice (28), rats (24), rabbits (78), and
humans (67); therefore, it was possible that the E box at nt
2249 also compensated for the right E-box mutation. This
hypothesis was examined by construction of a MCK-CAT fu-
sion gene containing simultaneous mutations in all three con-
served E boxes (1256[3E mut]MCK-CAT [Fig. 1A]). This con-
struct had virtually no activity when tested in MM14 skeletal
muscle cultures (data not shown). Surprisingly, mutation of all
three conserved E-box sites did not affect expression of the
transgene in thigh skeletal muscle of transgenic mice (P .
0.10) (Fig. 3A; Table 1). Of 8 founder animals, 6 exhibited

CAT activity at the same level as the 12 wild-type 1256MCK-
CAT mice, and all the 1256[3E mut]MCK-CAT mice exhibited
significant levels of CAT expression in thigh skeletal muscle.
Thus, in contrast to its behavior in cultured skeletal muscle
cells, steady-state activity of the MCK enhancer in adult skel-
etal muscle is not dependent on these bHLH factor-binding
sites. Interestingly the transgene containing three E-box mu-
tations was largely inactive in heart muscle (reference 61 and
data not shown).
Mutation of the MCK enhancer AT-rich site reduces trans-

gene activity in skeletal muscle but not in cardiac muscle. As
the right E box and CArG element were not critical for MCK
enhancer activity in adult skeletal muscle, we examined wheth-
er the AT-rich site was required. In transiently transfected
muscle cultures, mutation of the MCK enhancer AT-rich ele-
ment produces a significant loss of transcriptional activity in
both skeletal myocytes and cardiomyocytes (2). Transgenic
analysis of the same AT-rich site mutation in the 1256MCK-
CAT context (Fig. 1A) showed a significant loss of transcrip-
tional activity in thigh skeletal muscle (P, 0.01) in comparison
with the wild-type 1256MCK-CAT transgene (Fig. 4A). How-

FIG. 2. Expression of MCK-CAT transgenes in skeletal (A) and cardiac (B)
muscle. Each diamond represents CAT activity measured from an individual
founder mouse (or line) in the tissue indicated. Open diamonds represent data
previously reported by Johnson et al. (30). These values were adjusted down
10-fold to correct for a mathematical error that was included in all previously
published values (30). Activities are reported in microunits of CAT per milligram
of protein (note that the abscissa is in log units). enh117/80MCK-CAT denotes
the enh117MCK-CAT and enh80MCK-CAT transgenes. Statistical comparison
of activity of each transgene with that of 1256MCK-CAT gave the following P
values: P 5 0.002 for enh117/80MCK-CAT in skeletal muscle, P 5 0.02 for
enh117/80MCK-CAT in cardiac muscle, and P , 0.01 for 1020MCK-CAT in
both muscle types. Comparison of the activity of 1020MCK-CAT and 117MCK-
CAT in skeletal muscle yields P , 0.01.

FIG. 3. Activity of MCK-CAT transgenes with mutations of putative regula-
tory elements in skeletal muscle (A) and cardiac muscle (B). Each diamond
represents CAT activity measured from an individual founder mouse (or line) in
the tissue indicated. Open diamonds represent data reported by Johnson et al.
(30). enh117/80MCK-CAT and enh[Right E mut]117/80MCK-CAT denote the
wild-type and right E-box mutated enh117MCK-CAT and enh80MCK-CAT
transgenes, respectively. Statistical comparison of activity of the CArG or E-box
mutated 1256MCK-CAT transgenes with that of the wild-type 1256MCK-CAT
yielded P. 0.10 in both muscle types for all transgenes. Comparison of activities
of the right E-box mutated and wild-type enh117/80MCK-CAT transgenes also
yields P . 0.20 in both muscle types.
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ever, mutation of the MCK enhancer AT-rich site did not
result in a dramatic effect on transgene expression in cardiac
muscle (Fig. 4B). Although several of the mice carrying the
wild-type transgene exhibited higher CAT activity than did any
of the mice carrying the AT-rich site-mutated transgene, sta-
tistical analysis of the data indicated that cardiac expression of
the two transgenes was indistinguishable (P . 0.10). The AT-
rich mutated transgene retains skeletal muscle-specific expres-
sion (Table 1); however, this tissue specificity could be due to
activity of sequences outside the enhancer because the activity
of the AT-rich mutated transgene was at the same level as that
of the 1020MCK-CAT transgene (P . 0.10), which lacks the
entire enhancer region.

