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Abstract
Cervical carcinoma is a most prevalent cancer in women worldwide. The metastasis is one of the major issues for late-stage cervical carcinoma
in patients. Epithelial-mesenchymal transition (EMT) has been implicated in cervical carcinoma progression and metastasis. During EMT, cervical
carcinoma cells lose epithelial features and gain a mesenchymal phenotype. The EMT has been identified to be regulated by key transcription
factors including Snail, Zeb, and Twist. In this review, we will discuss our current understanding of how these key transcription factors play
important roles in EMT program of cervical carcinoma cells.
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Cervical Carcinoma
Cervical carcinoma is a most prevalent cancer and a common cause
of death in women worldwide. The major types of cervical carcinoma
include squamous cell carcinoma (SCC) and adenocarcinoma [1].
Squamous cell carcinoma begins in the thin and flat cells that line the
cervix while adenocarcinoma begins in cervical cells that make mucus
and other fluids [1]. About 90% of cervical carcinoma is squamous cell
carcinoma, only 10% of cervical carcinoma is adenocarcinoma [1]. The
major etiological factor of cervical carcinoma is the presence of human
papillomavirus (HPV) oncogene [2]. HPV can be classified into highrisk and low-risk types. High-risk HPVs such as HPV-16, 18, and 31
are associated with more than 90% cervical carcinoma [2]. HPV is
contributing to progression of cervical carcinoma through the action
of HPV oncoproteins E6 and E7 which interact with tumor suppressor
proteins such as p53 and pRB to interfere critical cell cycle [3]. E6 and E7
are invariably expressed in HPV-positive cervical carcinoma cells and play
important roles in carcinogenesis and maintenance of the transformed
phenotype [3]. Despite HPV are thought to be the major cause of cervical
carcinoma, however, our data and others have shown that HPV alone is
not sufficient to induce cervical carcinoma formation, suggesting that the
factors other than HPV viral proteins also contribute to the progression
of cervical carcinoma [4-6].
The metastasis is one of the major issues in late-stage cervical
carcinoma in patients. In order to migrate, cancer cells need to activate
genes for cellular proliferation, change cellular characteristics from
epithelial to mesenchymal, activate anti-apoptotic signaling to initiate
cell differentiation, down-regulate the receptors to help cell-cell
attachment, up-regulate the cell adhesion molecules to promote cell
movement, degrade cell-cell junctions, and activate proteases at the
cell surface [7]. Whether or not a cancer cell successfully migrates
for metastasis is related with cancer progenitor cell characteristics,
environmental factors, extracellular and intracellular signaling, and
epigenetic changes all influence [8].
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Epithelial cells have distinctive features of cell adhesion and apical-basal
polarity, whereas mesenchymal cells loose cell adhesion and have a frontback cell polarity [9]. Epithelial cells can be converted to mesenchymal
cells through a epithelial-mesenchymal transition (EMT) process in many
cancers including cervical carcinoma, which have dramatic phenotypic
changes by the loss of epithelial marker proteins such as E-cadherin and
the acquisition of mesenchymal marker proteins such as vimentin [912]. It has been proposed that three types of EMT are involved in cancer
progression. The type 1 of EMT is in the developmental processes, type
2 of EMT is in the inflammation, tissue remodeling, wound healing, and
fibrosis, and type 3 of EMT is in cancer invasion and metastasis [13].
The process of EMT is reversible when mesenchymal cells gain epithelial
characteristics via mesenchymal-epithelial transition (MET) process [14].
Interestingly, incomplete EMT in an epithelial cancer cell may generate a
combine metastable cell which contains both epithelial and mesenchymal
phenotypes and consistent with the existence of cancer cells in various
tumors including cervical carcinoma [1].
The epithelial-mesenchymal transition plays an important role in
metastasis of cervical carcinoma. The transfection of oncoproteins E6 and
E7 in cervical carcinoma cells showed the up-regulation of mesenchymal
markers SMA and vimentin and the down-regulation of epithelial
marker E-cadherin during EMT [15]. Loss of E-cadherin is related to the
oncoprotein E5 of human HPV, while forced expression of E-cadherin in
the immortalized cell line with oncoproteins E6 and E7 can reverse
the invasive phenotype [16]. The promoter DNA hypermethylation
is a major contributor that regulating transcription activity of the
E-cadherin gene and the hypermethylated DNA is detectable in serum
of cervical carcinoma patients [17]. E-cadherin expression can be
reactivated using HDAC inhibitor valproic acid (VPA), suggesting
that histone modification and chromatin remodeling is involved in
the regulation of E-cadherin expression in cervical carcinomas [17].
Although hypoxic has been suggested to be involved in E-cadherin
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suppression in cancers, however there is no evidence to show that
the oxygenation is directly related with E-cadherin expression in the
squamous cell carcinoma of uterine cervix [18].

