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Abstract: We have previously reported Tceal7 as a muscle-specific gene that represses myoblast
proliferation and promotes myogenic differentiation. The regulatory mechanism of Tceal7 gene
expression has been well clarified recently. However, the underlying mechanism of Tceal7 function
in skeletal muscle development remains to be elucidated. In the present study, we have generated
an MCK 6.5 kb-HA-Tceal7 transgenic model. The transgenic mice are born normally, while they
have displayed defects in the growth of body weight and skeletal muscle myofiber during postnatal
development. Although four RxL motifs have been identified in the Tceal7 protein sequence, we have
not detected any direct protein-protein interaction between Tceal7 and Cyclin A2, Cyclin B1, Cylin
D1, or Cyclin E1. Further analysis has revealed the interaction between Tceal7 and Cdk1 instead of
Cdk2, Cdk4, or Cdk6. Transgenic overexpression of Tceal7 reduces phosphorylation of 4E-BP1 Ser65,
p70S6K1 Thr389, and Cdk substrates in skeletal muscle. In summary, these studies have revealed
a novel mechanism of Tceal7 in skeletal muscle development.

Keywords: Tceal7; Cdk1; skeletal muscle development

1. Introduction

The cell cycle progression is driven by the dimeric complexes of Cyclin and Cyclin-
dependent kinases (Cdks), which specifically recognize and phosphorylate the serine/
threonine-proline (S/T-P) or serine/threonine-proline-x-arginine/lysine (S/T-P-X-R/K)
motif [1–4]. Overall, these Cyclin/Cdk complexes are activated orderly and function
ordinately to guide the cell cycle [1]. Cyclin D/Cdk4(Cdk6) is activated first in the early G1
phase; Cyclin E/Cdk2 is then activated in the late G1 phase to ensure entry into the S phase.
Cyclin A/Cdk2 is activated and coordinates DNA replication in the S phase, followed by
the activation of Cyclin A/Cdk1, which is in charge of G2 phase progression [5]. Cyclin B-
Cdk1 promotes the completion of cell division during the mitotic phase (M) [1,5]. Reducing
the activity of Cdk1 slows down the overall translation rate in transformed cells as well as
non-transformed primary mouse embryonic fibroblasts [6]. Further in vivo studies have
demonstrated that Cdk1 is the essential Cdk required in early embryo development [7].
Cdk1 is sufficient to drive mouse embryos to undergo organogenesis and develop to
gestation, while complete deletion of Cdk1 prevents mouse embryos from developing
to morula and blastocyst stages [7]. A recent study has also reported that Cdk1 plays
an essential role in muscle fiber growth upon muscle overload [8]. Cdk1 promotes the
initiation and elongation procedures of protein synthesis through multiple pathways, such
as eIF2α, 4EBP and p70S6K1 signaling [6,9].

Both 4E-BP1 and p70S6K1 are regulated by stepwise phosphorylation to initiate pro-
tein synthesis [10]. Non-phosphorylated 4E-BP1 has a negative role in cap-dependent
translation initiation through its association with eIF4E, thereby interfering with the protein-
protein interaction between eIF4E and eIF4G. Phosphorylation of 4E-BP1 disrupts its inter-
action with eIF4E and then releases its inhibitory effect on the assembly of the translation

Int. J. Mol. Sci. 2023, 24, 6264. https://doi.org/10.3390/ijms24076264 https://www.mdpi.com/journal/ijms

https://doi.org/10.3390/ijms24076264
https://doi.org/10.3390/ijms24076264
https://creativecommons.org/
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://www.mdpi.com/journal/ijms
https://www.mdpi.com
https://doi.org/10.3390/ijms24076264
https://www.mdpi.com/journal/ijms
https://www.mdpi.com/article/10.3390/ijms24076264?type=check_update&version=1


Int. J. Mol. Sci. 2023, 24, 6264 2 of 15

initiation complex [11]. There are seven phosphorylation sites in 4E-BP1: Thr37, Thr46,
Ser65, Thr70, Ser83, Ser101, and Ser112 [12]. The phosphorylation of Thr37 and Thr46
is the priming phosphorylation, followed by the phosphorylation of Thr70 and finally,
the phosphorylation of Ser65 [13,14]. Although phosphorylation of Thr37 and Thr46 fails
to dissociate 4E-BP1 from eIF4E, it is essential to trigger subsequent phosphorylation of
4E-BP1 Thr70 and Ser65 [15]. p70S6K1 is activated by sequential phosphorylation events to
regulate the translation of TOP mRNA by its substrates, such as eEF2, eEF1A and some
ribosomal proteins [16,17]. Initial phosphorylation at Ser411, Ser418, Thr421 and Ser424
serves to release p70S6K1 from autoinhibition [18,19]. Phosphorylation of Thr389 results in
particular activation of p70S6K1, while further PDK1-mediated phosphorylation of Thr229
is required for its full activity in vivo [17,20,21]. An alternative mechanism of p70S6K1
activation has also been reported [17].

We have previously identified a striated muscle-specific gene, Tceal7 [22]. Our recent
work has elucidated a regulatory mechanism of its interesting expression pattern during
skeletal muscle regeneration [23]. However, the in vivo function of Tceal7 is still myste-
rious, although that overexpression of Tceal7 in C2C12 cells results in slower cell cycle
progression and enhanced myogenic differentiation [22]. In the present study, we have
further investigated the underlying mechanism of Tceal7 in skeletal muscle development
utilizing MCK 6.5 kb-HA-Tceal7 transgenic model. Interestingly, we have observed that
transgenic mice are smaller than their wild-type littermates in body size during postnatal
development and that H&E staining of skeletal muscle of transgenic mice is similar to that
of wild-type controls, while the cross-sectional area of skeletal muscle fiber is significantly
reduced. In addition, we have shown that Tceal7 directly interacts with Cdk1 and that
transgenic overexpression of Tceal7 reduces the phosphorylation of 4E-BP1, p70S6K1, and
Cdk substrates. In summary, our data support the notion that Tceal7 is an important
regulator in skeletal muscle development.

