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Novel Molecular Markers for Breast Cancer

kazushi inoue and elizabeth a. Fry
Department of Pathology, Wake Forest University Health Sciences, Medical Center Boulevard, Winston-Salem, NC, USA.

ABSTR ACT: The use of molecular biomarkers assures that breast cancer (BC) patients receive optimal treatment. Established biomarkers, such as 
estrogen receptor, progesterone receptor, HER2, and Ki67, have been playing significant roles in the subcategorization of BC to predict the prognosis and 
decide the specific therapy to each patient. Antihormonal therapy using 4-hydroxytamoxifen or aromatase inhibitors have been employed in patients whose 
tumor cells express hormone receptors, while monoclonal antibody to HER2 has been administered to HER2-positive BCs. Although new therapeutic 
agents have been developed in the past few decades, many patients still die of the disease due to relapse; thus, novel molecular markers that predict therapeu-
tic failure and those that can be targets for specific therapy are expected. We have chosen four of such molecules by reviewing recent publications, which are 
cyclin E, B-Myb, Twist, and DMP1β. The oncogenicity of these molecules has been demonstrated in vivo and/or in vitro through studies using transgenic 
mice or siRNAs, and their expressions have been shown to be associated with shortened overall or disease-free survival of BC patients. The former three 
molecules have been shown to accelerate epithelial–mesenchymal transition that is often associated with cancer stem cell-ness and metastasis; all these four 
can be novel therapeutic targets as well. Thus, large prospective studies employing immunohistochemistry will be needed to establish the predictive values 
of these molecules in patients with BC.
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Introduction
Breast cancer (BC) is the leading cause of cancer-related deaths 
in the United States with more than 230,000 new diagnoses 
expected in 2014 and almost 40,000 deaths.1 Although 
molecular markers, such as hormone receptors (estrogen 
receptor [ER]/progesterone receptor [PR]), HER2, Ki67, 
DNA ploidy, and %S phase, have been used to classify the het-
erogeneous disease into five categories to predict the prognosis 
and determine the treatment modalities,2–5 current diagnoses 
and therapies are incomplete because numerous patients die of 
relapsed disease; thus, improved diagnosis using novel molec-
ular markers of stem cell evaluation to decide therapeutic 
strategy, gene expression, and microRNA (miRNA) profiling 
is expected.6–8 A number of research studies have been done 
to identify novel biomarkers from cell cycle regulators, onco-
genes, and tumor suppressor genes that are critically involved 
in carcinogenesis to improve diagnosis and treatment for BC.

Progression through the cell cycle is driven by cyclin-
dependent kinases (CDKs) whose catalytic activity and 
substrate specificity depend on their association with 
regulatory subunits called cyclins. D-type cyclins (cyclins 
D1, D2, and D3) are the first cyclins that are induced in 
response to mitogens. They bind and activate Cdk4/6 to phos-
phorylate the retinoblastoma (RB) family proteins, regulat-
ing the G1/S-phase transition.9–11 The cyclin D-CDK4/6 

complexes also titrate the CDK inhibitors p21Cip1 and p27Kip1 
and activate cyclin E/Cdk2, independent of the catalytic 
activities of CDKs.12–14 The cyclin E/CDK2 complex com-
pletes the phosphorylation of pRB and histone deacetylases 
(HDACs), relieving E2F/DPs from their negative constraint. 
p27Kip1 is phosphorylated by cyclin E/CDK2 for proteasomal 
degradation,15 and when the levels of p27Kip1 decrease to a 
certain threshold, the G1-S progression becomes irreversible 
(called restriction point) and cells enter the S phase of the cell 
cycle.15,16

The E2F family transcription factors (TFs) play essential 
roles in cell cycle progression and DNA replication.17–19 They 
can be divided into two major subgroups based on their func-
tion and mechanism of action. E2Fs1–3a, the activating E2Fs, 
are required for the transactivation of target genes involved in 
the G1–S phase transition and, hence, for accurate progression 
through the cell cycle.17 In contrast, E2F3b and 4–8 possess 
repressive activity, and their major roles have been considered 
to be the induction of cell cycle exit and differentiation rather 
than cell cycle progression.17–19 The target genes for E2Fs 
include genes that are essential for G1–S progression: cyclins 
E/A, DHFR, TK, TS, POL, and CDC2 and TFs B-Myb, 
c-Myb, Dmp1, E2F1, and E2F3a.16–20

Cyclin E plays a critical role in G1/S transition by 
phosphorylating Rb and facilitating E2F:DP release. Cyclin 
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E/Cdk2 phosphorylates p27Kip1 to accelerate its proteasomal 
degradation, which is essential for mammalian cells to enter 
the S phase of the cell cycle.13–16 Its expression is associated 
with not only accelerated cell proliferation but also histone 
mRNA synthesis/chromatin remodeling through phosphory-
lation of NPAT/p200 and centrosome amplification through 
phosphorylation of nucleophosmin and CP110. These chains 
of events contribute to the malignant phenotypes of tumor 
cells, which are linked to the induction of chromosomal 
instability.21 Cyclin E1/E2 amplifications are key oncogenic 
events in numerous cancers, especially those arising in the 
ovary (12–21%), esophagus (14%), and stomach (15%).22–26 
The link between cyclin E and poor prognosis is well estab-
lished in breast and lung cancers but is likely to be observed 
in other cancers as well.22,27,28 Ectopic expression of cyclin E 
bypasses the need for CDK4 or CDK6 activity to initiate the 
S phase,29,30 and it is therefore assumed that amplification of 
E-type cyclins will bypass the physiological requirement for 
CDK4/6 activity to initiate the expression of E-type cyclins 
and thus oncogenic cyclins. Deregulation of CDK2, the 
catalytic partner for cyclin E, occurs frequently in human 
cancers;31 hence, selective inhibition of proteins regulating 
cyclin/CDK complexes is a strategy against cancer.32,33

The use of two different promoters and different reading 
frames at the CDKN2 locus provides the generation of two 
independent transcripts, namely, INK4a and ARF, with 
tumor suppressor activity.34 p19Arf (p14ARF) directly binds to 
Mdm2 (HDM2), sequesters Mdm2 to the nucleus and neu-
tralizes its activity, and thereby activates p53.34–36 The Arf 
induction by potentially harmful growth-promoting signals 
forces early-stage cancer cells to undergo p53-dependent and 
p53-independent cell cycle arrest, apoptosis, or autophagy, 
thus providing a powerful mode of tumor suppression.34–36 As 
the INK4a/ARF locus regulates both RB and p53 pathways in 
human cancer, it is one of the most frequently disrupted loci in 
human cancers, second only to the p53 locus. The mechanism 
of gene inactivation involves gene mutation, promoter meth-
ylation, gene deletion, aberrant splicing, and others.35,36 This 
locus is also inactivated by numerous transcriptional repres-
sors, such as Bmi1, Twist1, Ezh2, Tbx2/3, Pokemon, and 
Geminin (Fig. 1; ref. 37), which play essential roles on epi-
thelial–mesenchymal transition (EMT), stem cell-ness, and 
metastatic ability of cancer cells.

The Myb-like TF DMP1 (cyclin D-binding Myb-
like protein 1; DMTF1) governs the activity of the ARF-
p53 pathway by binding to the ARF promoter and through 
physical interaction with p53 (see Refs. 37–39 for reviews). 
The hDMP1-ARF-MDM2-p53 pathway provides cell 
autonomous tumor surveillance that detects and forces early-
stage cancer cells to undergo senescence and/or apoptosis 
to prevent the development of cancer.40–43 The Dmp1 gene 
is a direct target of E2Fs and is transcriptionally repressed 
through direct binding of E2Fs to the 5′ leader sequence 
during S to G2/M phase of the cell cycle.20 Mitogenic signals 

from oncogenic Ras44 and HER2/neu45 have been shown to 
activate the Dmp1 promoter, while physiological mitogens20 as 
well as genotoxic stimuli mediated by NF-κB46 cause its tran-
scriptional repression. Overexpression of the Wilms tumor gene 
(WT1) has been reported in human leukemic cells, regardless 
of the disease subtype, and thus can be used for the detec-
tion of minimal residual disease.47–49 The human DMP1 gene 
(hDMP1) expression is suppressed by WT1 in leukemic cells 
via direct binding to an EGR/SP1 site, delineating a new 
oncogenic WT1 mechanism of control in the hematopoietic 
system.50 Eµ-Myc-, K-rasLA-, and HER2/neu-driven tumor 
development was significantly accelerated in both Dmp1+/− and 
Dmp1−/− mice, with no significant differences in the survival 
between the two cohorts, suggesting that Dmp1 is a haplo-
insufficient tumor suppressor.45,51–53 In Eµ-Myc lymphomas, 
the combined frequencies of p53 mutation and Arf deletion 
in mice of Dmp1+/− or Dmp1−/− background were significantly 
lower than that in Dmp1+/+ littermates, indicating that Dmp1 
is a physiological regulator of the Arf-p53 pathway in vivo.52 
Consistently, Kobayashi and Srour reported that Dmp1 regu-
lates hematopoietic stem cell function under both steady-
state and stress conditions through the regulation of Arf and 
p21Cip1.54

hDMP1 is a tumor suppressor in humans as well. Loss of 
heterozygosity (LOH) of the hDMP1 locus was found in 42% 
of human breast carcinomas, while that of INK4a/ARF and 
p53 was found in 20% and 34%, respectively.42,53 Hdm2 ampli-
fication was found in 13% of the same sample, independent of 
LOH for hDMP1. LOH of hDMP1 was found in mutually 
exclusive fashion with that of INK4a/ARF and p53 and was 
associated with low Ki67 index and diploid karyotype, and 
longer relapse-free survival (RFS), while LOH of p53 was 
associated with shorter survival.42 Recent studies suggest the 
critical roles of oncogenic splice variants from human genomic 
loci in carcinogenesis.43,55–58 We found overexpression of the 
splice variant DMP1β in human BC primary samples and 
conducted clinicopathological and transgenic mouse studies 
focusing on DMP1β.59

We have been working on the signaling pathways that 
connect oncogenic activation and tumor suppressor genes in the 
p53 and RB pathways in the last decade. In this review, we have 
chosen four molecules, cyclin E, B-Myb, Twist, and DMP1β, 
which are involved in mammalian cell cycle progression by reg-
ulating the RB and p53 pathways (Fig. 1), and summarized the 
key findings from recent publications. MMTV-driven trans-
genic models have been created for cyclin E and DMP1β, while 
the oncogenic potentials for B-Myb and Twist have been shown 
by laboratory studies with siRNA. All of these molecules have 
negative impacts on the survival of BC patients and thus can be 
novel biomarkers and therapeutic targets.

Cyclin E
The Cyclin E (CCNE1) gene has been mapped to the human 
chromosome 19q12-q13.60 This gene encodes a variety of 
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polypeptides with molecular weights ranging from 39 to 
52 kDa. Porter and Keyomarsi61 reported that although Cyclin 
E1 is subject to extensive alternative splicing, these Cyclin E 
mRNA variants did not account for the low molecular weight 
(LMW) forms of the protein observed in tumor cells.62 They 
showed that the generation of these tumor-specific LMW 
forms of cyclin E is predominantly derived from proteolytic 
processing of the full-length cyclin E1.62 Mass spectromet-
ric analysis revealed that the full-length cyclin E, which is 
a 50-kDa protein found in both normal and tumor cells, is 
actually the elongated (EL) form (ie, the 15-amino-acid [aa] 
elongated variant of cyclin E;63 Fig. 2A). The full-length 
EL cyclin E consists of 411 amino acids containing nuclear 

localization signal (NLS) at aa 24–29 and two cyclin boxes at 
aa 141–238 and aa 245–342. The RB-binding motif VxCxE is 
at aa 289–293, in the middle of the second cyclin box (Fig. 2A; 
the aa numbers are those in the EL form for human cyclin E1).