Loss of E-cadherin during EMT
E-cadherin is expressed primarily in epithelial cells as a single-span
transmembrane glycoprotein of five repeats and one cytoplasmic domain
[19]. E-cadherin mediates cell-cell adhesion via interacting with a number
of proteins including α-catenin, β-catenin, and p120 catenin which link
E-cadherin to the actin cytoskeleton in its cytoplasmic domain [20]. The
extracellular domain of E-cadherin contains characteristic repeats that
regulate homophilic and heterophilic interactions [21]. The evidences
suggest that the combination of cis-dimerization of two cadherin molecules
on the same cell surface and trans-interactions between cadherin dimers
on opposing cell surfaces which maximizes homophilic adhesion [22-25].
Loss of E-cadherin is a common feature of EMT in epithelial cancers
including cervical carcinoma, which has been found to increase cancer
cell invasion and metastasis [7]. E-cadherin is a tumor suppressor of many
tumors and its down-regulation provokes the development of malignant
epithelial cancers. Several important transcription factors have been
shown to associate with E-cadherin during EMT. As a member of the
Snail family of transcriptional repressors, Slug is capable of repressing
E-cadherin expression to trigger EMT, suggesting that it may play a role
as an invasion promoter. The evidence suggests that both Snail and its
family member Slug are capable of repressing E-cadherin in epithelial
cells via the E-box elements in the proximal E-cadherin promoter [26].
Behrens et al. [27] have demonstrated that epithelial cells assume invasive
characteristics due to loss of E-cadherin-mediated cell adhesion. Burdsal
et al. [28] have shown that blocking E-cadherin is sufficient to trigger EMT
in mammalian cell systems. Therefore, loss of E-cadherin is frequently
associated with strong invasive tendencies and can be considered as a
classical marker of poor prognosis of cervical carcinoma.

Regulation of EMT by Transcription Factors in Cervical
Carcinoma
Many transcription factors have been reported to associate with the
regulation of EMT. These transcription factors include the Snail family
of zinc-finger transcription factors such as Snail1 (Snai1), Snail2 (Slug),
and Snail3 (Smuc); the two-handed zinc-finger factors of d-crystallin/E2
box factor family proteins zinc-finger E-box-binding homeobox (Zeb)1
and Smad-interacting protein Zeb2; and the basic helix-loop-helix factors
Twist1 and Twist 2 [17,29,30]. These transcription factors recognize
the DNA sequences of E-box in the promoter region of E-cadherin
and recruit cofactors and histone deacetylases resulted in repressing
E-cadherin expression [31]. In addition, these transcription factors act as
molecular switches response to the signaling pathways and regulate the
EMT program [32].
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transcription factors [39], suggesting that Snail proteins might compete
with them for the same binding sequences.
Snail has been shown to convert normal epithelial cells into
mesenchymal cells through the direct repression of E-cadherin expression
[40]. More importantly, Snail knockout mice die at gastrulation stages
and show defects in EMT [41]. Mutant embryos retain all characteristic
of epithelial cells with apical–basal polarity, microvilli and Adherens
Junctions [42]. This study indicates that Snail acting as a repressor
of E-cadherin expression and loss of Snail proteins in epithelial cells
resulted in failing to undergo EMT. Snail and Slug are considered major
transcription factors that regulate EMT in various cancers including
cervical carcinoma [9,43,44]. Several studies have shown that Snail family
proteins play important role in induction of EMT in cervical carcinoma
[1,6] (Figure 1). The Snail inhibits the expression of claudins, occludin, and
thrombomodulin in cervical carcinoma cells [1,45,46]. Snail and Smuc
have been reported to associate with lymph node metastasis [47]. It was
shown that Snail and Slug bind to the E-cadherin promoter, up-regulate
mesenchymal makers such as Vimentin, and ultimately promote EMT
[48]. The up-regulation and nuclear accumulation of Snail are correlated
with EMT in cervical carcinoma [47]. These data suggest that Snail family
proteins play important role during EMT in cervical carcinoma.