DISCUSSION
Activity of MCK enhancer and 1-kb 5*-flanking region in

skeletal and cardiac muscle. This study analyzed the regula-
tion of the mouse MCK gene in transgenic mice. The role of
MCK sequences from bp 21020 to 2118 was clarified by
examination of transgenes which contained either 1,256 bp of
59-flanking sequences (encompassing the MCK upstream en-
hancer in its native orientation and position), 1,020 bp of
59-flanking sequences lacking the enhancer, or the 206-bp
MCK 59 enhancer linked to the basal promoter (117 or 80 bp
of MCK 59-flanking sequence) (Fig. 1A). Our results indicate
that the 1-kb MCK region alone exhibits skeletal muscle-spe-
cific activity at a level equivalent to that of the 206-bp enhancer

linked to the basal promoter. However, when the 206-bp en-
hancer is combined with the 1-kb region, the resulting tran-
scriptional activity in both skeletal and cardiac muscle is
greater than that of either region alone (Table 1; Fig. 2).
Interestingly, transgenes containing the 1-kb region alone or
the enhancer linked to the basal promoter exhibit roughly 103-
and 106-fold variations in expression levels whereas variation
of CAT activities in the 1256MCK-CAT data set is only about
200-fold. This suggests that combination of the enhancer and
the 1-kb region reduces the effect(s) of site of integration on
transgene expression.
These results suggest that MCK sequences in the 1-kb region

(bp 21020 to 2118) contain skeletal muscle-specific elements
that act independently as well as in concert with enhancer
elements. The MCK 1-kb region does not exhibit transcrip-
tional activity in cardiac muscle independently but appears to
contain some cardiac muscle-specific elements that contribute
to transcriptional activity when the enhancer is present. The
transgenic-animal results differ from cell culture analysis in
skeletal myocytes in which the 1-kb region is not required for
full activity of the MCK enhancer and has only about 2% of the
activity of 1256MCK-CAT, which includes the enhancer (2).
However, they are in agreement with results from cultured
primary cardiomyocytes, in which both regions are required for
maximal transcriptional activity (2).
Activity of MCK enhancer sites in transgenic mice. The

activities of several sites in the MCK enhancer—the right E
box, CArG site, and AT-rich site—were examined in trans-
genic mice. These DNA motifs were targeted because they
reside in the control regions of many muscle-specific genes and
have been shown to be binding sites for trans-acting factors in
gel shift assays. Furthermore, mutations in these sites resulted
in the largest relative decreases in expression of MCK con-
structs in either cultured cardiac or skeletal myocytes (2).
Mutation of the MCK enhancer CArG element, a potential

binding site for serum response factor (36, 56, 68), had no
dramatic effect on transgene expression in either adult cardiac
or skeletal muscle. Although it is possible that a conserved
CArG consensus sequence at nt 2177 compensated for the
mutation of the enhancer CArG element, this compensation
clearly fails to occur in cultured muscle cells, in which the same
mutation in the enhancer CArG site produced a loss of tran-
scriptional activity in both cardiomyocytes and skeletal myo-
cytes (2). The activity of 59-flanking sequences of the rabbit
MCK gene, as measured by direct DNA injection into adult rat
hearts, suggested that the promoter region which includes this
CArG site exhibits activity in heart muscle (69). However,
under those experimental conditions, the enhancer appeared
to exhibit no cardiac muscle-specific activity at all. This finding
is in contrast to the results of this study and our earlier trans-
genic analysis (30) in which the mouse MCK enhancer is re-
quired for expression in adult mouse heart muscle. Results
from this transgenic-mouse study suggest that even though
CArG sites have been implicated in the transcription of other
muscle-specific genes (36, 41, 43, 52), the CArG site in the
MCK enhancer is not a critical regulatory element by itself in
either adult cardiac muscle or thigh skeletal muscle.
The right E box in the MCK enhancer is critical for expres-

sion of MCK constructs in cultured skeletal myocytes (2, 3, 8,
9, 24) and has been shown to be a binding site for heterodimers
of the myogenic bHLH factors (34, 44, 45, 73), including
MRF4, which is the predominant myogenic bHLH factor in
adult skeletal muscle (54). The adjacent left E box also exhibits
transcriptional activity in skeletal and cardiac muscle cultures
(2); however, it has functional and binding properties that are
distinct from those of the right E box (3) and cannot compen-