The second mammalian E cyclin, cyclin E2, was 
identified in 199864 and is largely considered as being func-
tionally redundant with cyclin E1 (Figs. 1, 2A, and 4).21,65 
The Cyclin E2 gene (CCNE2) has been mapped to the human 
chromosome at 8q22.1 and thus is different from the locus 
of CCNE1. The cyclin E1 and E2 proteins display high 
sequence similarity (69.3% in Homo sapiens). They have been 
considered to be functionally redundant because cyclin E1−/− 
and E2−/− double-knockout mice are embryonic lethal, while 

α

κ

β

α

Figure 1. signaling pathways involving the molecules reviewed. molecules in pink boxes have oncogenic activities, while those in green boxes have 
tumor suppressive functions. molecular markers that are reviewed in this article are shown in red to demonstrate where they work in oncogenic signaling. 
mitogenic signals mediated by ras induce Fos/Jun as early growth response genes, which, in turn, transactivate the cyclin D1 promoter and increase the 
protein. Cyclin D1 binds to Cdk4 and phosphorylates rb and HDaCs, releasing e2F/DPs from their negative constraint, and the cells enter s phase of the 
cell cycle.11–16 Cyclin e and B-myb are both direct targets of e2F/DPs and are explained in this review. Dmp1 is also a target for e2F/DPs.20 There are two 
classes of naturally occurring Cdk inhibitors: the ink4 family proteins (p15, p16, p18, and p19) directly bind and antagonize the activities of Cdk4/6, while 
Cip/kip family proteins (p21, p27, and p57) are pan-Cdk inhibitors for cyclin D/Cdk4/6, cyclin e/Cdk2, cyclin a/Cdk2 (or Cdc2), and cyclin B/Cdc2.13–16 
The Arf/Ink4a locus generates two independent tumor suppressor genes p19arf and p16ink4a that regulate the p53 and rb pathways, respectively.34–36 
arf is induced by potentially oncogenic signals stemming from the overexpression of oncogenes, such as c-myc, e2F1, and activated ras, which 
quenches inappropriate mitogenic signaling by diverting incipient cancer cells to undergo p53-dependent growth arrest or cell death.34–36 in total, 30–50% 
of human BCs overexpress INK4a/ARF repressors (eg, Bmi1, Twist1, ezh2, Tbx2/3, Pokemon, and Geminin)37,181,182 to inactivate the tumor suppressive 
locus. Dmp1α directly binds and activates the Arf promoter and induces cell cycle arrest in an Arf-dependent fashion in the mesenchymal cells.40,183–188 
Dmp1α also physically interacts with p53 and neutralizes all the activities of mdm2 to activate the p53 pathway.41 Both Dmp1−/− and Dmp1+/− mice show 
hypersensitivity to develop tumors in response to carcinogen and γ-irradiation.51,52 D-type cyclins inhibit Dmp1α’s transcriptional activity in a Cdk-
independent fashion when e2Fs do not bind to the same promoter;120 however, cyclin D1 cooperates with Dmp1α to activate the Ink4a and Arf promoters 
to eliminate incipient tumor cells.44,185 YY1 binds to mdm2 to accelerate mdm2-mediated polyubiquitination of p53.189 The Dmp1 promoter is activated 
by the oncogenic ras-raf-mek-erk-Jun44 or Her2-Pi3k-akt-nF-κB45 pathways, and thus, ras- or Her2-driven carcinogenesis is accelerated in 
Dmp1-null mice. The Dna damage represses the Dmp1 promoter through activation of nF-κB suggesting dual regulation of the arf-p53 pathway by 
nF-κB via different signaling cascades.46 Dmp1α induces both ink4a and arf proteins in vivo, and thus, Dmp1α-transgenic mice can be a novel model 
of aging.175 DmP1β is an oncogenic splice variant from the DMP1 locus;59,173 the DMP1β/α ratio is significantly elevated in human BC and is associated 
with poor prognosis of patients.59 Both cyclin D1 and ki67 proteins are upregulated in tumors from MMTV-DMP1βV5His mice, suggesting that they are 
critical targets.59 Cyclin e, B-myb, Twist, and DmP1β are frequently overexpressed in human cancers (breast [this review], lung,190–195 and others) and are 
associated with aggressive disease/shorter DFs, and thus are novel targets for molecular therapy.

http://www.la-press.com
http://www.la-press.com/biomarkers-in-cancer-journal-j154


Inoue and Fry

28 Biomarkers in CanCer 2016:8

Figure 2. The structure for human cyclin e1 and Twist1 proteins. (A) The structure of the eL form of human cyclin e160,196: it consists of 411 amino acids 
with two central cyclin boxes responsible for rB interaction. The nLs is at aa 24–29 (rsrkrk),197 and the VxCxe motif198 essential for rB binding has 
been mapped at aa 274–278 of the molecule. elastase cleaves FL cyclin e at aa 40 and 69.199 (B) The structure of human Twist1: The bHLH structure 
essential for Dna binding is at the center of the molecule (aa 109–163). The two nLss are located at the n-terminal domain (aa 37–40 and 73–77).200 The 
Tryptophan arginine (Wr) domain essential for interaction with core emT factors201 has been mapped to the C-terminus.

cyclin E1−/− and E2−/− single-knockout mice have primarily 
normal phenotypes.65 However, cyclins E1 and E2 are regu-
lated by distinct TFs and miRNAs. Moreover, the expres-
sion patterns of cyclins E1 and E2 are not always linked with 
cancer, and this discordance indicates that there are underly-
ing functional differences between the two proteins.65 We 
will call cyclin E1 as “cyclin E” hereafter in this review as 
most of the research on cyclin E has focused on cyclin E1 
than cyclin E2.

Cell cycle deregulation of cyclin E expression is com-
mon in tumor cells, leading to constitutive cyclin E expression 
and cyclin E/Cdk2 activity throughout the cell cycle. Indeed, 
aberrant overexpression and activity of cyclin E have been 
reported with a variety of human cancers (eg, carcinomas of 
the breast, ovary, lung, stomach, and uterus),28,66–69 which 
contribute to the oncogenic process. The Cyclin E locus is 
amplified by an eightfold increase, but the transcript is over-
expressed by a 64-fold increase in a subset of BC cell lines 
(MDA-MB-157).70 Cyclin E gene amplification was observed 
in as many as 15 different tumor types, ie, carcinomas of 
the breast, bladder, ovary, uterine cervix, endometrium, 
gastrointestinal tract, gall bladder, and sarcomas.71 Whole-
genome characterization of chemoresistant ovarian cancer 
(OC) revealed that CCNE1 amplification was common in the 
primary disease.69 Decreased degradation via the ubiquitin-
proteasome pathway is another mechanism leading to cyclin E 
overexpression. Consistently, genes for the F-box proteins that 
target cyclin E for polyubiquitination/degradation have been 
reported to be mutated in human cancers.72

Cyclin E not only plays critical roles in G1–S progres-
sion by binding and stimulating Cdk2 but also accelerates 

tumor development by increasing genomic instability73 and 
influencing EMT through Slug,74 a transcriptional repressor 
known to control EMT and promote cancer invasion/metas-
tasis. At G1/S transition, cyclin E/Cdk2 mediates phosphory-
lation of Slug at Ser 54/104, which results in its ubiquitination 
and proteasomal degradation. As a consequence, nonphos-
phorylatable Slug is stabilized at G1/S transition, leading to 
downregulation of DNA synthesis and checkpoint-related 
proteins, such as TOP1, DNA Ligase IV, and Rad17. This, 
in turn, reduces cell proliferation and contributes to genomic 
instability. Thus, the cyclin E/Cdk2-Slug pathway has mul-
tiple roles in cancer progression by controlling G1–S progres-
sion, EMT, and genomic stability.

One of the most important mechanisms for the deregula-
tion of cyclin E activity is the generation of LMW isoforms 
following cleavage of full-length cyclin E,62 as described ear-
lier (Fig. 2A). In BCs, cyclin E is cleaved to LMW fragments 
of 33–45 kDa by elastase and calpain 2 (Fig. 2A).62,75 Of note, 
the LMW cyclin E binds more tightly to CDK2 than the wild 
type, which leads to increased CDK2 activity and decreased 
sensitivity to inhibition by p21CIP1 or p27KIP1.76,77 Cells with 
LMW cyclin E expression have genomic instability due 
to premature activation of CDC25C and shortening of the 
length of M phase of the cell cycle,78 which is related to the 
resistance to tamoxifen.79 Clinically, the expression of LMW 
forms of cyclin E strongly correlates with decreased survival 
in patients with BC80 and thus are desirable molecular targets 
for cancer therapy.

Creation of transgenic/knock-in/knockout mouse models 
has become essential to evaluate the biological activities 
for oncogene/tumor suppressor gene targets.81,82 Akli et  al 

http://www.la-press.com
http://www.la-press.com/biomarkers-in-cancer-journal-j154


Novel molecular markers for breast cancer 

29Biomarkers in CanCer 2016:8

studied the oncogenic potential of LMW cyclin E by creating 
MMTV-driven transgenic mice and showed that those overex-
pressing LMW proteins had increased incidence of mammary 
tumors and distant metastasis as compared with mice express-
ing full-length cyclin E.83 To test the requirement for Cdk2 in 
LMW cyclin E-mediated mammary tumorigenesis, Doung 
et al80 created transgenic mice that expressed LMW cyclin E 
in a Cdk2-deficient background. They found that mammary 
gland development proceeded relatively normally in mice 
lacking Cdk2, indicating that the kinase activity was largely 
dispensable for this process. Interestingly, Cdk2 depletion 
induced cell death in LMW cyclin E overexpressing human 
BC cell lines, indicating that Cdk2 is required in LMW cyclin 
E-mediated mammary tumorigenesis. Therefore, human BCs 
overexpressing LMW cyclin E are primary candidates for 
anti-CDK2 therapy.80

Cyclin E as a molecular marker for BC. Intact cyclin 
E protein has been detected by immunohistochemistry 
(IHC) in formalin-fixed, paraffin-embedded (FFPE) tis-
sue,84 and LMW forms of cyclin E have been detected by 
Western blotting of freshly frozen BC specimen.85 Elevated 
levels of the cyclin E protein have been fairly consistently 
associated with a poor prognosis in BC. The levels of total 
and LMW cyclin E in tumor tissue, as measured by West-
ern blotting, strongly correlated with shorter survival in BC 
patients.85 Wang and Shao86 conducted a meta-analysis of 
12 published studies with 2,534 BC patients. The combined 
hazard ratios (HRs) for RFS were 2.32 and 1.72 in univari-
ate and multivariate analyses, respectively. Gao et al87 also 
conducted a meta-analysis of 7,759 BC patients from 23 
studies and evaluated the correlation between cyclin E over-
expression and survival in BC. Combined HRs suggested 
that cyclin E overexpression had an unfavorable impact on 
overall survival (OS; HR =  1.30) and BC-specific survival 
(BCSS; HR = 1.48), but not on disease-free survival (DFS; 
HR  =  1.11), in patients with BC. Significantly, risks were 
found among stage I–II BC patients (HR = 1.75). In con-
clusion, high level of cyclin E is an independent prognostic 
factor to OS/BCSS of BC patients.87

Substantially higher poor prognostic value has been 
reported for cyclin E when both the full-length and LMW 
cyclin E are considered together by Western blotting.85 
However, there are two issues to be resolved to apply their 
results to large prospective studies that should be conducted in 
multiple institutions because (1) Western blotting is relatively 
time-consuming to conduct in a pathology laboratory as a lab-
oratory test for an individual and (2) the antibody used in the 
study by Keyomarsi et al85 cannot be applied to immunohisto-
chemical studies with FFPE samples. Monoclonal antibodies 
that work with cyclin E IHC are needed for repeating prog-
nostic studies in FFPE archived tissue and finally to make 
their use in routine clinical practice possible.

Cyclin E as a therapeutic target for BC. Doung et al80 
studied the signaling pathways deregulated by LMW cyclin 

E in BC patients to identify pharmaceutical agents to effec-
tively target this pathway. Ectopic LMW cyclin E expres-
sion in nontumorigenic human mammary epithelial cells 
(HMECs) was sufficient to generate xenografts with greater 
tumorigenic potential than full-length cyclin E. However, 
cyclin E mutants unable to interact with CDK2 protected 
HMECs from tumor development. When HMECs were cul-
tured in Matrigel, LMW cyclin E mediated aberrant acinar 
morphogenesis, including enlargement of acinar structures 
and formation of multiacinar complexes. Of note, the B-Raf-
ERK1/2-mTOR pathway was activated in LMW cyclin 
E-expressing patient samples and activation of this pathway 
was associated with poor disease-specific survival.80 Combi-
nation treatment using roscovitine (CDK2/5/7 inhibitor) plus 
either rapamycin (mTOR inhibitor) or sorafenib (a pan-kinase 
inhibitor targeting B-Raf) effectively prevented aberrant 
acinar formation in LMW cyclin E-expressing cells by induc-
ing G1/S cell cycle arrest.80 Akli et al reported that LMW 
cyclin E requires CDK2 activity to induce mammary tumor 
formation by disrupting acinar development.88 In conclusion, 
the B-Raf-ERK1/2-mTOR signaling pathway is aberrantly 
activated in BC with LMW cyclin E, which can be sup-
pressed by combination treatment with roscovitine plus either 
rapamycin or sorafenib.