Zeb1 and Zeb2
Zeb family proteins including Zeb1 and Zeb2 are sequence-specific
DNA-binding transcription factors [49]. Several studies have shown
that Zeb1 and Zeb2 can regulate E-cadherin expression in multiple
human cancers through binding the E-boxes of E-cadherin [17,50,51].
Both Zeb1 and Zeb2 contain the helix-loop-helix motif that bind to the
bipartite E-boxes of E-cadherin promoter region [17]. Polycomb protein
Pc2 is required for E-cadherin repression mediated by small ubiquitinlike modifier (SUMO) conjugated lysine residues Lys391 and Lys866 in
Zeb proteins [17,52]. In addition, Zeb proteins control the microRNA
expression by interfering in microRNA promoter activity to form a
reciprocal feedback loop in EMT [53]. Dysregulation of both Zeb1/2
and E-cadherin can be found in a lot of tumorigenic processes such as
the stem-like cell character, development of mesenchymal phenotype,

Snail, Slug and Smuc
The Snail family proteins include Snail (Snai1), Slug (Snai2), and Smuc
(Snai3) which are zinc finger transcriptional regulators [33]. The Snail
family proteins encode transcription factors of the zinc-finger type and
share a highly conserved carboxy-terminal region and a divergent aminoterminal region [34]. The zinc-finger type includes the cysteines and
histidines (C2H2) type and function as sequence-specific DNA-binding
motifs [35]. The amino-terminal part of the zinc-finger type can bind to a
major groove of the DNA [36]. In addition, the zinc-finger type includes
two beta-strands followed by alpha-helix [36]. The two conserved C2H2
coordinate the zinc ion [37]. It has been shown that the consensus binding
site of Snail-related genes contains a core of six bases, CAGGTG [38]. This
motif is identical to the core binding site of basic helix-loop-helix (bHLH)

Figure 1:Transcription factors regulate EMT in cervical carcinoma cells
Cervical cancer epithelial cell can be converted to cervical cancer
mesenchymal cell by regulation of Snail, Zeb, and Twist family proteins
in nucleus, respectively during an epithelial-mesenchymal transition
(EMT) process, which has dramatic phenotypic changes by the loss
of epithelial marker proteins such as E-cadherin and the acquisition of
mesenchymal marker proteins such as vimentin.
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aggressiveness in EMT, resistance to therapeutic agents, adaptive stages
under hypoxic microenvironment, and cancer progression [17,54 55].
Normally, mesenchymal cells highly express Zeb1, whereas epithelial
cell lack Zeb1 expression [56]. Zeb1 can induce EMT through suppressing
E-cadherin and other genes to participate in epithelial cell polarity, when
Zeb1 is inappropriately expressed in cervical carcinomas [57]. Nuclear
Zeb1 expression is detected in most of invasive cervical carcinomas
[58]. In addition, Nuclear Zeb1 expression is associated with high
grades in cervical carcinoma [35]. Although hypoxic has been suggested
to be involved in E-cadherin suppression in solid tumors, however the
oxygenation status has no direct correlation with E-cadherin level in the
cervical carcinoma [18]. Clinically, Zeb1 expression has been found in
more than 95% cervical carcinoma and the expression level of Zeb1 was
significantly associated with International Federation of Gynecology and
Obstetrics stages and regional lymph node metastasis [17]. At present,
whether Zeb1 and Zeb2 are involved in the cervical carcinomas remained
to be determined.