FIG. 4. Effect of mutation of the MCK enhancer AT-rich site on transgene
expression in skeletal (A) and cardiac (B) muscle. Each bar represents CAT
activity measured for each founder animal or transgenic line in the tissue indi-
cated. Activities for mice carrying the wild-type 1256MCK-CAT transgene are
indicated by open bars, and activities for mice carrying the AT-rich-site mutant
transgene are indicated by solid bars. 1256MCK-CAT bars with asterisks are
values from transgenic mice analyzed by Johnson et al. (30). P , 0.01 for
comparison of activities of these two transgenes in skeletal muscle, whereas in
cardiac muscle P . 0.10.
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sate for mutation of the right E box in cultured cells. To test
the activity of these E boxes in vivo, we examined the activity
of transgenes with a mutation in the right E box alone or
concomitant mutations in three E box sites: the right and left
E boxes and a conserved E box at nt 2249. All of the trans-
genes carrying E-box mutations exhibited wild-type levels of
activity in adult skeletal muscle. Activities of the E-box-mu-
tated 1256MCK-CAT transgenes were greater than those of
transgenes consisting of the 1-kb region alone or the enhancer
linked to the basal promoter, suggesting that the right E box
alone or in combination with the other two E boxes cannot
account for the synergistic activity of these two regions. Mu-
tation of the right E-box site alone also had no significant effect
on transgene expression in cardiac muscle.
The myogenic bHLH factors (MyoD, Myf-5, myogenin, and

MRF-4) are key regulatory factors in muscle differentiation
(for reviews, see references 17, 50, and 72). Analyses of other
muscle-specific genes in cultured muscle cells have shown that
E-box sites, which bind the myogenic bHLH factors, often
appear to be required for muscle-specific transcription (6, 10,
18, 37, 38, 53, 57, 62, 71), although in many other cases they are
dispensable (40, 47, 66). However, few of these E-box sites
have been mutagenized and analyzed in transgenic mice.
Transgenic-mouse analysis showed that both an E-box site and
an AT-rich sequence are required for proper expression of the
myogenin gene in developing mouse muscles (77). Analysis of
the MyoD promoter, however, indicated that mutation of three
conserved E-box sites in the distal enhancer region has no
apparent effect on embryonic expression in transgenic mice
(19). A transgenic-mouse analysis of the cardiac myosin light-
chain 2 gene concludes that mutation of an E box exerts only
a minor negative effect on ventricular expression of that gene
(35); however, the role of an additional E-box site, which is
important for transcriptional activation in cultured rat ventric-
ular muscle cells (48), has not yet been examined in transgenic
mice. Thus, in a number of cases, the functional importance of
E-box sequences appears to depend upon their gene context.
Further regulatory studies of these genes in transgenic animals
may disclose yet other determinants of E box function.
What could account for the difference between the critical

role of the MCK E boxes in cultured muscle cells and their
apparent lack of function in vivo? First, our transgenic-animal
data represent steady-state expression levels in an adult muscle
environment and do not exclude the possibility that these E
boxes play important roles under other physiological condi-
tions. Second, data from virtually all skeletal muscle culture
studies may more closely reflect the developmental program of
MCK gene activation, since in transient- as well as stable-
transfection studies, cells are harvested for CAT assays within
several days of being induced to differentiate. Similarly, car-
diomyocytes cultured from 2-day-old rats used in the cell cul-
ture assays represent a different developmental time point
from adult heart muscle. This difference between the experi-
mental systems may be especially important for the evaluation
of E-box site activity because the myogenic bHLH factors are
expressed in different relative amounts in developing muscle
and in different adult skeletal muscles (26, 58, 70). To address
this issue, MCK transgenes could be assayed in developing
muscle of embryos when myoblasts are known to undergo early
stages of differentiation. Preliminary analysis of fetal and post-
natal mice, however, showed no evidence of altered transgene
expression in developing hindlimb muscle as a result of muta-
tion of the right E box (16). Third, quantitative differences in
transcription factors may occur when cells are cultured, as has
been observed for some other binding factors (76). Consistent
with this idea, a recent study of the myosin light-chain 1A gene

reported that mutation of an E box had a less dramatic effect
in primary mouse skeletal muscle cultures than in the C2 or
Sol8 muscle cell lines (10). In addition, most skeletal muscle
cell lines, including the MM14 line used in our cell culture
analyses, are derived from satellite cells, which may be pheno-
typically distinct from other skeletal myoblasts. The apparent
lack of function of the conserved MCK E boxes in thigh skel-
etal muscle suggests that in this adult mouse muscle type, other
tissue-specific or ubiquitous factors are more important for
steady-state expression of the MCK gene. However, while the
three conserved MCK E-box sites are not required for expres-
sion in thigh skeletal muscle, they do play roles in cardiac
muscle as well as in certain other adult skeletal muscles (61).
MCK enhancer AT-rich element. The AT-rich site (TTATA