Mittendorf et al studied the interaction between HER2/
neu and cyclin E in BC.89 Decreased HER2-mediated sig-
naling resulted in decreased expression of cyclin E, particu-
larly the LMW isoforms, which resulted in decreased cyclin 
E-associated kinase activity and cell proliferation. The mono-
clonal antibody to HER2 trastuzumab (Herceptin®) reduced 
cyclin E expression in BC cells in vivo. They also found 
synergistic effects between trastuzumab and the Cdk2 inhibi-
tor roscovitine in HER2(+) BC. Together, HER2-mediated 
signaling increases LMW cyclin E expression, which, in turn, 
deregulates G1–S progression of the cell cycle.89 As LMW 
cyclin E expression is associated with aggressive BC, it is a 
desirable target for molecular therapy.84,89,90

Cyclin E overexpression and resistance to Cdk4/6 
inhibitors. Human cancers that lack p16INK4a or overexpress-
ing cyclin D1 (eg, due to CCND1 gene amplification, pro-
moter activation, or decreased degradation of the protein)11 
have been expected to have increased sensitivity to CDK4/6 
inhibitors,31,91 while normal cells are relatively resistant 
assuming that most cancer cells have become addicted to the 
functional loss of RB.92 However, amplifications of CCND1 or 
CDKN2a loss did not predict the response to CDK4/6 inhibi-
tor therapy, as reported by clinical trials with BC patients,91,93 
indicating that genetic alterations that inactivate the RB 
pathway may not serve as a biomarker in selecting patients 
who should receive CDK4/6 inhibition therapy. Although RB 
deficiency will cause striking resistance to CDK4/6 inhibi-
tors, mutations affecting other cell cycle regulators, such as 
amplification of CCNE1, loss of p21CIP1/p27KIP1, or activation 
of CDK2 through different mechanisms, would bypass the 
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requirement of tumor cells for the CDK4/6 activity that will 
result in the accumulation of hypophosphorylated RB.14,94–98

In OC, Konecny et al99 showed that cell lines with higher 
expression of RB were associated with lower IC50 values and 
thus are more sensitive to the CDK4/6 inhibitor PD0332991 
(P = 0.007), whereas cell lines with high expression of p16INK4a 
or cyclin E1 were associated with higher IC50 values and thus 
are more resistant to the chemical (both P , 0.001).99 Then, a 
cluster diagram of the 40 OC cell lines was developed using 
cell cycle markers, such as RB, CDKN2a, and CCNE1. When 
cell lines were ordered from low IC50 values to high IC50 values, 
it becomes clear that sensitive OC cell lines showed high RB 
expression but lower p16INK4a or cyclin E1 expression; the levels 
of other cell cycle regulators were not strongly correlated with 
in vitro sensitivity to PD0332991.99 Using the OVCAR3 cell 
line (RB loss and CCNE1 amplification), Taylor-Harding et al 
depleted endogenous cyclin E1 by short-hairpin RNA (shRNA) 
and showed that downregulation of cyclin E1 increased 
PD0332991 sensitivity and led to a near complete loss of anchor-
age-independent growth in a different OC cell line HEY.100 
These studies indicate that the cyclin E1 overexpression is asso-
ciated with PD0332991 resistance in OC cells. Although the 
results of comparable studies have not been reported in BC with 
PD0332991 or other CDK4/6 inhibitors, it is highly possible 
that cyclin E1 overexpression is as important as RB deficiency 
as a mechanism of resistance to these novel chemotherapeu-
tic agents. Further research is required to establish the role of 
cyclin E in the treatment of BC with CDK4/6 inhibitors as they 
have been recently approved for BC therapy.101–103

B-Myb
The c-Myb proto-oncogene was first identified as the mam-
malian homolog of v-Myb, which is the oncogene for the 
avian myeloblastosis and E26 retroviruses causing acute leu-
kemia in birds.104–107 In humans, the Myb family comprises 
A-Myb, B-Myb, and c-Myb; the former two genes had been 
isolated during screening of human cDNA libraries at low 
stringency.108 Each family member recognizes and binds to 
the same DNA consensus sequence [PyAAC(G/T)G] to 
transactivate gene expression; however, tissue-specific expres-
sion and protein–protein interactions with unique cofactors 
suggest that distinct biological roles exist for each Myb fam-
ily protein.109,110 Although Dmp1 has Myb-like repeats, it 
does not bind to consensus sequences of Myb proteins, but 
binds to some Ets consensus with GGAT core, and thus is 
different.119 Myb proteins are encoded in the genomes of both 
plants and animals and control a variety of processes from fla-
vonoid production to cellular proliferation.110,111 In contrast to 
vertebrates, invertebrates contain only one Myb protein. The 
Drosophila Myb is phylogenetically and functionally equiva-
lent to vertebrate B-Myb, suggesting that B-Myb is the most 
ancient family member.112

B-Myb is homologous to c-Myb in the DNA-binding 
domain, and the transcripts have been detected in the majority 

of cell lines and tissues (Figs. 3A and 4). Like c-Myb, B-Myb 
acts as a TF.106,107,110 The B-Myb gene is highly expressed in 
embryonic stem (ES) cells developing mammalian tissues and 
adult hematopoietic precursors, suggesting that its expression 
is linked to cell proliferation. The expression is barely detect-
able in G0 and is induced at the G1/S transition of the cell 
cycle. It is phosphorylated by cyclin A/Cdk2 during S phase, 
which activates the protein (Fig. 4).113,114 It is considered that 
B-Myb phosphorylation interferes with corepressor binding 
and enhances B-Myb transcriptional activity. It should be 
noted that while cyclin/Cdk2-directed phosphorylation acti-
vates B-Myb, it also causes accelerated protein turnover. Being 
a classical E2F target (Fig. 1),13 B-Myb has been shown to 
promote S phase entry, DNA replication, and transcriptional 
activation of genes, such as cyclin B1, Plk1, and Bub1, which are 
essential for G2/M phase progression and mitosis (Fig. 4).115 
B-Myb also co-targets genes regulated by Oct4, Sox2, and 
Nanog that are significantly associated with stem cell differ-
entiation, embryonic development, and epigenetic control.115 
Cyclin D1 interacts with the B-Myb transcriptional domain, 
quenching B-Myb transactivation by interfering with CBP/
p300 in a Cdk-independent fashion.11,116–118 The mechanism is 
very close to the inhibition of another Myb-like protein Dmp1 
activity in a Cdk-independent fashion.119,120 When cells exit 
quiescence in response to growth factors, they generate a burst 
of cyclin D1, which is required for further progression in 
the cell cycle. It has been proposed that cyclin D1 maintains 
B-Myb in a repressed state until cyclin D1 is degraded in late 
G1 where phosphorylation of B-Myb by mitotic cyclin A/
Cdk2 switches on transcription of B-Myb-target genes in S to 
G2/M phases of the cell cycle (Fig. 4).113,114,116–118

The physiological functions of B-Myb have been studied 
through a number of gene knockout or depletion experiments. 
Although the heterozygous mutant mice were healthy, the 
homozygous mutants died at an early stage of development, 
around E4.5–E6.5.121 In vitro culture of blastocyst indi-
cated that B-Myb is required for inner cell mass formation.121 
Consistent with the important role of B-Myb in early embry-
onic development, only B-Myb among Myb family members 
was expressed in embryonic stem cells. These results indicate 
that each of the three members of the Myb gene family plays a 
distinct role during development.121 García et al later created 
conditional knockout mice for B-Myb and demonstrated that 
in B-Myb−/−, mouse embryonic fibroblasts (MEFs) showed 
decreased growth that correlated with aberrant nuclear DNA 
replication.122

Depletion of B-Myb resulted in delayed transit through 
G2/M, severe mitotic spindle, and centrosome defects and 
in polyploidy.123 Moreover, many euploid ES cells that were 
transiently deficient in B-Myb become aneuploid and thus 
were no longer viable.123 Downregulation of B-Myb in ES 
cells decreased Oct4 RNA and protein, while its overexpres-
sion modestly upregulated Pou5f1 gene expression.123 The 
coordinated changes in B-Myb and Oct4 expression were 
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Figure 3. The structure for human B-mYB and DmP1β. (A) The structures of chicken c-myb and human B-mYB: myb family proteins (a-myb, B-myb, and 
c-myb) have three tandem myb-like repeats for Dna binding at the n-terminus, the central transactivation domain, and the C-terminal regulatory domain. 
The C-terminal domain has a negative-regulatory domain. The three tandem myb-like repeats are also found in DmP1.119,120 Human telomeres contain 
two distinct myb-related proteins, TrF1 and TrF2;202 however, the role of the myb family proteins in telomere maintenance has not been studied. (B) The 
structure of the human DmP1α and DmP1β/γ splice variants: The DmP1α has a central Dna-binding domain with three tandem myb-like repeats with 
flanking transactivation domains.119 it is an authentic TF with tumor suppressive activity, which is regulated by D-type cyclins in Cdk-independent fashion. 
Conversely, the DmP1β and γ splice variants lack most of the Dna-binding domain and the C-terminal transactivation domain.172 The green box shows 
a unique amino acid sequence found in DmP1 β and γ. The DMP1 isoform-specific antibody (RAB) was developed using an epitope sequence (NH2-
LWTPkkGHTFkLWLskYC-CooH).59 The green area specific to DMP1β/γ has been used in the rna-seq analysis of the public database Gse58135.

attributed to the ability of B-Myb to modulate Pou5f1 gene 
promoter activity. Ultimately, the loss of B-Myb and associ-
ated loss of Oct4 led to an increase in early markers of dif-
ferentiation prior to the activation of caspase-mediated 
programed cell death. Thus, appropriate B-Myb expression 
is critical for the maintenance of chromosomal stability and 
pluripotency of ES cells for differentiation.123 Lorvellec et al 
later showed that B-Myb ablation led to stalling of replication 
forks and superactivation of replication factories that resulted 
in disorganization of the replication program and an increase 
in double-strand breaks.124 These effects were partly due to 
aberrant transcriptional regulation of cell cycle proliferation 
factors, namely, c-Myc and FoxM1, which dictate normal  
S phase progression. In conclusion, during the S phase, 
B-Myb plays a critical role in facilitating the accurate pro-
gression of replication, thereby protecting the cells from 
genomic damage in ES cells.124

B-Myb and BC. The human B-MYB chromosomal locus, 
20q13, is amplified and/or overexpressed in a variety of cancers, 
including breast, prostate, liver, and ovarian carcinomas associated 
with poor prognosis.110 B-Myb is an important marker of poor 
outcome in embryonal tumors of the central nervous system 
(medulloblastomas, neuroblastoma, ependymoblastoma, etc.).125 
Two nonsynonymous B-Myb germline variants (rs2070235 and 

rs11556379) causing a serine-to-glycine or isoleucine-to-methi-
onine amino acid change (S427G and I624M) were linked to 
a decrease in overall cancer risk for neuroblastomas, chronic 
myelogenous leukemia, and colon cancers in a combined data 
set of cases and controls.126 Of note, these polymorphisms are 
commonly found in 10–50% of human beings.126 Surprisingly, 
the former polymorphism (S427G) was linked to the increased 
risk of basal-like BC,127 although the mechanism remained 
unknown. To study the role of B-Myb in BC, they analyzed 
the expression of B-Myb in different BC subtypes and found 
an obvious association between the B-Myb expression and BC 
subtypes: it was highest in basal-like BC, followed by HER2+/
ER− and luminal B, and lowest in normal-like and luminal A,127 
indicating that B-Myb expression was a sign of aggressive BC. 
Importantly, BCs overexpressing B-Myb was associated with 
significantly shortened OS in locally treated luminal A, luminal 
B, and HER2+/ER− BCs; BC survival was also shortened in 
RFS.127 Cells ectopically expressing wild-type B-Myb (or the 
S427G variant) showed increased sensitivity to DNA topoisom-
erase IIα inhibitors (doxorubicin and etoposide) in human breast 
epithelial cell lines. In addition, microarray analyses identified 
many G2/M genes as being induced in B-Myb overexpressing 
cells. These results indicate that B-Myb is involved in cell cycle 
control and that its dysregulation contributes to an increased 
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sensitivity to a specific class of chemotherapeutic agents. Hence, 
it is important to examine the B-Myb gene in BC for the deter-
mination of disease risk and treatment guidance.127

Dedić Plavetić et al128 analyzed five proliferation 
markers: Ki67, aurora-A kinase, survivin, B-Myb, and cyclin B1 
by IHC in BC. Tissue microarrays were also conducted in 215 BC 
tumor samples. Statistically significant prognostic influence 
of aurora-A kinase, survivin, and B-Myb expression levels on 
shortened OS and DFS was found, and the influence of cyclin 
B1 expression level on DFS was also found. A multivariate anal-
ysis showed that survivin and B-Myb expression were indepen-
dent prognostic factors for OS and DFS in BC patients.128

Tao et al129 showed that increased B-Myb expression was 
associated with BC progression and the protein levels were 
significantly elevated in BC metastases. High B-Myb levels 
also predicted shorter OS of BC patients, consistent with the 

preceding study.128 B-Myb stimulated transcription of target 
genes that promoted entry into the S and M phases of the 
cell cycle, cell proliferation, migration, and invasion in BC. 
In summary, B-Myb has a critical role in both cell cycle pro-
gression and tumorigenesis and might serve as a novel molec-
ular target in the diagnosis and/or treatment of human BC. 
The same group also reported the role of B-Myb in EMT 
and cancer metastasis.130 They found that siRNA-mediated 
depletion of B-Myb expression restored E-cadherin expression 
and cell–cell junction formation in BC cells, suppressing cell 
invasion, anchorage-independent growth, and tumor for-
mation. Conversely forced B-Myb expression decreased the 
expression of the E-cadherin but instead increased the mes-
enchymal markers for BC. They also showed that B-Myb 
upregulated the expression of the key EMT regulator Snail, 
which, in turn, mediated EMT activation and cell invasion by 