Twist1/2
Twist is a transcription factor protein that belongs to the family of basichelix-loop-helix proteins (bHLH) [20]. Twist includes a conserved domain
with two α-helices separated by an inter-helical loop [59]. Twist can form
dimers by its helices and binds to the DNA sequences 5’-CANNTG-3′
called E-boxes [60]. In vertebrate animals, Twist encodes two similar
genes, Twist1 and Twist2 which are 90% identical. The C-terminal
sequence of E-box in Twist is associated with the anti-osteogenic function.
Twist1 has a glycine-abundant region in the N-terminal of E-box, whereas
Twist2 does not have such region. Both Twist1 and Twist2 are associated
with the differentiation of muscle, cartilage and osteogenic cells [61].
Twist is mainly found in neural crest cells in vertebrates [62]. The absence
of Twist2 function in mice is associated with cachexia [60].
Twist family proteins have been reported to contribute in tumor
metastasis by promoting EMT [63]. Twist2 protein regulates E-cadherin
expression by down-regulating E-cadherin promoter activity [64]. Twist1
is a master regulator and a primary cause of EMT in cervical carcinoma
[22,35]. The expression of Twist1 is associated with chemotherapy
and radiotherapy resistance while the inactivation of Twist1 by RNA
interference induces cell apoptosis in cervical carcinoma cells [65]. In
addition, the overexpression of Twist1 leads to a poor prognosis and
the knockdown of Twist1 induces down-regulation of MDR1/P-gp
(multi-drug resistance protein) expression, inhibiting its efflux activity,
and sensitizing cervical cancer cells to cisplatin treatment in cervical
carcinomas [66]. Twist2 expression in cervical squamous cell carcinoma
patients is a predictor for metastatic potential and Twist2 increases the
rate of migration and invasion more than Twist1 [67]. Twist plays a
role in the regulation of EMT in cervical cells through maintaining the
CD44 expression and stem cell-like properties associated with EMT [68].
The expression of Twist is critical for EMT induction by increasing the
expression of CD44, enhancing tumor sphere formation, and promoting
ALDH1 activity during cervical carcinoma development [8]. Twist
induces the activation of β-catenin pathway and Wnt3 signaling in Twistoverexpressing cells [68]. The aberrant expression of Twist1 and Twist2
in cervical carcinoma cells is associated with activation of AKT pathway
resulted in phosphorylation and suppression of GSK-3b [40]. These
data suggested that both Twist1 and Twist2 play important role through
regulation of EMT during cervical carcinoma development.

Conclusion
Various transcription factors have been reported to associate with the
regulation of EMT in cancer. In this review, we discussed how some of the
transcriptional factors such as Snail, Zeb, and Twist proteins play important
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roles in EMT during cervical carcinoma development. Metastasis is the
major cause of death in cervical carcinoma and EMT plays a key role in
metastasis of cervical carcinoma by down-regulation of epithelial marker
E-cadherin and up-regulation of mesenchymal marker vimentin, resulted
in increasing cancer cell survival, migration, invasion, metastasis, and
recurrence. Interestingly, many studies have shown that activation of EMT
transcriptional factors is associated with oncogenic transformation which
make them more aggressive and promote the development of metastatic
properties. As molecular switches, these activated EMT transcriptional
factors can respond to complex signaling pathways and regulate the EMT
program. In addition, these activated EMT factors can recognize the E-box
DNA sequences in the promoter region of E-cadherin, recruit cofactors
and histone deacetylases to repress its expression. Therefore, these
activated EMT transcriptional factors have been implicated in the cancer
stem cell property, cancer recurrence, resistance of radio therapeutic and
chemotherapeutic drugs, and immune suppression. Studies in cell lines
and xenograft mice models have identified that the function of activated
EMT transcriptional factors in cancer is not only as important diagnostic
and prognostic biomarkers, but also as potential therapeutic targets.
Taken together, a better understanding the role of transcriptional factors
in promoting EMT and cancer stem cells in cervical carcinoma will lead
to develop more new prognostic biomarkers and therapeutic targets for
cervical cancer invasion and metastasis.