2. Results
2.1. Construction of MCK 6.5 kb-HA-Tceal7 Transgenic Lines

We have recently investigated the transcriptional regulation of Tceal7 in skeletal muscle,
which is driven by a triple complex consisting of three transcription factors, Mef2c, Creb1
and Myod [23]. We have also reported that overexpression of Tceal7 inhibits myoblasts
proliferation and promotes myoblasts differentiation [22]. However, the molecular mech-
anism of the Tceal7 function still remains to be elucidated. Herein, we have constructed
a transgenic mouse model specifically overexpressing HA-Tceal7 in skeletal muscle tissue to
further explore the functional role of Tceal7 in vivo. As shown in Figure 1A, the Tceal7 cod-
ing region sequence with a HA tag is inserted behind the MCK promoter and enhancer. The
purified transgene fragments have been microinjected into 200 fertilized eggs to generate
MCK 6.5 kb-HA-Tceal7 transgenic mice. Four genetically stable transgenic lines have been
established after screening and mating: #2, #13, #29 and #37 Tg lines (Figure 1B). Among
these transgenic lines, both #13 and #29 display high expression levels of HA-Tceal7, #2
with a mild expression, while no expression has been detected in the #37 Tg line (Figure 1C).
Therefore, #13 and #29 Tg lines are maintained for further research. Data from #29 Tg
line are present as the similarity between these two lines unless otherwise stated. We
have observed that transgenic mice are born without any obvious physical defects but are
significantly smaller than wild-type littermates during development (Figure 1D). We then
continuously tracked the body weight changes of transgenic and wild-type littermates
for eight weeks. As shown in Figure 1E, there is a very subtle difference in body weight
between the transgenic and wild-type mice during the first three weeks but a significant dif-
ference from the fourth week afterward. Taken together, these data suggest that sustained
high expression of Teal7 represses body weight gain in neonatal mice.
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Figure 1. MCK 6.5 kb-HA-Tceal7 transgenic lines. (A) Schematic diagram of the MCK 6.5 kb-HA-
Tceal7 transgenic vector. The transgenic fragment is isolated with the digestion of restriction enzyme 
Kpn I and Sac I. Fwd and Rev, primer pair for PCR identification of transgenic mice. (B) Four Tceal7 
transgenic lines have been identified by routine PCR, referred to as #13, #29, #2 and #37. (C) 
Expression levels of HA-Tceal7 protein are confirmed by WB in hindlimb skeletal muscle of #13, #29, 
#2 and #37 transgenic mice lines. Tubulin, loading control in WB analysis. (D) Whole-body of Tceal7 
transgenic mouse is a little smaller than that of its wild-type littermate at 4 weeks. (E) Growth curves 
of Tceal7 transgenic mice and their wild-type littermates at 1–8 weeks after birth (n = 6). All data 
represent the mean ± SD. *, p < 0.05, **, p < 0.01. 
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Figure 1. MCK 6.5 kb-HA-Tceal7 transgenic lines. (A) Schematic diagram of the MCK 6.5 kb-
HA-Tceal7 transgenic vector. The transgenic fragment is isolated with the digestion of restric-
tion enzyme Kpn I and Sac I. Fwd and Rev, primer pair for PCR identification of transgenic mice.
(B) Four Tceal7 transgenic lines have been identified by routine PCR, referred to as #13, #29, #2 and
#37. (C) Expression levels of HA-Tceal7 protein are confirmed by WB in hindlimb skeletal muscle
of #13, #29, #2 and #37 transgenic mice lines. Tubulin, loading control in WB analysis. (D) Whole-
body of Tceal7 transgenic mouse is a little smaller than that of its wild-type littermate at 4 weeks.
(E) Growth curves of Tceal7 transgenic mice and their wild-type littermates at 1–8 weeks after birth
(n = 6). All data represent the mean ± SD. *, p < 0.05, **, p < 0.01.

2.2. Characterization of the Skeletal Muscle Fiber in Tceal7 Transgenic Mice

Given that MCK 6.5 kb-HA-Tceal7 is specifically expressed in skeletal muscle lineage,
we reason that the decreased body weight is due to a reduction of skeletal muscle growth,
as skeletal muscle mass is about 40 percent of body weight. We have then examined the
myofiber of the gastrocnemius and tibialis anterior muscles from four-week transgenic and
wild-type littermates by hematoxylin and eosin staining. As shown in Figure 2A, there
is no inflammation or denervation and other gross abnormalities observed in the H&E-
stained muscle sections of the MCK 6.5 kb-HA-Tceal7 transgenic mice, but these myofibers
are smaller than that of wild-type controls. The cross-sectional area of these myofibers
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is further quantitatively analyzed. As shown in Figure 2B, the average cross-sectional
area of myofiber is decreased in both gastrocnemius and tibialis anterior of transgenic
mice at the age of four weeks. Moreover, we have also examined myofiber morphology
in eight-week transgenic and wild-type mice utilizing the same strategy. Interestingly,
the average cross-sectional area of muscle fibers in gastrocnemius and tibialis anterior is
further reduced in transgenic mice at the age of eight weeks compared with wild-type mice
(Figure 2C,D). We have clearly observed myofiber growth in gastrocnemius and tibialis
anterior muscle between four weeks and eight weeks, indicating that skeletal muscle is
growing at a slower rate in transgenic mice (Figure 2B,D). As the skeletal muscle mass
accounts for around 40% of body weight, the normalized weight difference of GAS and TA
between transgenic mice and wild type littermates is not significant at four weeks or eight
weeks (Figure S1). Overall, the above results demonstrate that overexpression of Tceal7
represses skeletal muscle myofiber growth in mice.
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Figure 2. Characterization of skeletal muscle in MCK 6.5 kb HA-Tceal7 transgenic mice. (A) Hema-
toxylin and eosin staining of the gastrocnemius (GAS) and tibialis anterior (TA) muscles of 4-week
transgenic mice and wild-type littermates. Scale bar = 50 µm. (B) Quantification of cross-sectional
area (CSA) of myofibers presented in A from the gastrocnemius and tibialis anterior. *, p < 0.05;
**, p < 0.01. (C) Hematoxylin and eosin staining of GAS and TA muscles of 8-week transgenic mice
and wild-type littermates. Scale bar = 50 µm. (D) Quantification of CSA of myofibers in C from GAS
and TA. **, p < 0.01; ***, p < 0.001. All data are the mean ± SD of three independent replicates.
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2.3. Tceal7 Directly Interacts with Cdk1

Cell cycle exit is a pivotal step in myogenic differentiation, which is regulated by
multiple players, including Cyclin, Cdk, Rb1, E2F1, DP1, p21, etc. [24–27]. Previous studies
have shown an inhibitory function of Tceal7 in myoblast proliferation [22], while the above
data have demonstrated its repression function in skeletal muscle growth. Bioinformatics
analysis has revealed four RxL motifs in the 98 amino acid residues of Tceal7 (Figure 3A),
which may mediate its interaction with Cyclin proteins [1]. Cyclin/Cdk complexes have
complicated roles in both cell cycle progression and skeletal muscle growth [1,5,8]. Cell
cycle progression is driven by the orderly organized Cdk/Cyclin complexes, such as Cyclin
D/Cdk4(Cdk6), Cyclin E/Cdk2, Cyclin A/Cdk2, Cyclin A/Cdk1, and Cyclin B/Cdk1
(Figure 3B) [1].

These data prompt us to examine the relationship between Tceal7 and Cdk/Cyclin
complexes. Therefore, we have first investigated the protein-protein interaction between
Tceal7 and these Cyclins. GST and GST-Tceal7 proteins have been overexpressed in BL21 E.
coli and then purified with GST affinity beads for GST-pulldown analysis (Figure 3C). As
shown in Figure 3D, GST-Tceal7 could not pulldown any cyclin, including Cyclin A2, Cyclin
B1, Cyclin D1 and Cyclin E1, suggesting that there is no direct association between Tceal7
and cyclin proteins. We reason that the additional sequences surrounding these four RxL
motifs are required for the interaction between Tceal7 and Cyclin proteins [1,2]. We have
then assessed the binding of Tceal7 to diverse Cdks utilizing a similar strategy. Surprisingly,
Tceal7 is specifically associated with Cdk1, rather than Cdk2, Cdk4 or Cdk6 (Figure 3E). In
order to further confirm their interaction in vivo, we have overexpressed Tceal7 and Cdk1
together in HEK293T cells for co-immunoprecipitation experiments. As shown in Figure 3F,
6×Myc-Cdk1 is co-immunoprecipitated with 3xHA-Tceal7 by a HA antibody, but not the
normal Rat IgG control, which supports the notion that Tceal7 interacts with Cdk1 in vivo.
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Figure 3. Direct interaction between Tceal7 and Cdk1. (A) Analysis of Tceal7 amino acid sequence.
Four RxL motifs (Motif #1-#4) are marked by red dotted lines. (B) Schematic illustration of mammalian
cell cycle regulation. The cell cycle consists of four phases: G1, S (DNA synthesis), G2 and M (mitotic).
(C) GST and GST-Tceal7 fusion proteins have been purified by gel beads and analyzed by Coomassie
brilliant blue staining. (D) Expression of cyclins (Cyclin A2, Cyclin B1, Cyclin D1 or Cyclin E1) has
been analyzed by Western blot (WB) with a Myc antibody (Upper panel). The pulldown complex
has then been analyzed by western blot (Middle and Lower panels). None of these cyclin proteins
can interact with Tceal7. (E) Expression of Cdks (Cdk1, Cdk2, Cdk4 or Cdk6) has been verified by
WB (Upper panel). Cdk1 is the only Tceal7-binding Cdk instead of Cdk2, Cdk4 or Cdk6 (Middle
and Lower panel). (F) Expression of 3×HA-Tceal7 and 6×Myc-Cdk1 has been confirmed by WB.
6xMyc-Cdk1 has been detected in the co-immunoprecipitation complex by an HA antibody, but not
Rat IgG control.