Figure 4. mammalian cell cycle progression involving cyclin e and B-myb. mammalian cell cycle consists of alternating Dna synthetic (s) and mitotic (m) 
phases, separated by two gap phases (G1 and G2).13,16 The cells respond to extracellular mitogens and antiproliferative cytokines from the time they exit 
mitosis until they reach the restriction point, after which they can complete the cell division cycle in the absence of extracellular growth factors. Cyclin 
D-dependent kinases accumulate in response to mitogenic signals and initiate phosphorylation of rb, a process that is completed by cyclin e-Cdk2. 
once cells enter the s phase, cyclin e is degraded and cyclin a enters into complexes with Cdk2. ink4 proteins oppose the activities of the Cdk4/6, 
whereas Cip/kip proteins inhibit all of the enzymatic activities of cyclin D/Cdk4/6, cyclin e/Cdk2, cyclin a/Cdk2 (or Cdc2), and cyclin B/Cdc2.14 The B-myb 
expression is barely detectable in G0 but is induced at the G1/s transition of the cell cycle. it is phosphorylated by cyclin a/Cdk2 during the s phase, 
which activates the protein. B-myb phosphorylation interferes with corepressor binding and thus enhances its transcriptional activity.113,114 it should 
be noted that while cyclin a/Cdk2-directed phosphorylation activates B-myb, it also causes accelerated protein turnover. Being a classical e2F target 
(Fig. 1), B-myb has been shown to promote s phase entry, Dna replication, and transcriptional activation of genes, such as cyclin B1, Plk1, and Bub1, 
which are essential for G2/m phase progression and mitosis. Cyclin D1 interacts with the B-myb transcriptional domain, quenching B-myb transactivation 
by interfering with CBP/p300 in a Cdk-independent fashion.11,116–118 B-myb collaborates with muvB and FoXm1 for transcription at G2-m phase of the 
cell cycle.107 it should be noted that numerous genes have both e2F- and B-myb-binding sites in their promoters, where these two proteins synergize as 
TFs (red arrows).107,115,203 Cyclin D/Cdk binding is different from other cyclin/Cdk binding as assembly factors (a)204 are required for their specific binding. 
The cyclin D/Cdk complex has other targets than rb, namely, smad3, myoD, and PrmT5.205–207 Cyclin e/Cdk2 phosphorylates p27kip1 for proteasomal 
degradation, which is essential for the cells to enter the s phase of the cell cycle.15 The major target for phosphorylation by cyclin B/Cdc2 is anaphase-
promoting complex (aPC).
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B-Myb.130 In summary, B-Myb is a critical regulator for cell 
cycle progression and accelerates BC metastasis by upregulat-
ing Snail expression.

Twist
The TWIST1 gene located on human chromosome 7q21.2 
encodes a basic helix-loop-helix (bHLH) TF that plays essen-
tial roles in organogenesis.131–135 The name “Twist” was based 
on the observations that in the absence of the Twist1 gene, Dro-
sophila embryos failed to form the ventral furrow at gastrulation, 
lacked mesoderm and all internal organs, and eventually died 
at the end of embryogenesis with a twisted phenotype.131,132,136 
Twist1 shows its developmental function by controlling cell 
migration and tissue reorganization and is a master regulator 
for blastula gastrulation, mesoderm differentiation, somatic 
muscle patterning, and specification during early embryogen-
esis.137 Twist1 is evolutionarily conserved from invertebrates to 
humans,135 and mutations in the Twist1 gene have been known 
to cause Saethre–Chotzen syndrome (SCS) in humans.138–140 
SCS is a rare autosomal-dominant hereditary disorder show-
ing craniosynostosis, facial asymmetry, ptosis of eyelids, widely 
spaced eyes, and broad nasal bridge, proving its essential role 
in normal human development. The closely related Twist2 gene 
(Dermo1) has been mapped onto human chromosome 2q37.3 
and has been considered to inhibit osteoblast maturation and 
maintain cells in a preosteoblast phenotype;141 however, not 
much is known about its role in carcinogenesis.

An early study indicated the oncogenic role of Twist 
in carcinogenesis by suppressing ARF expression (Fig. 1).142 
A functional screen for cDNAs that could counteract with 
the proapoptotic effects of the Myc oncogene identified two 
related bHLH family members, Twist (Twist1) and Dermo1 
(Twist2). Both of these proteins inhibited oncogene- and 
p53-dependent cell death. Twist expression bypassed p53-
induced cell cycle arrest, which correlated with an ability 
of Twist to interfere with activation of p53 target genes in 
response to DNA damage. Importantly, Twist affected p53 
indirectly through inactivation of the ARF-MDM2-p53  
self-autonomous tumor suppressor pathway.142 Twist is 
overexpressed in a variety of cancers, including breast, lung, 
prostate, and gastric carcinomas (Fig. 5).143 Consistent with 
the role as a potential oncoprotein, Twist expression promoted 
colony formation of adenovirus E1A/Ras-transformed MEFs 
in soft agar. Furthermore, Twist was highly expressed in half 
of human rhabdomyosarcomas. Thus, Twist may play multiple 
roles in the development of rhabdomyosarcomas, inhibiting 
terminal differentiation by interfering with the ARF-p53 
tumor suppressor pathway (Fig. 5).142

The N-Myc oncogene (on chromosome 2p24.3 in humans) 
amplification is a frequent event in neuroblastoma and is 
strongly correlated with advanced disease stage and treatment 
failure. N-Myc overexpression promotes both cell proliferation 
and p53-dependent apoptosis by sensitizing cells to a variety 
of insults. By performing a pan-genomic cDNA microarray 

analysis, Valsesia-Wittmann et al144 demonstrated that human 
Twist was constantly overexpressed in N-Myc-amplified neu-
roblastomas. N-Myc induces cell proliferation, whereas Twist 
inhibits the apoptotic response through the Arf-p53 pathway 
that is triggered by c-Myc overexpression in normal cells. 
This cooperation allows incipient cancer cells to override the 
intracellular fail-safe mechanisms, permitting tumor initia-
tion and progression. Their findings provide a mechanistic 
explanation for the rarity of p53 mutations in neuroblastomas, 
highlighting the oncogenic cooperation of two crucial regula-
tors of embryogenesis (ie, N-Myc and Twist), supporting the 
hypothesis that neuroblastoma originates from a developmen-
tal defect (Fig. 5).

Twist in cancer progression: EMT, invasion, metasta-
sis, and stem cell-ness. Later studies demonstrated the role of 
Twist in cancer progression and metastasis (Fig. 5). The Twist 
family bHLH proteins are involved in EMT,145 a process 
in which epithelial cells lose their cell polarity and cell–cell 
adhesion, and obtain migratory and invasive properties of 
mesenchymal cells.146,147 They function by activating several 
target genes that promote cellular dedifferentiation and mobil-
ity. Cancer metastasis consists of several steps: EMT, intravas-
cular invasion, transportation via circulation, extravasation, 
proliferation at the secondary site, and formation of metastatic 
lesions.148 Twist enhances the ability of cells within a primary 
tumor to undergo EMT, allowing tumor cells to migrate away 
from the primary tumor, enter the lymphatic system and/or 
blood stream, and settle into secondary tumor sites.149

Consistent with the role of Twist in EMT in cancer, 
Twist is thought to promote the cancer stem cell pheno-
type150 (Fig. 5) and contribute to hormone therapy resis-
tance.151,152 Mani et al showed that the induction of EMT 
by Twist or Snail in mammary epithelial cells increases stem 
cell-rich population with high CD44 and low CD24 expres-
sions, while isolated mammary epithelial stem-like cells 
express EMT-inducing factors, including Twist, Snail, Slug, 
ZEB1, ZEB2, and FOXC2, and other EMT marker genes 
(Fig. 5).153 Another study showed that Twist increases BC 
stem cells by transcriptional repression of CD24 to increase 
CD44-high and CD24-low cell population.150 Furthermore, 
expression of Twist or Snail in HER2-transformed mam-
mary epithelial cells also facilitates EMT and generates 
cancer stem cells that efficiently form mammospheres, soft 
agar colonies, and tumors.153 Moreover, Battula et al154 fur-
ther demonstrated that Twist-, Snail-, TGFβ-induced EMT 
could convert HMECs to mesenchymal stem-like cells 
(MSCs) with the capacity to differentiate into multiple cell 
types, including osteoblasts, adipocytes, and chondrocytes. 
They also demonstrated that these EMT-derived cells have 
the ability to migrate toward tumor cells and wound sites as 
mesenchymal stem cells do.154 Together, the EMT-derived 
cells are similar to MSCs in gene expression, multilineage 
differentiation, and the ability to migrate toward tumor cells 
and wound sites.
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Consistent with these reports, overexpression of Twist 
is common in metastatic carcinomas,134,155,156 including 
aggressive and metastatic forms of BCs.157 In a search for key 
regulators of metastasis in a murine model, Yang et al149 found 
that the Twist plays an essential role in metastasis. Suppression 
of Twist expression in highly metastatic 4T1 mammary car-
cinoma cells specifically inhibited their ability to metastasize 
from the mammary gland to the lung.149 Ectopic expression 
of Twist resulted in (1) loss of epithelial markers, such as 
E-cadherin, α/γ-catenins, and cell-to-cell adhesion; (2) activa-
tion of mesenchymal markers, such as N-cadherin, fibronectin, 
and vimentin; and (3) induction of cell motility, suggesting that 
Twist contributes to metastasis by promoting EMT. In human 
BCs, high level of Twist expression correlated with invasive 
lobular carcinoma, a highly infiltrating BC associated with loss 
of E-cadherin expression. These results established a mecha-
nistic link between Twist, EMT, and tumor metastasis.149

To understand the molecular basis for metastasis accel-
erated by Twist, Cheng et al158 systematically selected for 
highly invasive cells from BC cell lines MCF7 and MDA-
MB-453. Interestingly, Twist and AKT2 were found to be 
elevated in the invasive BC cells compared with the parental 
controls. Ectopic expression and downregulation of Twist 
resulted in significant increase and reduction, respectively, in 
AKT2 expression. Silencing AKT2 decreased Twist-driven 
migration, invasion, and paclitaxel resistance, suggesting that 
AKT2 is a critical downstream target for Twist. Finally, they 
observed a correlation of elevated Twist and AKT2 expression 
in the late-stage BCs as opposed to 13% in the early stage. 
In summary, Twist is a positive transcriptional regulator of 
AKT2 expression and Twist–AKT2 signaling is involved in 
promoting invasion and shortened survival of BC.

Twist, miRNAs, and tumor invasion/metastasis. The 
miRNAs are short noncoding RNAs of 20–25 nucleotides 
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Figure 5. signaling cascades through Twist and their roles in carcinogenesis. The bHLH TF Twist1 induces emT and escape to oncogenic 
hyperproliferation-induced fail-safe program, facilitating the intravasation of cancer cells in the systemic circulation and their dissemination to distant 
organs.208 it is overexpressed in a variety of cancers, including breast, lung, prostate, and gastric carcinomas.143 The nuclear protein Twist is activated by 
a variety of signal transduction pathways, including n-myc, nF-κB, HiF1α,209 signal transducer and activator of transcription 3 (sTaT3), ras, mitogen-
activated protein kinase, akt,143,156,158 and Wnt signaling. Activated Twist, in turn, upregulates N-cadherin, fibronectin, and vimentin and downregulates 
e-cadherin and α/γ catenin, which are the hallmarks of emT. emT programs are orchestrated by a set of pleiotropically acting TFs—including Twist, slug, 
snail, ZeB1, ZeB2, FoXC2, and others—which organize entrance into a mesenchymal state by suppressing the expression of epithelial markers and 
inducing expression of other markers associated with the mesenchymal state.210 Twist plays an important role in some other physiological processes 
involved in metastasis, such as angiogenesis, invadopodia, extravasation, and chromosomal instability by activating matrix metalloproteinases, and 
inhibits tissue inhibitor of metalloproteinases. Twist also protects cancer cells from apoptotic cell death through inactivation of the arF-p53 pathway. 
in addition, Twist increases BC stem cells by transcriptional repression of CD24 to increase CD44-high and CD24-low cell population150 and confers 
chemotherapy resistance.158
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that regulate gene expression posttranscriptionally, mainly by 
binding to a specific sequence of the 3′ untranslated region 
(UTR) of target genes.8,159 Since the first report on the clinical 
relevance of miRNAs in cancer, many miRNAs have been 
demonstrated to act as oncogenes, while others are tumor 
suppressors.160 Ma et al showed that microRNA-10b (miR-
10b) is highly expressed in metastatic BC cells and positively 
regulates cell migration and invasion, using a combination 
of mouse and human cells.160 Overexpression of miR-10b in 
nonmetastatic BC initiated robust invasion and metastasis. 
Expression of miR-10b is induced by Twist that bound directly 
to the putative promoter, which, in turn, inhibited the trans-
lation of the mRNA encoding homeobox D10, resulting in an 
increased expression of a prometastatic gene RhoC to increase 
cell invasion and metastasis of BC.160

The mammalian Twist1 3′UTRs are highly conserved 
and contain a number of potential regulatory elements, 
including miRNA-binding sites. Nairismägi et al161 analyzed 
the translational regulation of Twist using luciferase reporter 
assays in a variety of cell lines and found that miR-145a-5p, 
miR-151–5p, and a combination of these were capable of 
repressing Twist translation, dependent on the presence of the 
predicted target sites in the 3′UTR. Furthermore, the repres-
sion was sensitive to locked-nucleic acid-modified miRNA 
antagonists, resulting in decreased migratory potential of 
MEFs. Understanding the in vivo mechanisms for Twist regu-
lation might open up a possibility for therapeutic interference 
by gene-specific therapies.