Conflict of Interests
The authors declare that there is no conflict of interests regarding the
publication of this paper.

Acknowledgments
This study was supported by a grant from National Natural Science
Foundation of China to LJL.

References
1.

Lee MY, Shen MR (2012) Epithelial-mesenchymal transition in cervical
carcinoma. Am J Transl Res 4: 1-13.

2.

zur Hausen H (2002) Papillomaviruses and cancer: from basic studies
to clinical application. Nat Rev Cancer 2: 342-350.

3.

Syrjänen K, Kataja V, Yliskoski M, Chang F, Syrjänen S, et al. (1992)
Natural history of cervical human papillomavirus lesions does not
substantiate the biologic relevance of the Bethesda System. Obstet
Gynecol 79 : 675-682.

4.

Miao JW, Liu LJ, Huang J (2014) Interleukin-6-induced epithelialmesenchymal transition through signal transducer and activator of
transcription 3 in human cervical carcinoma. Int J Oncol 45: 165-176.

5.

Lee MY, Chou CY, Tang MJ, Shen MR (2008) Epithelial-mesenchymal
transition in cervical cancer: correlation with tumor progression,
epidermal growth factor receptor overexpression, and snail upregulation. Clin Cancer Res 14: 4743-4750.

6.

Ha GH, Kim JL, Breuer EK (2013) TACC3 is essential for EGFmediated EMT in cervical cancer. PLoS One 8: e70353.

7.

Tracey A. Martin, Lin Ye, Andrew J. Sanders, Jane Lane, Wen G.
Jiang (2013) Cancer Invasion and Metastasis: Molecular and Cellular
Perspective. Madame Curie Bioscience Database [Internet].

8.

Heerboth S, Housman G, Leary M, Longacre M, Byler S, et al. (2015)
EMT and tumor metastasis. Clin Transl Med 4: 6.

9.

Lamouille S, Xu J, Derynck R (2014) Molecular mechanisms of
epithelial-mesenchymal transition. Nat Rev Mol Cell Biol 15: 178-196.

10. Hay ED (1995) An overview of epithelio-mesenchymal transformation.
Acta Anat (Basel) 154: 8-20.
11. Thiery JP, Sleeman JP (2006) Complex networks orchestrate
epithelial-mesenchymal transitions. Nat Rev Mol Cell Biol 7: 131-142.

Citation: Jiang Liu L, Huang J (2015) Regulation of Epithelial-Mesenchymal Transition by Transcriptional Factors in Cervical Carcinoma. Int J Cancer Res Mol
Mech 1(3): doi http://dx.doi.org/10.16966/2381-3318.111

3

SciForschen
Open HUB for Scientific Researc h

Open Access

12. Thiery JP, Acloque H, Huang RY, Nieto MA (2009) Epithelialmesenchymal transitions in development and disease. Cell 139: 871890.

31. Peinado H, Ballestar E, Esteller M, Cano A (2004) Snail mediates
E-cadherin repression by the recruitment of the Sin3A/histone
deacetylase 1 (HDAC1)/HDAC2 complex. Mol Cell Biol 24: 306-319.

13. Raghu K, Robert AW (2009) The basics of epithelial-mesenchymal
transition. J Clin Invest 119: 1420–1428.

32. Minal G (2013) Epithelial-mesenchymal transition - activating
transcription factors - multifunctional regulators in cancer. World J
Stem Cells 5: 188–195.