2.4. Identification of the Interacting Domains between Tceal7 and Cdk1

Identification of Cdk1 as a novel associated protein of Tceal7 prompts us to further
characterize the protein-protein interaction between Tceal7 and Cdk1. We have then
constructed a series of deletional mutants of Tceal7 and Cdk1 for GST-pulldown assays.
Tceal7 deletional constructs and their interactions with Cdk1 are summarized in Figure 4A.
GST, GST-Tceal7(1–98), GST-Tceal7-N (1–33), GST-Tceal7-M (34–76) and GST-Tceal7 (77–98)
have been purified from BL21 E. coli and verified by Coomassie brilliant blue staining
(Figure 4B). Interestingly, in addition to the full length of Tceal7 (1–98), both Tceal7-M
(34–76) and Tceal7-C (77–98) can interact with Cdk1, while Tceal7-N (1–33) does not have
the ability (Figure 4C). Therefore, it is possible that there are two Cdk1-binding motifs
in the region (aa34–98) of Tceal7. We have then assessed the domain(s) of Cdk1 that
mediates its association with Tceal7 in a similar strategy, which is summarized in Figure 4D.
As shown in Figure 4E, each deletional Cdk1 protein is expressed in HEK293T cells with
a lower level than that of the full-length (upper panel). Further GST-pulldown assays reveal
that GST-Tceal7 (1–98) is able to pull down Cdk1 full length and Cdk1-M (86–208), but not
Cdk1-N (1–85) or Cdk1-C (209–297) (Figure 4E, middle and lower panel). Collectively, these
data suggest that the protein-protein interaction between Tceal7 and Cdk1 is mediated
through the region (aa34–98) of Tcea7 and the M domain (aa86–208) of Cdk1.

2.5. Reduction of Protein Phosphorylation in MCK 6.5 kb HA-Tceal7 Transgenic Mice

Our above studies have revealed that overexpression of Tceal7 results in the reduction of
skeletal muscle fiber size and that Tceal7 binds to Cdk1 specifically. Accumulating evidence
has shown that the activity of Cdk1 is also critical for protein synthesis through its downstream
targets 4E-BP1 and p70S6K1 during skeletal muscle development [9,28–30]. Our above studies
indicate that the protein-protein interaction between Tceal7 and Cdk1 may regulate the
kinase activity of Cdk1. Therefore, we have examined the protein phosphorylation of
4E-BP1, p70S6K1 and Cdk1 substrates in the skeletal muscle of MCK 6.5 kb HA-Tceal7
transgenic mice. As shown in Figure 5A,B, the phosphorylation of 4E-BP1 Ser65 and
p70S6K1 Thr389 is downregulated in both gastrocnemius and tibialis anterior muscles
from transgenic mice compared with wild-type control, while the protein expression of
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4E-BP1 and p70S6K1 is not altered in the transgenic mice. Further quantitative assays have
revealed that the relative ratios of phosphorylation of 4E-BP1 Ser65 and p70S6K1 Thr389
in the gastrocnemius or tibialis anterior muscle decreased from 0.34 to 0.18 and from 0.30
to 0.12, or from 0.45 to 0.27 and from 0.51 to 0.14 in transgenic mice (Figure 5C,D). These
results indicate that Tceal7 may reduce the phosphorylation levels of 4E-BP1 Ser65 and
p70S6K1 Thr389 by inhibiting the activity of Cdk1. To further ascertain this possibility, we
have evaluated the phosphorylation of Cdk substrates in the gastrocnemius and tibialis
anterior muscles of transgenic mice. As expected, the relative ratios of phosphorylation
of Cdk substrates have been attenuated in both gastrocnemius (from 0.45 to 0.23) and
tibialis anterior muscles (from 0.44 to 0.15) in transgenic mice (Figure 5). In summary,
the phosphorylation of 4E-BP1 Ser65, p70S6K1 Thr389 and Cdk substrates have been
downregulated in the skeletal muscle of MCK 6.5 kb HA-Tceal7 transgenic mice.
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Figure 4. Protein-protein interaction between Tceal7 and Cdk1. (A) Schematic diagram of the in-
teraction between Tceal7 deletional mutants and Cdk1. Y, yes; N, no. (B) GST, GST-Tceal7 and its
deletional mutant fusion proteins have been purified and analyzed by Coomassie blue staining.
(C) 6×Myc-Cdk1 can be pulled down by GST-Tceal7 (1–98), GST-Tceal7-M (34–76) and GST-Tceal7-C
(77–98), but not GST-Tceal7-N (1–33). (D) Schematic summary of the interaction between Cdk1 dele-
tional mutants and Tceal7. Cyclin binding domain, which is responsible for binding to cyclin through
the αC-helix (PSTAIREISLL); Protein kinase domain, which is involved in the phosphorylation of
specific substrate. Y, yes; N, no. (E) Expression of 6×Myc-Cdk1 and its deletions have been examined
with an anti-Myc antibody (Upper panel). Both 6×Myc-Cdk1 (1–297) and 6×Myc-Cdk1-M (86–208)
can be pulled down by GST-Tceal7, but not 6×Myc-Cdk1-N (86–208) or 6×Myc-Cdk1-C (209–297)
(Middle and Lower panel).
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Figure 5. Protein phosphorylation in the skeletal muscle of Tceal7 transgenic mice. (A,B) The
phosphorylation levels of 4E-BP1, p70S6K1 and Cdk substrates in the gastrocnemius (A) and tibialis
anterior (B) muscles of 8-week-old transgenic and wild-type littermates have been analyzed by
Western Blot with specific antibodies. Total protein level of 4E-BP1 and p70S6K1 has been analyzed
with α-4E-BP1 and α-p70S6K1, respectively. α-GAPDH, protein loading control. (C,D) Relative
ratios of phosphorylation of 4E-BP1 Ser65, p70S6K1 Thr389 and CDK-pS in gastrocnemius (C) and
tibialis anterior muscles (D). Note that the relative ratios of phosphorylation are quantified as [4E-BP1
pSer65]/[4E-BP1], and [p70S6K1 pThr389]/[p70S6K1], and [Cdk substrate (K/H)pSP]/[GAPDH]. All
data represent the mean ±SD of three biologically independent samples. **, p < 0.01; ***, p < 0.001.

3. Discussion

Expression of Tceal7 has presented a very interesting pattern during skeletal muscle
development and regeneration [22]. We have recently reported that CRE#3 in its 0.7 kb
promoter may be the critical element for this dynamic character [23]. However, the func-
tional significance of this pattern is still mysterious, although overexpression of Tceal7 in
myoblast cells attenuates their proliferation and promotes myogenic differentiation. In the
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present study, a regulatory 6.5 kb fragment from the MCK gene is utilized to construct the
MCK 6.5 kb HA-Tceal7 transgenic model, in which a HA tag is fused to the Tceal7 gene
due to the unavailability of Tceal7 antibody. Our data support a novel model that Tceal7
represses Cdk1 activity via its inhibitory interaction with Cdk1, thereby repressing muscle
cell proliferation and myofiber mass accumulation (Figure 6).
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Figure 6. The regulatory mechanism of Tceal7 in skeletal muscle development. Tceal7 interacts
with Cdk1 and subsequently suppresses the activity of the Cdk1, resulting in attenuated muscle cell
proliferation (Lower left). The decreased activity of Cdk1 also results in the lower phosphorylation
level of 4E-BP1 (directly, arrow) and p70S6K1 (indirectly, arrowhead with dotted line), which leads to
a decrease in protein synthesis and ultimately retarded myofiber growth (Lower right).