Twist as a molecular marker for BC. The prognostic 
value of Twist has been studied by tissue microarray or 
IHC, alone or in combination with other EMT markers, 
such as Snail, Slug, Zeb1,162 or with other molecular mark-
ers (SRC-1 and gelatinase), for BC.163,164 Twist expression in 
BC was associated with large tumor size, Ki67, HER2, and 
VEGF expression; negativity of ER/PR and E-cadherin; and 
thus poor prognosis.143 Expression of Twist led to dramatic 
changes in cellular morphology, with increased prolifera-
tion, migration/invasion, and expression of EMT-related 
biomarkers.143 Consistent with these findings, Twist-
expressing BC was associated with lymph node metastasis and 
thus had negative impacts on OS, or DFS, of BC.162–165

Twist-directed cancer therapy. In addition to the role 
of Twist in ARF regulation, EMT, and cancer stem cell-ness, 
Twist expression is associated with multidrug resistance, such 
as taxol and vincristine, two microtubule-targeting antican-
cer drugs in nasopharyngeal, bladder, ovarian, and prostate 
cancers.133,166,167 Although Twist is highly expressed in the 
mesoderm-derived embryonic mesenchyme, it is primarily 
expressed in relatively quiescent adult stem cells located in 
mesoderm-derived mesenchymal tissues.133 Thus, Twist is an 
attractive therapeutic target for metastatic BC. Depletion of 
TWIST by siRNA caused upregulation of E-cadherin,168,169 
suppressed EMT, tumor invasion, and metastasis,148,170 as pre-
dicted by mouse studies.149 Therefore, systemic administration 

of a Twist inhibitor could have a significant impact on Twist-
overexpressing cancer cells with minimal side effects.170 Inter-
estingly, Twist is one of the major transcriptional targets for 
NF-κB responsible for antagonizing chemotherapy-induced 
apoptosis, suggesting an important role in NF-κB-mediated 
cell survival and chemoresistance.171 Together, Twist is a 
promising target for molecular therapy for cancer.

DMP1β
The hDMP1 locus on chromosome 7q21 consists of 18 exons 
that encode three different splicing variants (α, β, and γ) with 
different biological activities.43,59,172,173 This locus is quite 
unique in that it produces both tumor suppressive and onco-
genic gene products from one locus through alternative splic-
ing. The former transcript was designated as DMP1α, while 
the other transcript was named as DMP1β (Fig. 3B). The biol-
ogy of the third transcript, DMP1γ, is currently unknown. The 
DMP1β/γ proteins lack most of the Myb-like repeats respon-
sible for DNA-binding and the entire C-terminal transacti-
vation domains found in DMP1α and thus do not act as a 
TF.172 DMP1β blocks differentiation for CD13 expression 
and stimulates proliferation during PMA-induced differen-
tiation U937 cells to macrophages, while DMP1γ had little 
effect.172,174 DMP1β and γ did not activate the ARF promoter, 
whereas only the former resulted in a dose-dependent inhi-
bition of DMP1α-induced transactivation of the ARF pro-
moter.173 Ectopic expression of DMP1β reduced endogenous 
ARF mRNA levels in human fibroblasts. Mechanistically, they 
showed that DMP1β might interact with DMP1α to antago-
nize its function in vitro through DNA-binding assays and in 
cells by the close proximity of DMP1α/β in the nucleus.173 The 
DMP1 mRNA levels were reduced in acute myeloid leukemic 
samples as compared to normal granulocytes. Treatment of 
acute promyelocytic leukemic patient samples with all-trans 
retinoic acid promoted differentiation to granulocytes and 
restored DMP1 transcripts to normal granulocyte levels. Thus, 
the DMP1β/α ratios were tightly regulated in hematopoietic 
cells; DMP1β antagonizes DMP1α’s transcriptional activa-
tion of the ARF promoter, resulting in cellular proliferation.173

As DMP1α is a critical mediator of BC (mammary tumor) 
suppression in humans and mice,42,45,175, 185 we studied the role 
of the DMP1β/γ splice variants in mammary oncogenesis. 
Total RNAs were isolated from both tumors and adjacent 
neighbor tissue of 46 BC patients, and quantitative Reverse 
Transcriptase—Polymerase Chain Reaction (qRT-PCR) was 
conducted for DMP1.59 The DMP1β/α isoform mRNA ratio 
was higher in 14 of 46 BC samples (~30%) than their neighbor 
pathologically normal tissues, while DMP1γ/α isoform ratio 
was higher in only 3 of 20 tumors examined (15%).59

We then analyzed the publicly available database at 
GSE58135 with the RNA sequencing (RNA-seq) technique 
to study different BC specimens that consist of 84 primary 
BCs and 51 adjacent uninvolved breast tissues (Fig. 6A 
and 6B). We analyzed DMP1β+γ signals as a whole as all the 
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DMP1γ readouts are included in DMP1β (Fig. 6A and 6B; the 
results for DMP1β only study is shown in Ref. 59). We found 
that the average DMP1β+γ mRNA levels were higher in both 
ER+HER2− and triple-negative breast cancer (TNBC) than 
those in uninvolved tissues, as shown by the Student’s t analy-
ses (P = 0.0029 and 0.0052, respectively; Fig. 6C). The modes 
for DMP1β+γ signals were higher in BC samples than those 
of uninvolved neighbor tissues (95 vs. 50 in ER+/HER2− BC; 
105 vs. 60 in TNBC; Fig. 6A and 6B). Overall, significantly 
increased expression of human DMP1β+γ mRNA (ie, 90 hits 
or higher) was observed in 22/42 (52.4%) of ER+/HER2− BC 
and 31/42 (73.8%) of TNBC patients (Fig. 6A and 6B), which 
is consistent with the percentage of high DMP1β protein 
expression in IHC stated later.

Next, we studied whether DMP1β protein expres-
sion was increased in BC by raising an antibody specific to 
DMP1β (RAB).59 Of note, RAB detected only DMP1β, but 

not γ, possibly because of posttranslational modifications of 
the antigenic epitope in DMP1γ.59 Using the RAB antibody, 
we performed IHC with paraffin-embedded tumor tissues 
from 63 BC patients. The data indicate that 35 of 63 (56%) 
breast tumors were highly stained (3+ to 2+) with the RAB 
antibody relatively to the surrounding breast epithelial tissues 
without involvement (Fig. 7A, left).

We then conducted Kaplan–Meier survival analysis 
based on strong vs. weak DMP1β staining intensity. The 
patients with high DMP1β staining in the tumors relapsed 
earlier than those with low DMP1β staining (P  =  0.0050; 
c2  =  7.8653; Fig. 7B). There was no correlation between 
DMP1β protein expression and LOH of the locus, suggest-
ing that these two events occurred independent of each other. 
Taken together, our data indicate that the DMP1β protein is 
frequently overexpressed in BCs and has negative impact on 
patients’ survival.

β γ  β γ  

Figure 6. analyses of the public database Gse58135 for BC by rna-seq. (A) and (B) The data were obtained from the analyses of rna-seq data of 
42 estrogen receptor-positive (er+) and Her2-negative (er+/Her2−) BC primary tumors, 30 uninvolved breast tissue samples that were adjacent to 
er+/Her2− primary tumors, 42 different TnBC primary tumors, and 21 uninvolved breast tissue samples that were adjacent to TnBC primary tumors 
(http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=Gse58135). The x-axis shows the number of hits for DMP1β+γ, and the y-axis shows the number 
of patients. The data were normalized by the length and abundance of the transcripts.59,211 (C) statistical analyses for the number of DMP1β+γ readings 
(ie, blast alignments and hits). The DMP1β+γ readings are higher in BC than in uninvolved tissues, as shown by the student’s t analyses (P , 0.0001 in 
all BC; P = 0.0029 in er+/Her2− BC; and P = 0.0052 in TnBC). The DMP1β+γ readings are higher in TnBC than er+/Her2− BC (P = 0.034), which is 
consistent with the association of DmP1β with poor prognosis of BC. The median hit is higher in BC than uninvolved tissue (90 vs. 55 in er+; 98 vs. 66 in 
TnBC). There are two modes (peaks) in uninvolved tissue (50 and 85 in er+/Her2− uninvolved; 60 and 95 in TnBC uninvolved), but there is only one in 
BC (95 in er+/Her2−; 105 in TNBC). Significantly increased expression of human DMP1β+γ mrna (ie, 90 hits or higher) was found in 20/42 (47.6%) of 
er+/Her2− BC and 31/42 (73.8%) of TnBC. The second peaks in uninvolved tissue are possibly from precancerous breast tissues where tumor cells are 
emerging.
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The oncogenic activity of DMP1β in mammary gland 
epithelial cells was demonstrated in vivo through the creation of 
MMTV-DMP1βV5His transgenic mouse lines.59 The transgenic 
females developed mammary tumors with a mean latency of 16 
months (42% of multiparous females; 18 months in nonparous 
and 15 months in multiparous). The onset of mammary tumor 
development in MMTV-DMP1β-transgenic females was ear-
lier than those of MMTV-cyclin D1 (177, 178), D3 (179), E (83), 

or c-Rel (213) mice (18–24 months in parous females), but later 
than MMTV-neu (mutant) mice (7 months; Table 1; ref. 212). 
Moreover, the frequency of tumor development was 42% in the 
MMTV-DMP1β model, while it was only 10–30% in many 
other MMTV models, indicating that this is a faithful model 
for BC found in women older than 40 years as 12-month-old 
mice correspond to 40-year-old humans. IHC analyses demon-
strated that the tumor cells were expressed in the proliferation 

χβ

β β

Figure 7. DmP1β iHC in human BC. (A) representative images of DmP1β iHC staining from two BC patients (Patient #1: high DmP1β expression; 
Patient #2: low DmP1β expression).59 a total of 63 human breast tumors were stained with DmP1β-specific antibody, RAB. DMP1β staining was 
significantly higher in the tumor tissues in Patient #1 compared to surrounding normal tissues. The scale bar indicates 100 µm. (B) a kaplan–meier rFs 
curve was graphed based on high versus low DmP1β protein intensity.59 Patients with significantly higher DMP1β (high) staining in tumors compared 
to the surrounding normal tissue had significantly shorter relapse than the those with tumors that show undetectable DMP1β (low) in their tumor tissue 
(P = 0.0050; c 2 = 7.8653). (C) mammary tumor tissue from an MMTV-DMP1βV5His female mouse doubly stained for DmP1β (peroxidase; red) and 
cytokeratin 14 (alkaline phosphatase; blue). The majority of tumor cells were positive for both proteins, suggesting transdifferentiation of mammary tumor 
cells to adenosquamous carcinoma. The scale bar indicates 100 µm.
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markers Ki67 and cyclin D1 in DMP1β-transgenic mice.59 
The mammary tumors were also positive for cytokeratin 8/14, 
suggesting transdifferentiation of adenocarcinoma to adeno-
squamous carcinoma (Fig. 7C).59 Although adenosquamous 
carcinomas are infrequent in human BC, they were found 
in the mammary gland of cyclin D1 and cyclin D3-transgenic 
mice.176–179 Together, it is possible that DMP1β induces mam-
mary tumors through upregulation of cyclin D1 and/or D3, the 
mechanism that should be pursued in the future. We propose 
that these transgenic mice are faithful mouse models for highly 
proliferative BC with adenosquamous differentiation.

Conclusive Remarks
We have reviewed the publications on the four novel bio-
markers for BC—cyclin E, B-Myb, Twist, and DMP1β. 
All of these molecules are associated with poor clinical out-
comes of BC patients, and at least the three of them (cyclin E, 
B-Myb, and Twist) have been shown to play critical roles in 
EMT and tumor metastasis. In case of cyclin E and DMP1β, 
transgenic expression of the protein under the control of 
the MMTV promoter led to mammary tumor development  
in vivo. Although transgenic models have not been created for 
B-Myb or Twist expression in mammary epithelial cells, the 
oncogenic role of these molecules are evident judging from 
their roles in cell cycle progression, the impact on the ARF-p53 
pathway, EMT, and stem cell-ness of BC. Creation of trans-
genic mouse models, either constitutive or drug-inducible/
de-inducible, will be helpful to directly demonstrate the 
roles of these molecules in mammary carcinogenesis and/or  
metastasis in vivo. The role of DMP1β in EMT/cancer 

metastasis should be investigated in the near future. Large 
multi-institutional studies with IHC with specific antibodies 
are needed to establish the roles of these molecular as novel bio-
markers for BC. Identification of molecules that associate with 
these proteins and characterization of upstream/downstream 
signaling cascades will also be helpful to discover the drugs that 
inhibit the activity of these oncogenic molecules for BC therapy.

Recently, the use of CDK4/6 inhibitors has been approved 
in the therapy of BC.101–103 Clinical trials have shown that 
these inhibitors are efficacious in BC with INK4a deletion; 
however, those with RB deficiency or Cyclin E amplifica-
tion/overexpression were resistant to CDK4/6 inhibitors in 
OC.99 As it is unrealistic to express the RB gene in all tumor 
cells that lack RB, it will be more reasonable to downregu-
late the overexpressed cyclin E protein, possibly through 
interference of translation, acceleration of protein degradation, 
or gene/protein depletion by siRNA to overcome the therapy 
resistance. Thus, mechanistic studies on cyclin E regulation 
in tumor cells are very important. Over the past decade, more 
than 20 siRNA therapeutics have been developed for a variety 
of disorders, including cancer, virus infection, and genetic 
disorders.180 Like other biological drugs, RNA interference-
based therapeutics often require a delivery vehicle to transport 
them to the targeted cells. Thus, the clinical advancement of 
numerous siRNA drugs has relied on the development of its 
carriers. Advancements in bioengineering and nanotechnology 
for improved delivery and release of the siRNA are expected.