14. Yao D, Dai C, Peng S (2011) Mechanism of the mesenchymal-epithelial
transition and its relationship with metastatic tumor formation. Mol
Cancer Res 9: 1608-1620.
15. Cheng YM, Chou CY, Hsu YC, Chen MJ, Wing LY (2012) The role
of human papillomavirus type 16 E6/E7 oncoproteins in cervical
epithelial-mesenchymal transition and carcinogenesis. Oncol Lett 3:
667-671.
16. Monique AM, Richard JM, Shailaja A, Matthew K, Yi Z, et al. (2011)
Targeting the Human Papillomavirus E6 and E7 oncogenes through
expression of the Bovine Papillomavirus Type 1 E2 protein stimulates
cellular motility. J Virol 85: 10487–10498.
17. Wong TS, Gao W, Chan JY (2014) Transcription regulation of
E-cadherin by zinc finger E-box binding homeobox proteins in solid
tumors. Biomed Res Int 2014: 921564.
18. Mayer A, Höckel M, Schlischewsky N, Schmidberger H, Horn LC, et
al. (2013) Lacking hypoxia-mediated downregulation of E-cadherin in
cancers of the uterine cervix. Br J Cancer 108: 402-408.
19. Baranwal S, Alahari SK (2009) Molecular mechanisms controlling
E-cadherin expression in breast cancer. Biochem Biophys Res
Commun 384: 6-11.
20. Xinrui T, Zhuola L, Bo N, Jianlin Z, Thian KT, et al. (2011) E-Cadherin/
β-Catenin Complex and the Epithelial Barrier. J Biomed Biotechnol
2011: 567305.
21. Halbleib JM, Nelson WJ (2006) Cadherins in development: cell
adhesion, sorting, and tissue morphogenesis. Genes Dev 20: 31993214.
22. Shapiro L, Fannon AM, Kwong PD, Thompson A, Lehmann MS, et
al. (1995) Structural basis of cell-cell adhesion by cadherins. Nature
374: 327-337.

33. Kataoka H, Murayama T, Yokode M, Mori S, Sano H, et al. (2000)
A novel snail-related transcription factor Smuc regulates basic helixloop-helix transcription factor activities via specific E-box motifs.
Nucleic Acids Res 28: 626-633.
34. Tucker C, Tara LS (2000) The superfamily of SCAN domain containing
Zinc finger transcription factors. Madame Curie Bioscience Database
[Internet].
35. Ravasi T, Huber T, Zavolan M, Forrest A, Gaasterland T, et al. (2003)
Systematic characterization of the zinc-finger-containing proteins in
the mouse transcriptome. Genome Res 13: 1430-1442.
36. Villarejo A, Cortés-Cabrera A, Molina-Ortíz P, Portillo F, Cano A
(2014) Differential role of Snail1 and Snail2 zinc fingers in E-cadherin
repression and epithelial to mesenchymal transition. J Biol Chem 2:
930-941.
37. Baglivo I, Russo L, Esposito S, Malgieri G, Renda M, et al. (2009) The
structural role of the zinc ion can be dispensable in prokaryotic zincfinger domains. Proc Natl Acad Sci U S A 106: 6933-6938.
38. Nieto MA (2002) The snail superfamily of zinc-finger transcription
factors. Nat Rev Mol Cell Biol 3: 155-166.
39. William RA, Walter MF (1997) A natural classification of the basic
helix–loop–helix class of transcription factors. Proc Natl Acad Sci U S
A 94: 5172–5176.
40. Kim YS, Yi BR, Kim NH, Choi KC (2014) Role of the epithelialmesenchymal transition and its effects on embryonic stem cells. Exp
Mol Med 46: e108.
41. Lim J, Thiery JP (2012) Epithelial-mesenchymal transitions: insights
from development. Development 139: 3471-3486.

23. Overduin M, Harvey TS, Bagby S, Tong KI, Yau P, et al. (1995)
Solution structure of the epithelial cadherin domain responsible for
selective cell adhesion. Science 267: 386-389.

42. Ethan AC, Rulang J, Yu L, Kathleen FO, Thomas G (2001) The mouse
Snail gene encodes a key regulator of the epithelial-mesenchymal
transition. Mol Cell Biol 21: 8184–8188.