First, we have discovered that Tceal7 also serves as a negative regulator of skeletal
muscle development during postnatal development, while our previous studies have
demonstrated a positive regulatory role of Tceal7 in myogenic differentiation [22]. This
unique character of Tceal7 has distinguished itself from other regulatory genes, such as
Igf1 and Tgr5 [31–36]. Igf1 promotes myogenic differentiation through the PI3K/Akt
signaling or myostatin signaling, and overexpression of Igf1 results in a hypertrophy
phenotype via mTOR or GSK3β signaling [31–35]. Overexpression of Tgr5 enhances
C2C12 myogenic differentiation, and transgenic overexpression of Tgr5 driven by MCK
promoter and enhancer induces skeletal muscle hypertrophy [36]. These dual roles of
Tceal7 in skeletal muscle development provide a satisfactory explanation of Tceal7 dynamic
expression: Tceal7 is highly expressed upon the early stage of myogenic differentiation as
Tceal7 promotes myoblast cell cycle exit and then down-regulated as Tceal7 represses mass
accumulation in the mature muscle fiber.

The identification of Cdk1 as an interacting protein of Tceal7 is the second discovery in
the present study. Initially, we hypothesize that Tceal7 can bind the cyclin proteins, such as
Cyclin A2, Cyclin B1, Cyclin D1 and Cyclin E1, as four RxL motifs have been identified in
the Tcea7 protein sequence. However, in vitro binding experiments could not support this
hypothesis. Intensive research has revealed that the neighbor sequences of the RxL motif are
also required for its interaction with cyclin proteins, as the consensus RxL motif is defined
as R/K-x-L-ϕ or R/K-x-L-x–ϕ [1,2,37–40], which may be the reason of our observation.
Our following analysis has identified Cdk1 as a Tceal7-binding protein. Surprisingly, we
have not observed the interaction between Tceal7 and Cdk2, although the protein sequences
of Cdk1 and Cdk2 are highly homologous [41,42]. The underlying mechanism remains to
be defined in future research. Deletional studies have revealed the characterization of the
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interaction between Cdk1 and each part of Tceal7. As the interaction between C-terminal
and Cdk1 is stronger than that of full-length, the N-terminal may inhibit the interaction
between Tceal7 and Cdk1 through a mechanism unknown yet. Mapping studies have also
shown that Tceal7 specifically binds to Cdk1 kinase domain M (86–208) instead of N (1–85)
or C (209–297) domains, which prompted us to examine the hypothesis that Tceal7 may
modulate the activity of Cdk1.

The demonstration of inhibiting Cdk1 activity by Tceal7 is our third finding here.
Our previous studies have shown that overexpression of Tceal7 slows down myoblast
proliferation and promotes myogenic differentiation [22]. Herein, our data have revealed
that Tceal7 represses the phosphorylation of Cdk1 substrates, thereby inhibiting myoblasts
proliferation. Myogenic differentiation is a highly integrated process: irreversible exit from
cell cycle progression, muscle differentiation characterized by the transactivation of muscle-
specific genes, and formation of multinucleated myotube [43,44]. Therefore, enhancement
of myogenic differentiation by Tceal7 may be an indirect outcome of inhibition of cell
proliferation. Given the complexity of skeletal muscle development, Tceal7 may also directly
regulate muscle differentiation, which remains to be investigated in the future. Cdk1 has
also been reported as a substitute protein kinase of mTOR for phosphorylation of 4E-BP1
Thr70, Ser65/Ser101, and Thr37/Thr46 to activate mRNA translation [28]. Overexpression
of 4E-BP1 with mTOR phosphorylation site mutation retards skeletal muscle cell growth,
while there is no skeletal muscle defect in the double knockout of 4E-BP1 and 4E-BP2
mice [45,46]. In line with these findings, we have observed a reduction of phosphorylation
of 4E-BP1 Ser65 and smaller myofibers in the adult skeletal muscle from MCK 6.5 Kb
HA-Tceal7 transgenic mice. It will strengthen our conclusion to examine the regulation of
Cdk1 activity by Tceal7 through in vitro experiments in the future.

Interestingly, it has been reported that Cdk1 represses the phosphorylation of p70S6K1
Thr389 indirectly instead of enhancing its phosphorylation in a transformed cell line [30].
However, in vivo studies have shown that deletion of p70S6K1 in mice causes the reduction
of body weight and skeletal muscle mass, accompanied by a decrease in the cross-sectional
area of the myofibers, while myotubes overexpressing p70S6K1 (a constitutively active
form) induces muscle hypertrophy [47,48]. Consistent with these studies from mice, we
have observed reduced phosphorylation of p70S6K1 Thr389 upon inhibition of Cdk1
activity in the Tceal7 transgenic skeletal muscle. Therefore, our present work supports
the notion that Cdk1 may also regulate the phosphorylation of p70S6K1 Thr389 positively
through a mechanism unknown yet. The discrepancy may be due to the difference between
the mitotic cell line and postmitotic skeletal muscle fiber. Recent reports have highlighted
that high expression of Cdk1 is correlated with the growth of cancers and poor prognoses,
such as epithelial ovarian cancer, breast cancer and lung cancer [49–51]. Reducing Cdk1
expression and inhibiting Cdk1 activity have become effective therapeutic approaches [52].

Early studies have shown that human TCEAL7 can inhibit Cyclin D1 expression
induced by c-Myc in ovarian epithelial cells and negatively regulate NF-κB signaling
through repressing p65 transcriptional activity in ovarian cancer cells [53,54]. A recent
report has revealed that TCEAL7 regulates epithelial-mesenchymal transition, invasion and
metastasis of breast cancer through the NF-κB pathway [55]. An additional report has also
demonstrated that TCEAL7 interacts with β-catenin and prevents its nuclear translocation,
thereby obstructing Wnt/β-catenin signaling in glioblastoma [56]. These studies have
supported the idea that human TCEAL7 is a negative regulator of cell proliferation, which
is consistent with our findings.

Taken together, we have discovered a novel role of Tceal7 in skeletal muscle develop-
ment through its inhibitory interaction with Cdk1. Human TCEAL7 has presented a 76%
homology and 89% similarity to mouse Tceal7 regarding to protein sequence. Therefore,
it is worthy to further investigate in the future whether human TCEAL7 regulates Cdk1
activity in cancer progression through the mechanism revealed in our present work, which
may provide a novel strategy for cancer treatment.
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4. Materials and Methods
4.1. Plasmid Construction

Myotube RNA extraction and subsequent cDNA synthesis were performed as pre-
viously described utilizing RNA Extraction Kit and cDNA Synthesis Kit (Aidlab Biotech-
nologies, Beijing, China) [23]. MCK 6.5 kb-HA-Tceal7 transgenic vector was constructed
through two steps: firstly, the coding region of Tceal7 (NM_001127169.1) was cloned into
pcDNA-HA expression vector through routine PCR; Secondly, the HA-Tceal7 fragment di-
gested with Pst I and Xba I from pcDAN-HA-Tceal7 plasmid was subcloned to pBSK MCK
promoter vector (Addgene plasmid #12528, Watertown, MA, USA). The following genes
were all subcloned to pCS2-6×Myc expression vector through PCR: Ccna2 (NM_009828.3),
Ccnb1 (NM_172301.3), Ccnd1 (NM_007631.3), Ccne1 (NM_007633.2), Cdk1 (NM_007659.4),
Cdk2 (NM_183417.3), Cdk4 (NM_009870.4), Cdk6 (NM_009873.3) and deletional mutants of
Cdk1. Moreover, Tceal7 and its deletional mutants were also subcloned to the pGEX-4T-1
vector by PCR. All of these plasmids have been verified through DNA sequencing.