ATTAA) has been shown to contribute substantially to activity
of the MCK enhancer in both skeletal and cardiac muscle cell
cultures (2). Mutation of the AT-rich site caused a dramatic
loss of activity in transgenic thigh skeletal muscle (Table 1;
Fig. 4A), resulting in an activity level similar to that of the
1020MCK-CAT transgene, which lacks the MCK 59 enhancer.
However, and in contrast to results from cultured cardiomyo-
cytes (2), the AT-rich element does not appear to be as critical
for expression of the 1256MCK-CAT transgene in adult trans-
genic cardiac muscle (Fig. 4B).
This suggests that an intact AT-rich site is a major require-

ment for steady-state activity of the MCK enhancer in thigh
skeletal muscle. The MCK AT-rich site has been shown to bind
at least three factors in in vitro assays: MHox, MEF-2, and
Oct-1 (1, 13, 14), and experiments involving the mouse C2
skeletal muscle cell line suggest that MEF-2 is the factor which
mediates its transcriptional activation (14). Because the AT-
rich site in the MCK enhancer exhibits such complex binding
properties, it seemed critical to examine its activity in whole
muscle tissues, in which subtle differences in the relative
amounts of these different factors might be more crucial. Such
subtle differences may explain why mutation of the MCK AT-
rich site exhibited a significant effect in cultured newborn rat
cardiomyocytes (2) but not in whole adult transgenic mouse
heart muscle (Fig. 4B). The MCK enhancer also contains a
MEF-2 site (TAAAAATAA), located 39 of the other enhancer
elements, which is bound in gel shift assays by some of the
same factors which recognize the AT-rich site (14, 25); how-
ever, the MEF-2 factor exhibits preferential binding to the
MEF-2 site over the AT-rich site (14). In addition, our results
with transgenic animals suggest that the presence of the en-
hancer MEF-2 site does not compensate for a mutation of the
AT-rich site. The importance of the AT-rich site does not
exclude the possibility that other enhancer elements function
to a lesser extent or interact with the AT-rich site to produce
the full transcriptional activity of the MCK enhancer.
Muscle specificity of MCK transgenes. All of the MCK-

CAT transgenes examined in this study, with the exception of
the basal promoter 117MCK-CAT construct, were expressed
in a muscle-specific manner. Transgene activity in liver tissue
was typically several orders of magnitude lower than activity in
skeletal or cardiac muscle. This observation is evidence that
the transgenes examined are not exhibiting activity as a result
of fortuitous integration into active chromatin sites. Further-
more, since none of the mutations or truncations of MCK
59-flanking sequences produced greater activity in liver tissue,
this study offers no evidence of transcriptional repressor sites
present in the MCK 1,256-bp 59 region. Mutation of the AT-
rich site did, however, result in a loss of activity in liver (com-
pare liver activities of 1256MCK-CAT and 1256[A/T mut]
MCK-CAT in Table 1). This difference in expression was con-
firmed by statistical analysis (P 5 0.006 by the x2 and Fisher
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exact tests). Binding of ubiquitous factors to the MCK AT-rich
site, as has been observed in gel shift binding studies (1, 15a,
25), may contribute to the extremely low-level expression from
the bp21256 to17 MCK gene fragment in nonmuscle tissues.
A number of tissue-specific gene-regulatory regions exhibit

properties in transgenic tissues different from those in cultured
cells from the same tissue types (4, 5, 15, 32, 33, 64, 65). This
is not surprising, because in transgenic mice the introduced
genes are integrated in chromatin during embryogenesis and
exposed to a normal array of physiological signals. Transgenic
analysis of the mouse MCK gene presents a significantly dif-
ferent picture of the activity of 59-flanking sequences, espe-
cially enhancer elements, from that suggested by the results of
transient-transfection assays in cultured muscle cells. These
differences cannot be easily explained by some of the technical
differences between the two experimental systems. For exam-
ple, integration of the transgenes into chromatin does not seem
to produce these effects, because MCK constructs exhibit the
same activities in stably transfected muscle cultures as in tran-
siently transfected cultures (21). Rather, the differences we
observed between transgenic and cell culture analyses probably
reflect multiple mechanisms for transcriptional regulation of
the MCK gene depending on the repertoire and concentration
of available transcription factors. This, in turn, is dependent on
the developmental and physiological state of muscle. Tran-
scriptional regulation of muscle-specific genes involves a com-
plex array of muscle-specific and ubiquitous factors which may
be affected by a range of physiological signals. In vivo analysis
of gene-regulatory regions is thus essential for understanding
mechanisms of gene regulation in different muscle contexts.
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