24. Nagar B, Overduin M, Ikura M, Rini JM (1996) Structural basis of
calcium-induced E-cadherin rigidification and dimerization. Nature
380: 360-364.

43. Haslehurst AM, Koti M, Dharsee M, Nuin P, Evans K, et al. (2012)
EMT transcription factors snail and slug directly contribute to cisplatin
resistance in ovarian cancer. BMC Cancer 12: 91.

25. Pertz O, Bozic D, Koch AW, Fauser C, Brancaccio A, et al. (1999)
A new crystal structure, Ca2+ dependence and mutational analysis
reveal molecular details of E-cadherin homoassociation. EMBO J 18:
1738-1747.

44. Craene BD, Berx G (2013) Regulatory networks defining EMT during
cancer initiation and progression. Nat Rev Cancer 13: 97-110.

26. Cano A, Pérez-Moreno MA, Rodrigo I, Locascio A, Blanco MJ, et al.
(2000) The transcription factor snail controls epithelial-mesenchymal
transitions by repressing E-cadherin expression. Nat Cell Biol 2: 7683.
27. Behrens J, Mareel MM, Van Roy FM, Birchmeier W (1989) Dissecting
tumor cell invasion: epithelial cells acquire invasive properties after
the loss of uvomorulin-mediated cell-cell adhesion. J Cell Biol 108:
2435-2447.
28. Burdsal CA, Damsky CH, Pedersen RA (1993) The role of E-cadherin
and integrins in mesoderm differentiation and migration at the
mammalian primitive streak. Development 118: 829-844.

45. Campo L, Zhang C, Breuer EK (2015) EMT-Inducing Molecular
Factors in Gynecological Cancers. Biomed Res Int 2015: 420891.
46. Steinestel K, Eder S, Schrader AJ, Steinestel J (2014) Clinical
significance of epithelial-mesenchymal transition. Clin Transl Med 3:
17.
47. Zhao W, Zhou Y, Xu H, Cheng Y, Kong B (2013) Snail family proteins
in cervical squamous carcinoma: expression and significance. Clin
Invest Med 36: E223-E233.
48. Medici D, Hay ED, Olsen BR (2008) Snail and Slug promote
epithelial-mesenchymal transition through beta-catenin-T-cell factor4-dependent expression of transforming growth factor-beta3. Mol Biol
Cell 19: 4875-4887.

Kaufhold S, Bonavida B (2014) Central role of Snail1 in the regulation
of EMT and resistance in cancer: a target for therapeutic intervention.
J Exp Clin Cancer Res 33: 62.

49. Peinado H, Olmeda D, Cano A (2007) Snail, Zeb and bHLH factors in
tumour progression: an alliance against the epithelial phenotype? Nat
Rev Cancer 7: 415-428.

30. Isenmann S, Arthur A, Zannettino AC, Turner JL, Shi S, et al. (2009)
TWIST family of basic helix-loop-helix transcription factors mediate
human mesenchymal stem cell growth and commitment. Stem Cells
27: 2457-2468.

50. Sánchez-Tilló E, Lázaro A, Torrent R, Cuatrecasas M, Vaquero EC,
(2010) ZEB1 represses E-cadherin and induces an EMT by recruiting
the SWI/SNF chromatin-remodeling protein BRG1. Oncogene 29:
3490-3500.

29.

Citation: Jiang Liu L, Huang J (2015) Regulation of Epithelial-Mesenchymal Transition by Transcriptional Factors in Cervical Carcinoma. Int J Cancer Res Mol
Mech 1(3): doi http://dx.doi.org/10.16966/2381-3318.111

4

SciForschen
Open HUB for Scientific Researc h

Open Access

51. Heldin CH, Vanlandewijck M, Moustakas A (2012) Regulation of EMT
by TGFβ in cancer. FEBS Lett 586: 1959-1970.

60. Je EC, Lca BS, Ga GA (2013) The role of transcription factor Twist in
cancer cells. J Genet Syndr Gene Ther 4: 124.

52. Long J, Zuo D, Park M (2005) Pc2-mediated sumoylation of Smadinteracting protein 1 attenuates transcriptional repression of
E-cadherin. J Biol Chem 280: 35477-35489.