4.2. Cell Culture and Cell Transfection

HEK293T cells were cultured in high-glucose Dulbecco’s Modified Eagle Medium
(DMEM) (Hyclone, Logan, UT, USA) supplemented with 10% FBS (Hyclone, Logan, UT,
USA), 100 U/mL penicillin, 100 µg/mL streptomycin, and 2 mM-Glutamine. All cells
were incubated in a 5% CO2 incubator at 37 ◦C. HEK293T cells transfection was carried
out according to the manufacturer’s instructions of TransIntroTM EL Transfection Reagent
(Transgen, Biotech, Beijing, China). Briefly, HEK293T cells were seeded into a 6-cm petri
dish 24 h before transfection. On the next day, DNA and transfection reagent was added to
an appropriate volume of opti-MEM serum-free medium (Sigma-Aldrich, St. Louis, MO,
USA) in a ratio of 1:3, incubated at room temperature for 15 min, and then transferred to
the HEK293T cells.

4.3. Coimmunoprecipitation Assays and Western Blot Analysis

The coimmunoprecipitation assays and western blot were performed as previously
reported [57]. Briefly, HEK293T cells were co-transfected with 3×HA-Tceal7 and 6×Myc-
Cdk1 expression plasmids for 24 h, washed twice with sterile PBS, and then lysed. The total
lysate supernatant was aliquot and incubated with an anti-HA antibody with a dilution
of 1:50 (Clone BMG-3F10, Roche, Switzerland) or a Rat IgG control (sc-2006, Santa Cruz
Biotechnology, Santa Cruz, CA, USA) for overnight at 4 ◦C. The next day, each reaction was
supplied with 40 µL protein A/G agarose for another 2 h at 4 ◦C. The agarose beads were
washed thrice and resuspended in 30 µL 2 × SDS loading buffer. The immunoprecipitation
complex was analyzed by western blot with an anti-Myc antibody with a dilution of 1:1000
(#2272, Cell Signaling Technology, Danvers, MA, USA).

4.4. GST-Pulldown Assays

GST, GST-Tceal7 and GST-Tceal7 deletions were overexpressed in BL21 E. coli induced
with 0.1 mM IPTG for 3 h at 200 rpm at 37 ◦C. These bacteria were collected and lysed in
a bacterial active protein extraction reagent (Beyotime, Beijing, China) supplemented with
protease inhibitor for 15 min at room temperature. The lysate supernatant was separated
by centrifugation at 13,000× g at 4 ◦C for 10 min and then incubated with 50 µL GST-
tag purification resin for 30 min at 4 ◦C. The beads conjugated with GST or GST fusion
protein were collected and washed thrice with precooled PBS containing 0.1% Triton X-100,
followed by resuspension in sterile PBS. The purified proteins were examined by Coomassie
brilliant blue staining and then quantitated through a BCA kit (Leagene Biotechnology,
Beijing, China). For GST pulldown assays, 10 µg GST-Tceal7 or its deletions bound to beads
were incubated with a cell lysate overexpressing 6×Myc tagged Cyclin or Cdk protein
for 2 h at 4 ◦C. The precipitation was washed thrice with a precooled binding buffer (PBS
supplemented with 10% glycerol and 1% Triton X-100) and then resuspended in 30 µL
2 × SDS loading buffer. Pulldown with GST protein was performed simultaneously as
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a control. The final pulldown proteins were analyzed by western blot with an anti-Myc
antibody (1:1000 dilution).

4.5. Transgenic Mouse Lines Establishment and Animal Care

The pBSK MCK 6.5 kb promoter-HA-Tceal7 transgenic plasmid was digested with
Kpn I and Sac I to obtain a linear 7 kb DNA fragment for microinjection. The purified
transgene DNA was microinjected into 200 oocytes and then transplanted into pseudo-
pregnant female mice, which was entrusted to GemPharmatech (Nanjing, China). To
identify transgenic lines from newborn neonates, a genotyping was performed utilizing
a pair of specific primers (Forward 5′-CAACTTGGGCTCCTGATGTT-3′ and Reverse 5′-
CCATGGATCCAGCGTAATCT-3′). A total of 20 transgenic mice were identified, of which
six males (#2, #13, #29, #37, #40 and #65) were mated with wild-type females to generate
F1 generation mice. The #40 transgenic line failed to impregnate wild-type females. F1
pups from the #65 transgenic line were all negative. All of the remaining transgenic lines
(#2, #13, #29, #37) were stably inherited, and the expression of transgene HA-Tceal7 was
analyzed in their hindlimb muscles with an anti-HA antibody with a dilution of 1:1000
(Clone BMG-3F10, Roche, Switzerland) and anti-Tubulin antibody with a dilution of 1:1000
(sc-8035, Santa Cruz Biotechnology, Santa Cruz, CA, USA). Transgenic lines #13 and #29
were maintained as two Founder lines for further analysis. All mice used in this study
had a C57BL/6J genetic background and were maintained at the Experimental Animal
Center of the South China University of Technology. The mice were anesthetized by CO2
inhalation and euthanized by cervical dislocation under anesthesia. All animal experiment
protocols were approved by the Review Committee of the Academy of Life Sciences, South
China University of Technology, in 2018 (approval number 2018044), in compliance with
ethical regulations and institutional guidelines.

4.6. Detection of Protein Phosphorylation

The gastrocnemius and tibialis anterior muscles of eight-week-old mice were isolated,
minced, and then homogenized in an NP40 Buffer supplied with protease inhibitors and
phosphatase inhibitors (Leagene Biotechnology, Beijing, China). These protein lysates were
then quantified and analyzed by western blot with antibodies as follows: phospho-4E-
BP1 antibody (#9451, Cell Signaling Technology, Danvers, MA, USA), phospho-p70 S6
kinase antibody (#9234, Cell Signaling Technology, Danvers, MA, USA), phospho-CDK
Substrate Motif antibody (#9477, Cell Signaling Technology, Danvers, MA, USA), 4E-BP1
antibody (#9644, Cell Signaling Technology, Danvers, MA, USA), p70 S6 kinase antibody
(#2708, Cell Signaling Technology, Danvers, MA, USA) and GAPDH antibody (#A19056,
ABclonal Technology, Wuhan, China). The dilution ratio of these antibodies for detecting
phosphorylation was 1:500, while that of all other antibodies was 1:1000. The signal was
detected in a chemiluminescence ChemiScope 4300Pro system and quantified with Clinx
Image Analysis software.

4.7. Hematoxylin and Eosin Staining

Hematoxylin and eosin staining was carried out as previously characterized [58]. The
gastrocnemius and tibialis anterior muscles of four-week-old and eight-week-old mice
were isolated and fixed with 4% paraformaldehyde overnight at 4 ◦C before sectioning.
The tissue sections were deparaffinized, hydrated, stained and air-dried prior to imaging
under a microscope. The cross-sectional area of myofibers was quantified using ImageJ
software and calculated for at least 300 myofibers in each group.

4.8. Statistics

All data represent the means of at least three independent replicates. Statistical
significance was performed by Student’s t-test for two group comparisons and one-way
ANOVA for multiple comparisons with a Tukey’s test using a GraphPad Prism. *, p < 0.05;
**, p < 0.01; and ***, p < 0.001.
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5. Conclusions

In summary, our data fully support the notion that Tceal7 represses myoblast prolif-
eration and myofiber growth through its inhibitory interaction with Cdk1. The exhibited
function of Tceal7 corresponds almost exactly to its spatiotemporal expression pattern,
with high expression during embryonic development or skeletal muscle regeneration but
reverting to basal level after birth or completion of impaired regeneration.

Supplementary Materials: The following supporting information can be downloaded at:
https://www.mdpi.com/article/10.3390/ijms24076264/s1.