Accumulating data indicate the negative impact of 
B-Myb, Twist, and DMP1β in survival of BC. As B-Myb 
and DMP1β are direct E2F targets and Twist is a repressor 

Table 1. mean latency and pathology of mammary tumors found in mmTV-driven mouse models for BC.

TRANSGENE MOUSE MODEL MEAN LATENCY, PERCENTAGE PATHOLOGY REFERENCE

neu/ErbB2 MMTV-neu (mutant) 7 months in nP, 100% adenocarcinoma, multi-focal, 
metastatic

212

Cyclin D1
MMTV-cyclin D1 WT 18–22 months in mP, .80% Papillary ad, acinar ad; er(+) 177

MMTV-cyclin D1T286A 18 months in mP, .70% secretory glandular adenocarcinoma, 
acinar ad er(+)

178

Cyclin D3 MMTV-cyclin D3 14 months in mP, 21% exclusively squamous cell carcinoma 179

Cyclin E
MMTV-cyclin E WT 24 months, 10.4%* mammary tumor

83
MMTV-cyclin E LMW 17–19 months, 10–30%* adenocarcinoma

c-rel MMTV-c-rel 20 months in mP, 32% ad, adsq, sq, sp 213

DMP1α

MMTV-FLAGDMP1α no tumor development in 
24 months

n/a

175
MMTV-FLAGDMP1α; 
neu

Delayed mammary tumor 
development 

adenocarcinoma; FlagDmp1 (+) cells 
undergo apoptosis, ki67(−)

DMP1β MMTV-DMP1βVH

18 months in nP adenosquamous carcinoma 59

15 months in mP, 42%
ki67(+), cyclin D1(+), Ck8/14(+) 176

For the review of 
MMTV modelser, cytoplasmic; Pr, negative

Note: *Pregnancy does not affect mammary tumorigenesis in these mice.
Abbreviations: LmW, Low molecular Weight; ad, adenocarcinoma; nP, nulliparous; adsq, adenosquamous carcinoma; mP, multiparous; sq, squamous cell 
carcinoma; sp, spindle cell carcinoma.
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of the INK4a/ARF locus associated with EMT, it is possible 
that overexpression of some of these proteins (and also other 
molecules that accelerate cell cycle progression—they can be 
novel E2F targets) is associated with CDK4/6 inhibitor resis-
tance in BC. Thus, it will be critical to find such molecular 
markers for clinical application of CDK4/6 inhibitors in BC.

Acknowledgments
We thank all the members of Dr. Inoue’s laboratory for sharing 
research findings on BC. We are grateful to Dr. Ali Mallakin 
who conducted the RNA-seq analysis of the BC database.

Author Contributions
Both the authors contributed to the conceptual design, writing 
the text, creating figures, and collecting the literature publica-
tions. All authors reviewed and approved the final manuscript.

REFERENCES
 1. Siegel RL, Miller KD, Jemal A. Cancer statistics, 2015. CA Cancer J Clin. 2015; 

65:5–29.
 2. Taneja P, Maglic D, Kai F, et al. Classical and novel prognostic markers for 

breast cancer and their clinical significance. Clin Med Oncol. 2010;4:15–34.
 3. Kittaneh M, Montero AJ, Glück S. Molecular profiling for breast cancer: a com-

prehensive review. Biomark Cancer. 2013;5:61–70.
 4. Patani N, Martin LA, Dowsett M. Biomarkers for the clinical management of 

breast cancer: international perspective. Int J Cancer. 2013;133:1–13.
 5. van de Vijver MJ. Molecular tests as prognostic factors in breast cancer. Virchows 

Arch. 2014;464:283–291.
 6. Donepudi MS, Kondapalli K, Amos SJ, Venkanteshan P. Breast cancer statistics 

and markers. J Cancer Res Ther. 2014;10:506–511.
 7. Tomao F, Papa A, Zaccarelli E, et al. Triple-negative breast cancer: new perspec-

tives for targeted therapies. Onco Targets Ther. 2015;8:177–193.
 8. Bertoli G, Cava C, Castiglioni I. MicroRNAs: new biomarkers for diagnosis, 

prognosis, therapy prediction and therapeutic tools for breast cancer. Theranostics. 
2015;5:1122–1143.

 9. Choi YJ, Anders L. Signaling through cyclin D-dependent kinases. Oncogene. 
2014;33:1890–1903.

 10. Casimiro MC, Velasco-Velázquez M, Aguirre-Alvarado C, Pestell RG. Over-
view of cyclins D1 function in cancer and the CDK inhibitor landscape: past and 
present. Expert Opin Investig Drugs. 2014;23:295–304.

 11. Inoue K, Fry EA. Aberrant expression of Cyclin D1 in cancer. Signal Transduct 
Insights. 2015;4:1–13.

 12. Kato JY, Matsuoka M, Polyak K, Massagué J, Sherr CJ. Cyclic AMP-induced 
G1 phase arrest mediated by an inhibitor (p27Kip1) of cyclin-dependent kinase 
4 activation. Cell. 1994;79:487–496.

 13. Sherr CJ. Cancer cell cycles. Science. 1996;274:1672–1677.
 14. Sherr CJ, Roberts JM. Living with or without cyclins and cyclin-dependent 

kinases. Genes Dev. 2004;18:2699–2711.
 15. Sheaff RJ, Groudine M, Gordon M, Roberts JM, Clurman BE. Cyclin E-CDK2 

is a regulator of p27Kip1. Genes Dev. 1997;11:1464–1478.
 16. Sherr CJ. The Pezcoller lecture: cancer cell cycles revisited. Cancer Res. 2000;60: 

3689–3695.
 17. Iaquinta PJ, Lees JA. Life and death decisions by the E2F transcription factors. 

Curr Opin Cell Biol. 2007;19:649–657.
 18. Chen HZ, Tsai SY, Leone G. Emerging roles of E2Fs in cancer: an exit from cell 

cycle control. Nat Rev Cancer. 2009;9:785–797.
 19. Sengupta S, Henry RW. Regulation of the retinoblastoma-E2F pathway by the 

ubiquitin-proteasome system. Biochim Biophys Acta. 2015;1849:1289–1297.
 20. Mallakin A, Taneja P, Matise LA, Willingham MC, Inoue K. Expression of 

Dmp1 in specific differentiated, nonproliferating cells and its repression by E2Fs. 
Oncogene. 2006;25:7703–7713.

 21. Hwang HC, Clurman BE. Cyclin E in normal and neoplastic cell cycles. Onco-
gene. 2005;24:2776–2786.

 22. Donnellan R, Chetty R. Cyclin E in human cancers. FASEB J. 1999;13:773–780.
 23. Lin L, Prescott MS, Zhu Z, et al. Identification and characterization of a 19q12 

amplicon in esophageal adenocarcinomas reveals cyclin E as the best candidate 
gene for this amplicon. Cancer Res. 2000;60:7021–7027.

 24. Nakayama N, Nakayama K, Shamima Y, et al. Gene amplification CCNE1 is 
related to poor survival and potential therapeutic target in ovarian cancer. Cancer. 
2010;116:2621–2634.

 25. Etemadmoghadam D, Au-Yeung G, Wall M, et al. Resistance to CDK2 inhibi-
tors is associated with selection of polyploid cells in CCNE1-amplified ovarian 
cancer. Clin Cancer Res. 2013;19:5960–5971.

 26. Karst AM, Jones PM, Vena N, et al. Cyclin E1 deregulation occurs early in 
secretory cell transformation to promote formation of fallopian tube-derived 
high-grade serous ovarian cancers. Cancer Res. 2014;74:1141–1152.

 27. Zhou Z, Bandla S, Ye J, et al. Cyclin E involved in early stage carcinogenesis of 
esophageal adenocarcinoma by SNP DNA microarray and immunohistochemi-
cal studies. BMC Gastroenterol. 2014;14:78.

 28. Alsina M, Landolfi S, Aura C, et al. Cyclin E amplification/overexpres-
sion is associated with poor prognosis in gastric cancer. Ann Oncol. 2015;26: 
438–439.

 29. Lukas J, Herzinger T, Hansen K, et al. Cyclin E-induced S phase without activa-
tion of the pRB/E2F pathway. Genes Dev. 1997;11:1479–1492.

 30. Knudsen ES, Buckmaster C, Chen TT, Feramisco JR, Wang JY. Inhibition of 
DNA synthesis by RB: effects on G1/S transition and S-phase progression. Genes 
Dev. 1998;12:2278–2292.

 31. Asghar U, Witkiewicz AK, Turner NC, Knudsen ES. The history and future 
of targeting cyclin-dependent kinases in cancer therapy. Nat Rev Drug Discov. 
2015;14:130–146. Review.

 32. Malumbres M, Barbacid M. Cell cycle, CDKs and cancer: a changing paradigm. 
Nat Rev Cancer. 2009;9:153–166.

 33. Gallorini M, Cataldi A, di Giacomo V. Cyclin-dependent kinase modulators 
and cancer therapy. BioDrugs. 2012;26:377–391.

 34. Sherr CJ, Bertwistle D, DEN Besten W, et al. p53-dependent and -independent 
functions of the Arf tumor suppressor. Cold Spring Harb Symp Quant Biol. 2005; 
70:129–137.

 35. Ozenne P, Eymin B, Brambilla E, Gazzeri S. The ARF tumor suppressor: struc-
ture, functions and status in cancer. Int J Cancer. 2010;127:2239–2247.

 36. Maggi LB Jr, Winkeler CL, Miceli AP, et al. ARF tumor suppression in the 
nucleolus. Biochim Biophys Acta. 2014;1842:831–839.

 37. Inoue K, Mallakin A, Frazier DP. Dmp1 and tumor suppression. Oncogene. 2007; 
26:4329–4335.

 38. Sugiyama T, Frazier DP, Taneja P, et al. Signal transduction involving the Dmp1 
transcription factor and its alteration in human cancer. Clin Med Oncol. 2008;2: 
209–219.

 39. Inoue K, Fry EA, Frazier DP. Transcription factors that interact with p53 and 
Mdm2. Int J Cancer. 2016;138:1577–1585.

 40. Inoue K, Roussel MF, Sherr CJ. Induction of ARF tumor suppressor gene 
expression and cell cycle arrest by transcription factor DMP1. Proc Natl Acad Sci 
U S A. 1999;96:3993–3998.

 41. Frazier DP, Kendig RD, Kai F, et al. Dmp1 physically interacts with p53 and 
positively regulates p53’s stabilization, nuclear localization, and function. Cancer 
Res. 2012;72:1740–1750.

 42. Maglic D, Zhu S, Fry EA, et al. Prognostic value of the hDMP1-ARF-Hdm2-
p53 pathway in breast cancer. Oncogene. 2013;32:4120–4129.

 43. Inoue K, Fry EA. Aberrant splicing of the DMP1-INK4a/ARF-MDM2-p53 
pathway in cancer. Int J. Cancer. 2016 Jan 23. doi: 10.1002/ijc.30003. [Epub 
ahead of print].

 44. Sreeramaneni R, Chaudhry A, McMahon M, Sherr CJ, Inoue K. Ras-Raf-Arf 
signaling critically depends on the Dmp1 transcription factor. Mol Cell Biol. 
2005;25:220–232.

 45. Taneja P, Maglic D, Kai F, et al. Critical role of Dmp1 in HER2/neu-p53 signal-
ing and breast carcinogenesis. Cancer Res. 2010;70:9084–9094.

 46. Taneja P, Mallakin A, Matise LA, Frazier DP, Choudhary M, Inoue K. Repres-
sion of Dmp1 and Arf promoter by anthracyclines: critical roles of the NF-κB 
subunit p65. Oncogene. 2007;26:7457–7466.

 47. Inoue K, Sugiyama H, Ogawa H, et al. WT1 as a new prognostic factor and 
a new marker for the detection of minimal residual disease in acute leukemia. 
Blood. 1994;84:3071–3079.

 48. Inoue K, Ogawa H, Yamagami T, et al. Long-term follow-up of minimal residual 
disease in leukemia patients by monitoring WT1 (Wilms tumor gene) expression 
levels. Blood. 1996;88:2267–2278.

 49. Inoue K, Ogawa H, Sonoda Y, et al. Aberrant overexpression of the Wilms 
tumor gene (WT1) in human leukemia. Blood. 1997;89:1405–1412.

 50. Tschan MP, Gullberg U, Shan D, Torbett BE, Fey MF, Tobler A. The hDMP1 
tumor suppressor is a new WT1 target in myeloid leukemias. Leukemia. 2008;22: 
1087–1090.

 51. Inoue K, Wen R, Rehg JE, et al. Disruption of the ARF transcriptional activator 
DMP1 facilitates cell immortalization, ras transformation, and tumorigenesis. 
Genes Dev. 2000;14:1797–1809.