61. Puisieux A, Valsesia-Wittmann S, Ansieau S (2006) A twist for survival
and cancer progression. Br J Cancer 94: 13-17.

53. Lin S, Gregory RI (2015) MicroRNA biogenesis pathways in cancer.
Nat Rev Cancer 15: 321-333.

62. Green SA, Simoes-Costa M, Bronner ME (2015) Evolution of
vertebrates as viewed from the crest. Nature 520: 474-482.

54. Singh AB, Sharma A, Smith JJ, Krishnan M, Chen X, et al. (2011)
Claudin-1 up-regulates the repressor ZEB-1 to inhibit E-cadherin
expression in colon cancer cells. Gastroenterology 141: 2140-2153.

63. Ansieau S, Bastid J, Doreau A, Morel AP, Bouchet BP, et al. (2008)
Induction of EMT by twist proteins as a collateral effect of tumorpromoting inactivation of premature senescence. Cancer Cell 14: 7989.

55. Lau MT, So WK, Leung PC (2013) Fibroblast growth factor 2 induces
E-cadherin down-regulation via PI3K/Akt/mTOR and MAPK/ERK
signaling in ovarian cancer cells. PLoS One 8: e59083.

64. Vesuna F, van Diest P, Chen JH, Raman V (2008) Twist is a
transcriptional repressor of E-cadherin gene expression in breast
cancer. Biochem Biophys Res Commun 367: 235-241.

56. Drake JM, Strohbehn G, Bair TB, Moreland JG, Henry MD (2009)
ZEB1 enhances transendothelial migration and represses the
epithelial phenotype of prostate cancer cells. Mol Biol Cell 20: 22072217.

65. Zhu K, Chen L, Han X, Wang J, Wang J (2012) Short hairpin
RNA targeting Twist1 suppresses cell proliferation and improves
chemosensitivity to cisplatin in HeLa human cervical cancer cells.
Oncol Rep 27: 1027-1034.

57. Ran J, Lin DL, Wu RF, Chen QH, Huang HP, et al. (2015) ZEB1
promotes epithelial-mesenchymal transition in cervical cancer
metastasis. Fertil Steril 103: 1606-1614.

66. Li Y, Wang W, Wang W, Yang R, Wang T, et al. (2012) Correlation of
TWIST2 up-regulation and epithelial-mesenchymal transition during
tumorigenesis and progression of cervical carcinoma. Gynecol Oncol
124: 112-118.

58. Chen Z, Li S, Huang K, Zhang Q, Wang J, et al. (2013) The nuclear
protein expression levels of SNAI1 and ZEB1 are involved in the
progression and lymph node metastasis of cervical cancer via the
epithelial-mesenchymal transition pathway. Hum Pathol 44: 20972105.
59. Bouard C, Terreux R, Hope J, Chemelle JA, Puisieux A, et al. (2014)
Interhelical loops within the bHLH domain are determinant in maintaining
TWIST1-DNA complexes. J Biomol Struct Dyn 32: 226-241.

67. Yon GE, Yang YX, Hu L, Liu C, Zhu J (2014) Expression and
significance of Twist2 and E-cadherin in cervical squamous cell
carcinoma. Journal of International Obstetrics and Gynecology 41:
63.
68. Li J, Zhou BP (2011) Activation of β-catenin and Akt pathways by Twist
are critical for the maintenance of EMT associated cancer stem celllike characters. BMC Cancer 11: 49.

Citation: Jiang Liu L, Huang J (2015) Regulation of Epithelial-Mesenchymal Transition by Transcriptional Factors in Cervical Carcinoma. Int J Cancer Res Mol
Mech 1(3): doi http://dx.doi.org/10.16966/2381-3318.111

5