Author Contributions: Conceptualization, Z.X., J.W. and X.S.; methodology, Z.X., M.W. and X.S.;
software, Z.X. and X.S.; validation, Z.X. and X.S.; formal analysis, Z.X. and X.S.; investigation, Z.X.,
M.W. and X.S.; resources, J.W. and X.S.; data curation, Z.X., M.W. and X.S.; writing—original draft
preparation, Z.X., M.W. and X.S.; writing—review and editing, Z.X., M.W., J.W. and X.S.; visualization,
Z.X. and X.S.; supervision, X.S.; project administration, X.S.; funding acquisition, X.S. All authors
have read and agreed to the published version of the manuscript.

Funding: This research was supported by a grant from National Natural Science Foundation of China
(No. 31771449).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Suryadinata, R.; Sadowski, M.; Sarcevic, B. Control of cell cycle progression by phosphorylation of cyclin-dependent kinase

(CDK) substrates. Biosci. Rep. 2010, 30, 243–255. [CrossRef]
2. Faustova, I.; Bulatovic, L.; Matiyevskaya, F.; Valk, E.; Örd, M.; Loog, M. A new linear cyclin docking motif that mediates

exclusively S-phase CDK-specific signaling. EMBO J. 2021, 40, e105839. [CrossRef]
3. Songyang, Z.; Lu, K.P.; Kwon, Y.T.; Tsai, L.H.; Filhol, O.; Cochet, C.; Brickey, D.A.; Soderling, T.R.; Bartleson, C.; Graves, D.J.; et al.

A structural basis for substrate specificities of protein Ser/Thr kinases: Primary sequence preference of casein kinases I and II,
NIMA, phosphorylase kinase, calmodulin-dependent kinase II, CDK5, and Erk1. Mol. Cell Bio. 1996, 16, 6486–6493. [CrossRef]

4. Srinivasan, J.; Koszelak, M.; Mendelow, M.; Kwon, Y.G.; Lawrence, D.S. The design of peptide-based substrates for the cdc2
protein kinase. Biochem. J. 1995, 309, 927–931. [CrossRef]

5. Malumbres, M.; Barbacid, M. Mammalian cyclin-dependent kinases. Trends Biochem. Sci. 2005, 30, 630–641. [CrossRef]
6. Haneke, K.; Schott, J.; Lindner, D.; Hollensen, A.K.; Damgaard, C.K.; Mongis, C.; Knop, M.; Palm, W.; Ruggieri, A.; Stoecklin, G.

CDK1 couples proliferation with protein synthesis. J. Cell Biol. 2020, 219, e201906147. [CrossRef]
7. Santamaría, D.; Barrière, C.; Cerqueira, A.; Hunt, S.; Tardy, C.; Newton, K.; Cáceres, J.F.; Dubus, P.; Malumbres, M.; Barbacid, M.

Cdk1 is sufficient to drive the mammalian cell cycle. Nature 2007, 448, 811–815. [CrossRef]
8. Kobayashi, Y.; Tanaka, T.; Mulati, M.; Ochi, H.; Sato, S.; Kaldis, P.; Yoshii, T.; Okawa, A.; Inose, H. Cyclin-Dependent Kinase 1 Is

Essential for Muscle Regeneration and Overload Muscle Fiber Hypertrophy. Front. Cell Dev. Biol. 2020, 8, 564581. [CrossRef]
9. Kalous, J.; Jansová, D.; Šušor, A. Role of Cyclin-Dependent Kinase 1 in Translational Regulation in the M-Phase. Cells 2020,

9, 1568. [CrossRef]
10. Schiaffino, S.; Dyar, K.A.; Ciciliot, S.; Blaauw, B.; Sandri, M. Mechanisms regulating skeletal muscle growth and atrophy. FEBS J.

2013, 280, 4294–4314. [CrossRef]
11. Qin, X.; Jiang, B.; Zhang, Y. 4E-BP1, a multifactor regulated multifunctional protein. Cell Cycle. 2016, 15, 781–786. [CrossRef]
12. Martineau, Y.; Azar, R.; Bousquet, C.; Pyronnet, S. Anti-oncogenic potential of the eIF4E-binding proteins. Oncogene 2013,

32, 671–677. [CrossRef]
13. Gingras, A.C.; Raught, B.; Gygi, S.P.; Niedzwiecka, A.; Miron, M.; Burley, S.K.; Polakiewicz, R.D.; Wyslouch-Cieszynska, A.;

Aebersold, R.; Sonenberg, N. Hierarchical phosphorylation of the translation inhibitor 4E-BP1. Genes Dev. 2001, 15, 2852–2864.
[CrossRef]

14. Wang, X.; Li, W.; Parra, J.L.; Beugnet, A.; Proud, C.G. The C terminus of initiation factor 4E-binding protein 1 contains multiple
regulatory features that influence its function and phosphorylation. Mol. Cell. Biol. 2003, 23, 1546–1557. [CrossRef]

15. Gingras, A.C.; Gygi, S.P.; Raught, B.; Polakiewicz, R.D.; Abraham, R.T.; Hoekstra, M.F.; Aebersold, R.; Sonenberg, N. Regulation
of 4E-BP1 phosphorylation: A novel two-step mechanism. Genes Dev. 1999, 13, 1422–1437. [CrossRef]

16. Meyuhas, O.; Kahan, T. The race to decipher the top secrets of TOP mRNAs. Biochim. Biophys. Acta 2015, 1849, 801–811. [CrossRef]

https://www.mdpi.com/article/10.3390/ijms24076264/s1
http://doi.org/10.1042/BSR20090171
http://doi.org/10.15252/embj.2020105839
http://doi.org/10.1128/MCB.16.11.6486
http://doi.org/10.1042/bj3090927
http://doi.org/10.1016/j.tibs.2005.09.005
http://doi.org/10.1083/jcb.201906147
http://doi.org/10.1038/nature06046
http://doi.org/10.3389/fcell.2020.564581
http://doi.org/10.3390/cells9071568
http://doi.org/10.1111/febs.12253
http://doi.org/10.1080/15384101.2016.1151581
http://doi.org/10.1038/onc.2012.116
http://doi.org/10.1101/gad.912401
http://doi.org/10.1128/MCB.23.5.1546-1557.2003
http://doi.org/10.1101/gad.13.11.1422
http://doi.org/10.1016/j.bbagrm.2014.08.015


Int. J. Mol. Sci. 2023, 24, 6264 14 of 15

17. Magnuson, B.; Ekim, B.; Fingar, D.C. Regulation and function of ribosomal protein S6 kinase (S6K) within mTOR signalling
networks. Biochem. J. 2012, 441, 1–21. [CrossRef]

18. Mukhopadhyay, N.K.; Price, D.J.; Kyriakis, J.M.; Pelech, S.; Sanghera, J.; Avruch, J. An array of insulin-activated, proline-directed
serine/threonine protein kinases phosphorylate the p70 S6 kinase. J. Biol. Chem. 1992, 267, 3325–3335. [CrossRef]

19. Ferrari, S.; Bannwarth, W.; Morley, S.J.; Totty, N.F.; Thomas, G. Activation of p70s6k is associated with phosphorylation of four
clustered sites displaying Ser/Thr-Pro motifs. Proc. Natl. Acad. Sci. USA 1992, 89, 7282–7286. [CrossRef]

20. Alessi, D.R.; Kozlowski, M.T.; Weng, Q.P.; Morrice, N.; Avruch, J. 3-Phosphoinositide-dependent protein kinase 1 (PDK1)
phosphorylates and activates the p70 S6 kinase in vivo and in vitro. Curr. Biol. 1998, 8, 69–81. [CrossRef]

21. Pullen, N.; Dennis, P.B.; Andjelkovic, M.; Dufner, A.; Kozma, S.C.; Hemmings, B.A.; Thomas, G. Phosphorylation and activation
of p70s6k by PDK1. Science 1998, 279, 707–710. [CrossRef] [PubMed]