 52. Inoue K, Zindy F, Randle DH, Rehg JE, Sherr CJ. Dmp1 is haplo-insufficient 
for tumor suppression and modifies the frequencies of Arf and p53 mutations in 
Myc-induced lymphomas. Genes Dev. 2001;15:2934–2939.

http://www.la-press.com
http://www.la-press.com/biomarkers-in-cancer-journal-j154


Inoue and Fry

40 Biomarkers in CanCer 2016:8

 53. Mallakin A, Sugiyama T, Taneja P, et al. Mutually exclusive inactivation of 
DMP1 and ARF/p53 in lung cancer. Cancer Cell. 2007;12:381–394.

 54. Kobayashi M, Srour EF. Regulation of murine hematopoietic stem cell quies-
cence by Dmtf1. Blood. 2011;118:6562–6571.

 55. David CJ, Manley JL. Alternative pre-mRNA splicing regulation in cancer: 
pathways and programs unhinged. Genes Dev. 2010;24:2343–2364.

 56. Ladomery M. Aberrant alternative splicing is another hallmark of cancer. Int J 
Cell Biol. 2013;2013:463786.

 57. Chen J, Weiss WA. Alternative splicing in cancer: implications for biology and 
therapy. Oncogene. 2015;34:1–14.

 58. Inoue K, Fry EA. Aberrant splicing of estrogen receptor, HER2, and CD44 in 
breast cancer. Genet Epigenet. 2015;7:19–32.

 59. Maglic D, Stovall DB, Cline JM, et al. DMP1β, a splice isoform of the tumor 
suppressor DMP1 locus, induces proliferation and progression of breast cancer. 
J Pathol. 2015;236:90–102.

 60. Koff A, Cross F, Fisher A, et al. Human cyclin E, a new cyclin that interacts with 
two members of the CDC2 gene family. Cell. 1991;66:1217–1228.

 61. Porter DC, Keyomarsi K. Novel splice variants of cyclin E with altered substrate 
specificity. Nucleic Acids Res. 2000;28:E101.

 62. Porter DC, Zhang N, Danes C, et al. Tumor-specific proteolytic processing of 
cyclin E generates hyperactive lower-molecular-weight forms. Mol Cell Biol. 2001; 
2:6254–6269.

 63. Ohtsubo M, Theodoras AM, Schumacher J, Roberts JM, Pagano M. Human 
cyclin E, a nuclear protein essential for the G1-to-S phase transition. Mol Cell 
Biol. 1995;15:2612–2624.

 64. Lauper N, Beck AR, Cariou S, et al. Cyclin E2: a novel CDK2 partner in the late 
G1 and S phases of the mammalian cell cycle. Oncogene. 1998;17:2637–2643.

 65. Caldon CE, Musgrove EA. Distinct and redundant functions of cyclin E1 and 
cyclin E2 in development and cancer. Cell Div. 2010;5:2.

 66. Koutsami MK, Tsantoulis PK, Kouloukoussa M, et al. Centrosome abnormali-
ties are frequently observed in non-small-cell lung cancer and are associated with 
aneuploidy and cyclin E overexpression. J Pathol. 2006;209:512–521.

 67. Scaltriti M, Eichhorn PJ, Cortés J, et al. Cyclin E amplification/overexpression 
is a mechanism of trastuzumab resistance in HER2+ breast cancer patients. Proc 
Natl Acad Sci U S A. 2011;108:3761–3766.

 68. Kuhn E, Bahadirli-Talbott A, Shih IeM. Frequent CCNE1 amplification in 
endometrial intraepithelial carcinoma and uterine serous carcinoma. Mod Pathol. 
2014;27:1014–1019.

 69. Patch AM, Christie EL, Etemadmoghadam D, et al. Whole-genome character-
ization of chemoresistant ovarian cancer. Nature. 2015;521:489–494.

 70. Keyomarsi K, Pardee AB. Redundant cyclin overexpression and gene amplifica-
tion in breast cancer cells. Proc Natl Acad Sci U S A. 1993;90:1112–1116.

 71. Schraml P, Bucher C, Bissig H, et al. Cyclin E overexpression and amplification 
in human tumours. J Pathol. 2003;200:375–382.

 72. Davis RJ, Welcker M, Clurman BE. Tumor suppression by the Fbw7 ubiquitin 
ligase: mechanisms and opportunities. Cancer Cell. 2014;26:455–464.

 73. Loeb KR, Kostner H, Firpo E, et al. A mouse model for cyclin E-dependent 
genetic instability and tumorigenesis. Cancer Cell. 2005;8:35–47.

 74. Wang WL, Huang HC, Kao SH, et al. Slug is temporally regulated by cyclin E 
in cell cycle and controls genome stability. Oncogene. 2015;34:1116–1125.

 75. Libertini SJ, Robinson BS, Dhillon NK, et al. Cyclin E both regulates and is 
regulated by calpain 2, a protease associated with metastatic breast cancer phe-
notype. Cancer Res. 2005;65:10700–10708.

 76. Wingate H, Zhang N, McGarhen MJ, Bedrosian I, Harper JW, Keyomarsi K. 
The tumor-specific hyperactive forms of cyclin E are resistant to inhibition by 
p21 and p27. J Biol Chem. 2005;280:15148–15157.

 77. Akli S, Zhang XQ , Bondaruk J, et al. Low molecular weight cyclin E is associ-
ated with p27-resistant, high-grade, high-stage and invasive bladder cancer. Cell 
Cycle. 2012;11:1468–1476.

 78. Bagheri-Yarmand R, Nanos-Webb A, Biernacka A, Bui T, Keyomarsi K. Cyclin 
E deregulation impairs mitotic progression through premature activation of 
Cdc25C. Cancer Res. 2010;70:5085–5095.

 79. Akli S, Zheng PJ, Multani AS, et al. Tumor-specific low molecular weight forms 
of cyclin E induce genomic instability and resistance to p21, p27, and antiestro-
gens in breast cancer. Cancer Res. 2004;64:3198–3208.

 80. Doung MT, Akli S, Wei C, et al. LMW-E/CDK2 deregulates acinar morpho-
genesis, induces tumorigenesis, and associates with the activated b-Raf-ERK1/2-
mTOR pathway in breast cancer patients. PLoS Genet. 2012;8:e1002538.

 81. Taneja P, Zhu S, Maglic D, Fry EA, Kendig RD, Inoue K. Transgenic and 
knockout mice models to reveal the functions of tumor suppressor genes. Clin 
Med Insights Oncol. 2011;5:235–257.

 82. Inoue K, Fry EA, Taneja P. Recent progress in mouse models for tumor suppres-
sor genes and its implications in human cancer. Clin Med Insights Oncol. 2013; 
7:103–122.

 83. Akli S, Van Pelt CS, Bui T, et al. Overexpression of the low molecular weight 
cyclin E in transgenic mice induces metastatic mammary carcinomas through 
the disruption of the ARF-p53 pathway. Cancer Res. 2007;67:7212–7222.

 84. Sieuwerts AM, Look MP, Meijer-van Gelder ME, et al. Which cyclin E prevails as 
prognostic marker for breast cancer? Results from a retrospective study involving 635 
lymph node-negative breast cancer patients. Clin Cancer Res. 2006;12:3319–3328.

 85. Keyomarsi K, Tucker SL, Buchholz TA, et al. Cyclin E and survival in patients 
with breast cancer. N Engl J Med. 2002;347:1566–1575.

 86. Wang L, Shao ZM. Cyclin E expression and prognosis in breast cancer patients: 
a meta-analysis of published studies. Cancer Invest. 2006;24:581–587.

 87. Gao S, Ma JJ, Lu C. Prognostic value of cyclin E expression in breast cancer: a 
meta-analysis. Tumour Biol. 2013;34:3423–3430.

 88. Akli S, Van Pelt CS, Bui T, Meijer L, Keyomarsi K. Cdk2 is required for breast 
cancer mediated by the low-molecular-weight isoform of cyclin E. Cancer Res. 
2011;71:3377–3386.

 89. Mittendorf EA, Liu Y, Tucker SL, et al. A novel interaction between HER2/neu 
and cyclin E in breast cancer. Oncogene. 2010;29:3896–3907.

 90. Nanos-Webb A, Jabbour NA, Multani AS, et al. Targeting low molecular weight 
cyclin E (LMW-E) in breast cancer. Breast Cancer Res Treat. 2012;132:575–588.

 91. Sherr CJ, Beach D, Shapiro GI. Targeting CDK4 and CDK6: from discovery 
to therapy. Cancer Discov. 2015 Dec 11. doi: 10.1158/2159-8290.CD-15-0894 
[Epub ahead of print].

 92. Di Fiore R, D’Anneo A, Tesoriere G, Vento R. RB1 in cancer: different mecha-
nisms of RB1 inactivation and alterations of pRb pathway in tumorigenesis. J Cell 
Physiol. 2013;228:1676–1687. Review.

 93. Finn RS, Crown JP, Lang I, et al. The cyclin-dependent kinase 4/6 inhibitor 
palbociclib in combination with letrozole versus letrozole alone as first-line treat-
ment of oestrogen receptor-positive, HER2-negative, advanced breast cancer 
(PALOMA-1/TRIO-18): a randomised phase 2 study. Lancet Oncol. 2015;16: 
25–35.

 94. Abukhdeir AM, Park BH. P21 and p27: roles in carcinogenesis and drug resis-
tance. Expert Rev Mol Med. 2008;10:e19. Review.

 95. Wang L, Wang J, Blaser BW, et al. Pharmacologic inhibition of CDK4/6: 
mechanistic evidence for selective activity or acquired resistance in acute myeloid 
leukemia. Blood. 2007;110:2075–2083.

 96. Finn RS, Dering J, Conklin D, et al. PD 0332991, a selective cyclin D kinase 
4/6 inhibitor, preferentially inhibits proliferation of luminal estrogen receptor-
positive human breast cancer cell lines in vitro. Breast Cancer Res. 2009;11:R77.

 97. Dean JL, Thangavel C, McClendon AK, Reed CA, Knudsen ES. Therapeutic 
CDK4/6 inhibition in breast cancer: key mechanisms of response and failure. 
Oncogene. 2010;29:4018–4032.

 98. Franco J, Witkiewicz AK, Knudsen ES. CDK4/6 inhibitors have potent activity 
in combination with pathway selective therapeutic agents in models of pancreatic 
cancer. Oncotarget. 2014;5:6512–6525.

 99. Konecny GE, Winterhoff B, Kolarova T, et al. Expression of p16 and retinoblas-
toma determines response to CDK4/6 inhibition in ovarian cancer. Clin Cancer 
Res. 2011;15(17):1591–1602.

 100. Taylor-Harding B, Aspuria PJ, Agadjanian H, et al. Cyclin E1 and RTK/RAS 
signaling drive CDK inhibitor resistance via activation of E2F and ETS. Onco-
target. 2015;6:696–714.

 101. Beaver JA, Amiri-Kordestani L, Charlab R, et al. FDA approval: palbociclib 
for the treatment of postmenopausal patients with estrogen receptor-positive, 
HER2-negative metastatic breast cancer. Clin Cancer Res. 2015;21:4760–4766.

 102. Murphy CG, Dickler MN. The role of CDK4/6 inhibition in breast cancer. 
Oncologist. 2015;20:483–490. Review.

 103. Turner NC, Ro J, André F, et al; PALOMA3 Study Group. Palbociclib in hormone-
receptor-positive advanced breast cancer. N Engl J Med. 2015;373:209–219.

 104. Klempnauer KH, Gonda TJ, Bishop JM. Nucleotide sequence of the retrovi-
ral leukemia gene v-myb and its cellular progenitor c-myb: the architecture of a 
transduced oncogene. Cell. 1982;31(2 pt 1):453–463.

 105. Leprince D, Gegonne A, Coll J, et al. A putative second cell-derived oncogene of 
the avian leukaemia retrovirus E26. Nature. 1983;306:395–397.

 106. Martinez I, Dimaio D. B-Myb, cancer, senescence, and microRNAs. Cancer Res. 
2011;71:5370–5373.

 107. Mowla SN, Lam EW, Jat PS. Cellular senescence and aging: the role of B-MYB. 
Aging Cell. 2014;13:773–779.

 108. Nomura N, Takahashi M, Matsui M, et al. Isolation of human cDNA clones of 
myb-related genes, A-myb and B-myb. Nucleic Acids Res. 1988;16:11075–11089.

 109. Sala A. B-MYB, a transcription factor implicated in regulating cell cycle, apop-
tosis and cancer. Eur J Cancer. 2005;41:2479–2484.

 110. Zhou Y, Ness SA. Myb proteins: angels and demons in normal and transformed 
cells. Front Biosci (Landmark Ed). 2011;16:1109–1131.

 111. Xu W, Dubos C, Lepiniec L. Transcriptional control of flavonoid biosynthesis by 
MYB-bHLH-WDR complexes. Trends Plant Sci. 2015;20:176–185.

 112. Davidson CJ, Tirouvanziam R, Herzenberg LA, Lipsick JS. Functional evo-
lution of the vertebrate Myb gene family: B-Myb, but neither A-Myb nor 
c-Myb, complements Drosophila Myb in hemocytes. Genetics. 2005;169: 
215–229.