22. Shi, X.; Garry, D.J. Myogenic regulatory factors transactivate the Tceal7 gene and modulate muscle differentiation. Biochem. J.
2010, 428, 213–221. [CrossRef] [PubMed]

23. Xiong, Z.; Wang, M.; You, S.; Chen, X.; Lin, J.; Wu, J.; Shi, X. Transcription Regulation of Tceal7 by the Triple Complex of Mef2c,
Creb1 and Myod. Biology 2022, 11, 446. [CrossRef]

24. Guo, K.; Wang, J.; Andrés, V.; Smith, R.C.; Walsh, K. MyoD-induced expression of p21 inhibits cyclin-dependent kinase activity
upon myocyte terminal differentiation. Mol. Cell Biol. 1995, 15, 3823–3829. [CrossRef]

25. Novitch, B.G.; Mulligan, G.J.; Jacks, T.; Lassar, A.B. Skeletal muscle cells lacking the retinoblastoma protein display defects in
muscle gene expression and accumulate in S and G2 phases of the cell cycle. J. Cell Biol. 1996, 135, 441–456. [CrossRef]

26. Frolov, M.V.; Dyson, N.J. Molecular mechanisms of E2F-dependent activation and pRB-mediated repression. J. Cell Sci. 2004,
117, 2173–2181. [CrossRef]

27. De Falco, G.; Comes, F.; Simone, C. pRb: Master of differentiation. Coupling irreversible cell cycle withdrawal with induction of
muscle-specific transcription. Oncogene 2006, 25, 5244–5249. [CrossRef] [PubMed]

28. Shuda, M.; Velásquez, C.; Cheng, E.; Cordek, D.G.; Kwun, H.J.; Chang, Y.; Moore, P.S. CDK1 substitutes for mTOR kinase to
activate mitotic cap-dependent protein translation. Proc. Natl. Acad. Sci. USA 2015, 112, 5875–5882. [CrossRef]

29. Papst, P.J.; Sugiyama, H.; Nagasawa, M.; Lucas, J.J.; Maller, J.L.; Terada, N. Cdc2-cyclin B phosphorylates p70 S6 kinase on Ser411
at mitosis. J. Biol. Chem. 1998, 273, 15077–15084. [CrossRef]

30. Shah, O.J.; Ghosh, S.; Hunter, T. Mitotic regulation of ribosomal S6 kinase 1 involves Ser/Thr, Pro phosphorylation of consensus
and non-consensus sites by Cdc2. J. Biol. Chem. 2003, 278, 16433–16442. [CrossRef]

31. Glass, D.J. PI3 kinase regulation of skeletal muscle hypertrophy and atrophy. Curr. Top Microbiol. Immunol. 2010, 346, 267–278.
[PubMed]

32. Retamales, A.; Zuloaga, R.; Valenzuela, C.A.; Gallardo-Escarate, C.; Molina, A.; Valdés, J.A. Insulin-like growth factor-1 suppresses
the Myostatin signaling pathway during myogenic differentiation. Biochem. Biophys. Res. Commun. 2015, 464, 596–602. [CrossRef]

33. Yoshida, T.; Delafontaine, P. Mechanisms of IGF-1-Mediated Regulation of Skeletal Muscle Hypertrophy and Atrophy. Cells 2020,
9, 1970. [CrossRef]

34. Musarò, A.; McCullagh, K.; Paul, A.; Houghton, L.; Dobrowolny, G.; Molinaro, M.; Barton, E.R.; Sweeney, H.L.; Rosenthal, N.
Localized Igf-1 transgene expression sustains hypertrophy and regeneration in senescent skeletal muscle. Nat. Genet. 2001,
27, 195–200. [CrossRef] [PubMed]

35. Coleman, M.E.; DeMayo, F.; Yin, K.C.; Lee, H.M.; Geske, R.; Montgomery, C.; Schwartz, R.J. Myogenic vector expression of
insulin-like growth factor I stimulates muscle cell differentiation and myofiber hypertrophy in transgenic mice. J. Biol. Chem.
1995, 270, 12109–12116. [CrossRef] [PubMed]

36. Sasaki, T.; Kuboyama, A.; Mita, M.; Murata, S.; Shimizu, M.; Inoue, J.; Mori, K.; Sato, R. The exercise-inducible bile acid receptor
Tgr5 improves skeletal muscle function in mice. J. Biol. Chem. 2018, 293, 10322–10332. [CrossRef]

37. Russo, A.A.; Jeffrey, P.D.; Patten, A.K.; Massagué, J.; Pavletich, N.P. Crystal structure of the p27Kip1 cyclin-dependent-kinase
inhibitor bound to the cyclin A-Cdk2 complex. Nature 1996, 382, 325–331. [CrossRef] [PubMed]

38. Takeda, D.Y.; Wohlschlegel, J.A.; Dutta, A. A bipartite substrate recognition motif for cyclin-dependent kinases. J. Biol. Chem.
2001, 276, 1993–1997. [CrossRef]

39. Wohlschlegel, J.A.; Dwyer, B.T.; Takeda, D.Y.; Dutta, A. Mutational analysis of the Cy motif from p21 reveals sequence degeneracy
and specificity for different cyclin-dependent kinases. Mol. Cell Biol. 2001, 21, 4868–4874. [CrossRef]

40. Liu, F.; Rothblum-Oviatt, C.; Ryan, C.E.; Piwnica-Worms, H. Overproduction of human Myt1 kinase induces a G2 cell cycle delay
by interfering with the intracellular trafficking of Cdc2-cyclin B1 complexes. Mol. Cell Biol. 1999, 19, 5113–5123. [CrossRef]

41. Wood, D.J.; Endicott, J.A. Structural insights into the functional diversity of the CDK-cyclin family. Open Biol. 2018, 8, 180112.
[CrossRef] [PubMed]

42. Malumbres, M. Cyclin-dependent kinases. Genome. Biol. 2014, 15, 122. [CrossRef]
43. Zammit, P.S. Function of the myogenic regulatory factors Myf5, MyoD, Myogenin and MRF4 in skeletal muscle, satellite cells and

regenerative myogenesis. Semin. Cell Dev. Biol. 2017, 72, 19–32. [CrossRef]
44. Lucas, L.; Cooper, T.A. Insights into Cell-Specific Functions of Microtubules in Skeletal Muscle Development and Homeostasis.

Int. J. Mol. Sci. 2023, 24, 2903. [CrossRef]
45. Fingar, D.C.; Salama, S.; Tsou, C.; Harlow, E.; Blenis, J. Mammalian cell size is controlled by mTOR and its downstream targets

S6K1 and 4EBP1/eIF4E. Genes Dev. 2002, 16, 1472–1487. [CrossRef]

http://doi.org/10.1042/BJ20110892
http://doi.org/10.1016/S0021-9258(19)50735-9
http://doi.org/10.1073/pnas.89.15.7282
http://doi.org/10.1016/S0960-9822(98)70037-5
http://doi.org/10.1126/science.279.5351.707
http://www.ncbi.nlm.nih.gov/pubmed/9445476
http://doi.org/10.1042/BJ20091906
http://www.ncbi.nlm.nih.gov/pubmed/20307260
http://doi.org/10.3390/biology11030446
http://doi.org/10.1128/MCB.15.7.3823
http://doi.org/10.1083/jcb.135.2.441
http://doi.org/10.1242/jcs.01227
http://doi.org/10.1038/sj.onc.1209623
http://www.ncbi.nlm.nih.gov/pubmed/16936743
http://doi.org/10.1073/pnas.1505787112
http://doi.org/10.1074/jbc.273.24.15077
http://doi.org/10.1074/jbc.M300435200
http://www.ncbi.nlm.nih.gov/pubmed/20593312
http://doi.org/10.1016/j.bbrc.2015.07.018
http://doi.org/10.3390/cells9091970
http://doi.org/10.1038/84839
http://www.ncbi.nlm.nih.gov/pubmed/11175789
http://doi.org/10.1074/jbc.270.20.12109
http://www.ncbi.nlm.nih.gov/pubmed/7744859
http://doi.org/10.1074/jbc.RA118.002733
http://doi.org/10.1038/382325a0
http://www.ncbi.nlm.nih.gov/pubmed/8684460
http://doi.org/10.1074/jbc.M005719200
http://doi.org/10.1128/MCB.21.15.4868-4874.2001
http://doi.org/10.1128/MCB.19.7.5113
http://doi.org/10.1098/rsob.180112
http://www.ncbi.nlm.nih.gov/pubmed/30185601
http://doi.org/10.1186/gb4184
http://doi.org/10.1016/j.semcdb.2017.11.011
http://doi.org/10.3390/ijms24032903
http://doi.org/10.1101/gad.995802


Int. J. Mol. Sci. 2023, 24, 6264 15 of 15

46. Steiner, J.L.; Pruznak, A.M.; Deiter, G.; Navaratnarajah, M.; Kutzler, L.; Kimball, S.R.; Lang, C.H. Disruption of genes encoding
eIF4E binding proteins-1 and -2 does not alter basal or sepsis-induced changes in skeletal muscle protein synthesis in male or
female mice. PLoS ONE 2014, 9, e99582. [CrossRef] [PubMed]

47. Ohanna, M.; Sobering, A.K.; Lapointe, T.; Lorenzo, L.; Praud, C.; Petroulakis, E.; Sonenberg, N.; Kelly, P.A.; Sotiropoulos, A.;
Pende, M. Atrophy of S6K1(-/-) skeletal muscle cells reveals distinct mTOR effectors for cell cycle and size control. Nat. Cell Biol.
2005, 7, 286–294. [CrossRef]

48. Rommel, C.; Bodine, S.C.; Clarke, B.A.; Rossman, R.; Nunez, L.; Stitt, T.N.; Yancopoulos, G.D.; Glass, D.J. Mediation of IGF-1-
induced skeletal myotube hypertrophy by PI(3)K/Akt/mTOR and PI(3)K/Akt/GSK3 pathways. Nat. Cell Biol. 2001, 3, 1009–1013.
[CrossRef] [PubMed]

49. Yang, W.; Cho, H.; Shin, H.Y.; Chung, J.Y.; Kang, E.S.; Lee, E.J.; Kim, J.H. Accumulation of cytoplasmic Cdk1 is associated with
cancer growth and survival rate in epithelial ovarian cancer. Oncotarget 2016, 7, 49481–49497. [CrossRef]

50. Qian, J.Y.; Gao, J.; Sun, X.; Cao, M.D.; Shi, L.; Xia, T.S.; Zhou, W.B.; Wang, S.; Ding, Q.; Wei, J.F. KIAA1429 acts as an oncogenic
factor in breast cancer by regulating CDK1 in an N6-methyladenosine-independent manner. Oncogene 2019, 38, 6123–6141.
[CrossRef]

51. Li, M.; He, F.; Zhang, Z.; Xiang, Z.; Hu, D. CDK1 serves as a potential prognostic biomarker and target for lung cancer. J. Int.
Med. Res. 2020, 48, 300060519897508. [CrossRef] [PubMed]

52. Wijnen, R.; Pecoraro, C.; Carbone, D.; Fiuji, H.; Avan, A.; Peters, G.J.; Giovannetti, E.; Diana, P. Cyclin Dependent Kinase-1
(CDK-1) Inhibition as a Novel Therapeutic Strategy against Pancreatic Ductal Adenocarcinoma (PDAC). Cancers 2021, 13, 4389.
[CrossRef] [PubMed]

53. Chien, J.; Narita, K.; Rattan, R.; Giri, S.; Shridhar, R.; Staub, J.; Beleford, D.; Lai, J.; Roberts, L.R.; Molina, J.; et al. A role for
candidate tumor-suppressor gene TCEAL7 in the regulation of c-Myc activity, cyclin D1 levels and cellular transformation.
Oncogene 2008, 27, 7223–7234. [CrossRef] [PubMed]

54. Rattan, R.; Narita, K.; Chien, J.; Maguire, J.L.; Shridhar, R.; Giri, S.; Shridhar, V. TCEAL7, a putative tumor suppressor gene,
negatively regulates NF-kappaB pathway. Oncogene 2010, 29, 1362–1373. [CrossRef]

55. Yan, Z.; Sheng, Z.; Zheng, Y.; Feng, R.; Xiao, Q.; Shi, L.; Li, H.; Yin, C.; Luo, H.; Hao, C.; et al. Cancer-associated fibroblast-derived
exosomal miR-18b promotes breast cancer invasion and metastasis by regulating TCEAL7. Cell Death Dis. 2021, 12, 1120.
[CrossRef]

56. Yue, X.; Lan, F.; Xia, T. Hypoxic Glioma Cell-Secreted Exosomal miR-301a Activates Wnt/β-catenin Signaling and Promotes
Radiation Resistance by Targeting TCEAL7. Mol Ther. 2019, 27, 1939–1949. [CrossRef]

57. Shi, X.; Bowlin, K.M.; Garry, D.J. Fhl2 interacts with Foxk1 and corepresses Foxo4 activity in myogenic progenitors. Stem Cells
2010, 28, 462–469. [CrossRef]

58. Gong, W.; Gohla, R.M.; Bowlin, K.M.; Koyano-Nakagawa, N.; Garry, D.J.; Shi, X. Kelch Repeat and BTB Domain Containing
Protein 5 (Kbtbd5) Regulates Skeletal Muscle Myogenesis through the E2F1-DP1 Complex. J. Biol. Chem. 2015, 290, 15350–15361.
[CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

http://doi.org/10.1371/journal.pone.0099582
http://www.ncbi.nlm.nih.gov/pubmed/24945486
http://doi.org/10.1038/ncb1231
http://doi.org/10.1038/ncb1101-1009
http://www.ncbi.nlm.nih.gov/pubmed/11715022
http://doi.org/10.18632/oncotarget.10373
http://doi.org/10.1038/s41388-019-0861-z
http://doi.org/10.1177/0300060519897508
http://www.ncbi.nlm.nih.gov/pubmed/32020821
http://doi.org/10.3390/cancers13174389
http://www.ncbi.nlm.nih.gov/pubmed/34503199
http://doi.org/10.1038/onc.2008.360
http://www.ncbi.nlm.nih.gov/pubmed/18806825
http://doi.org/10.1038/onc.2009.431
http://doi.org/10.1038/s41419-021-04409-w
http://doi.org/10.1016/j.ymthe.2019.07.011
http://doi.org/10.1002/stem.274
http://doi.org/10.1074/jbc.M114.629956

	Introduction 
	Results 
	Construction of MCK 6.5 kb-HA-Tceal7 Transgenic Lines 
	Characterization of the Skeletal Muscle Fiber in Tceal7 Transgenic Mice 
	Tceal7 Directly Interacts with Cdk1 
	Identification of the Interacting Domains between Tceal7 and Cdk1 
	Reduction of Protein Phosphorylation in MCK 6.5 kb HA-Tceal7 Transgenic Mice 

	Discussion 
	Materials and Methods 
	Plasmid Construction 
	Cell Culture and Cell Transfection 
	Coimmunoprecipitation Assays and Western Blot Analysis 
	GST-Pulldown Assays 
	Transgenic Mouse Lines Establishment and Animal Care 
	Detection of Protein Phosphorylation 
	Hematoxylin and Eosin Staining 
	Statistics 

	Conclusions 
	References