 113. Lane S, Farlie P, Watson R. B-Myb function can be markedly enhanced by cyclin 
A-dependent kinase and protein truncation. Oncogene. 1997;14:2445–2453.

http://www.la-press.com
http://www.la-press.com/biomarkers-in-cancer-journal-j154


Novel molecular markers for breast cancer 

41Biomarkers in CanCer 2016:8

 114. Saville MK, Watson RJ. The cell-cycle regulated transcription factor B-Myb is 
phosphorylated by cyclin A/Cdk2 at sites that enhance its transactivation prop-
erties. Oncogene. 1998;17:2679–2689.

 115. Zhan M, Riordon DR, Yan B, et al. The B-MYB transcriptional network guides 
cell cycle progression and fate decisions to sustain self-renewal and the identity 
of pluripotent stem cells. PLoS One. 2012;7:e42350.

 116. Kamano H, Klempnauer KH. B-Myb and cyclin D1 mediate heat shock ele-
ment dependent activation of the human HSP70 promoter. Oncogene. 1997;14: 
1223–1229.

 117. Horstmann S, Ferrari S, Klempnauer KH. Regulation of B-Myb activity by 
cyclin D1. Oncogene. 2000;19:298–306.

 118. Schubert S, Horstmann S, Bartusel T, Klempnauer KH. The cooperation of 
B-Myb with the coactivator p300 is orchestrated by cyclins A and D1. Oncogene. 
2004;23:1392–1404.

 119. Hirai H, Sherr CJ. Interaction of D-type cyclins with a novel myb-like transcrip-
tion factor, DMP1. Mol Cell Biol. 1996;16:6457–6467.

 120. Inoue K, Sherr CJ. Gene expression and cell cycle arrest mediated by transcrip-
tion factor DMP1 is antagonized by D-type cyclins through a cyclin-dependent-
kinase-independent mechanism. Mol Cell Biol. 1998;18:1590–1600.

 121. Tanaka Y, Patestos NP, Maekawa T, Ishii S. B-myb is required for inner cell mass 
formation at an early stage of development. J Biol Chem. 1999;274:28067–28070.

 122. García P, Berlanga O, Watson R, Frampton J. Generation of a conditional allele 
of the B-myb gene. Genesis. 2005;43:189–195.

 123. Tarasov KV, Tarasova YS, Tam WL, et al. B-MYB is essential for normal cell 
cycle progression and chromosomal stability of embryonic stem cells. PLoS One. 
2008;3:e2478.

 124. Lorvellec M, Dumon S, Maya-Mendoza A, Jackson D, Frampton J, García P. 
B-Myb is critical for proper DNA duplication during an unperturbed S phase in 
mouse embryonic stem cells. Stem Cells. 2010;28:1751–1759.

 125. Pomeroy SL, Tamayo P, Gaasenbeek M, et al. Prediction of central nervous sys-
tem embryonal tumour outcome based on gene expression. Nature. 2002;415:436.

 126. Schwab R, Bussolari R, Corvetta D, et al. Isolation and functional assessment of 
common, polymorphic variants of the B-Myb proto-oncogene associated with a 
reduced cancer risk. Oncogene. 2007;27:2929–2933.

 127. Thorner AR, Hoadley KA, Parker JS, Winkel S, Millikan RC, Perou CM. In vitro 
and in vivo analysis of B-Myb in basal-like breast cancer. Oncogene. 2009;28: 
742–751.

 128. Dedić Plavetić N, Jakić-Razumović J, Kulić A, Vrbanec D. Prognostic value of 
proliferation markers expression in breast cancer. Med Oncol. 2013;30:523.

 129. Tao D, Pan Y, Lu H, et al. B-myb is a gene implicated in cell cycle and prolifera-
tion of breast cancer. Int J Clin Exp Pathol. 2014;7:5819–5827.

 130. Tao D, Pan Y, Jiang G, et al. B-Myb regulates snail expression to promote epi-
thelial-to-mesenchymal transition and invasion of breast cancer cell. Med Oncol. 
2015;32:412.

 131. Thisse B, el Messal M, Perrin-Schmitt F. The twist gene: isolation of a Drosoph-
ila zygotic gene necessary for the establishment of dorsoventral pattern. Nucleic 
Acids Res. 1987;15:3439–3453.

 132. Chen ZF, Behringer RR. Twist is required in head mesenchyme for cranial neu-
ral tube morphogenesis. Genes Dev. 1995;9:686–699.

 133. Qin Q , Xu Y, He T, Qin C, Xu J. Normal and disease-related biological functions 
of Twist1 and underlying molecular mechanisms. Cell Res. 2012;22:90–106.

 134. Khan MA, Chen HC, Zhang D, Fu J. Twist: a molecular target in cancer thera-
peutics. Tumour Biol. 2013;34:2497–2506.

 135. Chang AT, Liu Y, Ayyanathan K, et al. An evolutionarily conserved DNA archi-
tecture determines target specificity of the TWIST family bHLH transcription 
factors. Genes Dev. 2015;29:603–616.

 136. Simpson P. Maternal-zygotic gene interactions during formation of the dorso-
ventral pattern in Drosophila embryos. Genetics. 1983;105:615–632.

 137. Furlong EE, Andersen EC, Null B, White KP, Scott MP. Patterns of gene expression 
during Drosophila mesoderm development. Science. 2001;293:1629–1633.

 138. Miraoui H, Marie PJ. Pivotal role of Twist in skeletal biology and pathology. 
Gene. 2010;468:1–7.

 139. Xue G, Hemmings BA. Phosphorylation of basic helix-loop-helix transcription 
factor Twist in development and disease. Biochem Soc Trans. 2012;40:90–93.

 140. Tahiri Y, Bastidas N, McDonald-McGinn DM, et al. New pattern of sutural 
synostosis associated with TWIST gene mutation and Saethre-Chotzen syn-
drome: peace sign synostosis. J Craniofac Surg. 2015;26:1564–1567.

 141. Lee MS, Lowe G, Flanagan S, Kuchler K, Glackin CA. Human Dermo-1 has 
attributes similar to twist in early bone development. Bone. 2000;27:591–602.

 142. Maestro R, Dei Tos AP, Hamamori Y, et al. Twist is a potential oncogene that 
inhibits apoptosis. Genes Dev. 1999;13:2207–2217.

 143. Zhang Y-Q , Wei X-L, Liang YK, et al. Over-expressed twist associates with 
markers of epithelial mesenchymal transition and predicts poor prognosis in 
breast cancers via ERK and Akt activation. PLoS One. 2015;10:e0135851.

 144. Valsesia-Wittmann S, Magdeleine M, Dupasquier S, et al. Oncogenic coopera-
tion between H-Twist and N-Myc overrides fail safe programs in cancer cells. 
Cancer Cell. 2004;6:625–630.

 145. Ansieau S, Bastid J, Doreau A, et al. Induction of EMT by twist proteins as a col-
lateral effect of tumor-promoting inactivation of premature senescence. Cancer 
Cell. 2008;14:79–89.

 146. Tania M, Khan MA, Fu J. Epithelial to mesenchymal transition inducing tran-
scription factors and metastatic cancer. Tumour Biol. 2014;35:7335–7342.

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

 148. Tsai JH, Yang J. Epithelial-mesenchymal plasticity in carcinoma metastasis. 
Genes Dev. 2013;27:2192–2206.

 149. Yang J, Mani SA, Donaher JL, et al. Twist, a master regulator of morphogenesis, 
plays an essential role in tumor metastasis. Cell. 2004;117:927–939.

 150. Vesuna F, Lisok A, Kimble B, Raman V. Twist modulates breast cancer stem cells 
by transcriptional regulation of CD24 expression. Neoplasia. 2009;11:1318–1328.

 151. Fu J, Zhang L, He T, et al. TWIST represses estrogen receptor-alpha expres-
sion by recruiting the NuRD protein complex in breast cancer cells. Int J Biol Sci. 
2012;8:522–532.

 152. Vesuna F, Lisok A, Kimble B, et al. Twist contributes to hormone resistance 
in breast cancer by downregulating estrogen receptor-alpha. Oncogene. 2012;31: 
3223–3234.

 153. Mani SA, Guo W, Liao MJ, et al. The epithelial-mesenchymal transition gener-
ates cells with properties of stem cells. Cell. 2008;133:704–715.

 154. Battula VL, Evans KW, Hollier BG, et al. Epithelial-mesenchymal transition-
derived cells exhibit multilineage differentiation potential similar to mesenchy-
mal stem cells. Stem Cells. 2010;28:1435–1445.

 155. Tseng JC, Chen HF, Wu KJ. A twist tale of cancer metastasis and tumor angio-
genesis. Histol Histopathol. 2015;30:1283–1294.

 156. Pereira L, Horta S, Mateus R, Videira MA. Implications of Akt2/Twist crosstalk 
on breast cancer metastatic outcome. Drug Discov Today. 2015;20:1152–1158.

 157. van Nes JG, de Kruijf EM, Putter H, et al. Co-expression of SNAIL and 
TWIST determines prognosis in estrogen receptor-positive early breast cancer 
patients. Breast Cancer Res Treat. 2012;133:49–59.

 158. Cheng GZ, Chan J, Wang Q , Zhang W, Sun CD, Wang LH. Twist transcrip-
tionally up-regulates AKT2 in breast cancer cells leading to increased migration, 
invasion, and resistance to paclitaxel. Cancer Res. 2007;67:1979–1987.

 159. Ohtsuka M, Ling H, Doki Y, Mori M, Calin GA. MicroRNA processing and 
human cancer. J Clin Med. 2015;4:1651–1667.

 160. Ma L, Teruya-Feldstein J, Weinberg RA. Tumour invasion and metastasis initi-
ated by microRNA-10b in breast cancer. Nature. 2007;449:682–688.

 161. Nairismägi ML, Füchtbauer A, Labouriau R, Bramsen JB, Füchtbauer  EM. 
The proto-oncogene TWIST1 is regulated by microRNAs. PLoS One. 2013;8: 
e66070.

 162. Soini Y, Tuhkanen H, Sironen R, et al. Transcription factors zeb1, twist and 
snai1 in breast carcinoma. BMC Cancer. 2011;11:73.

 163. Xu Y, Hu B, Qin L, et al. SRC-1 and Twist1 expression positively correlates with 
a poor prognosis in human breast cancer. Int J Biol Sci. 2014;10:396–403.

 164. Zhao M, Hu HG, Huang J, et al. Expression and correlation of Twist and gela-
tinases in breast cancer. Exp Ther Med. 2013;6:97–100.

 165. Grzegrzolka J, Biala M, Wojtyra P, et al. Expression of EMT markers slug and 
twist in breast cancer. Anticancer Res. 2015;35:3961–3968.

 166. Li QQ , Xu JD, Wang WJ, et al. Twist1-mediated adriamycin-induced epithelial-
mesenchymal transition relates to multidrug resistance and invasive potential in 
breast cancer cells. Clin Cancer Res. 2009;15:2657–2665.

 167. Wang X, Ling MT, Guan XY, et al. Identification of a novel function of TWIST, 
a bHLH protein, in the development of acquired taxol resistance in human can-
cer cells. Oncogene. 2004;23:474–482.

 168. Vesuna F, van Diest P, Chen JH, et al. Biochem Biophys Res Commun. Twist is a 
transcriptional repressor of E-cadherin gene expression in breast cancer. Biochem 
Biophys Res Commun. 2008;367:235–241.

 169. Wei L, Sun JJ, Cui YC, et al. Twist may be associated with invasion and metas-
tasis of hypoxic NSCLC cells. Tumour Biol. 2016 Jan 27. [Epub ahead of print].

 170. Qin L, Liu Z, Chen H, et al. The steroid receptor coactivator-1 regulates 
twist expression and promotes breast cancer metastasis. Cancer Res. 2009;69: 
3819–3827.

 171. Pham CG, Bubici C, Zazzeroni F, et al. Upregulation of Twist-1 by NF-
kappaB blocks cytotoxicity induced by chemotherapeutic drugs. Mol Cell Biol. 
2007;27:3920–3935.

 172. Tschan MP, Fischer KM, Fung VS, et al. Alternative splicing of the human cyclin 
D-binding Myb-like protein (hDMP1) yields a truncated protein isoform that 
alters macrophage differentiation patterns. J Biol Chem. 2003;278:42750–42760.

 173. Tschan MP, Federzoni EA, Haimovici A, et al. Human DMTF1β antagonizes 
DMTF1α regulation of the p14ARF tumor suppressor and promotes cellular pro-
liferation. Biochim Biophys Acta. 2015;1849:1198–1208.

 174. Inoue K, Sherr CJ, Shapiro LH. Regulation of the CD13/Aminopeptidase N 
gene by DMP1, a transcription factor antagonized by D-type cyclins. J Biol 
Chem. 1998;273:29188–29194.

 175. Fry EA, Taneja P, Maglic D, Zhu S, Sui G, Inoue K. Dmp1α inhibits HER2/
neu-induced mammary tumorigenesis. PLoS One. 2013;8:e77870.

http://www.la-press.com
http://www.la-press.com/biomarkers-in-cancer-journal-j154


Inoue and Fry

42 Biomarkers in CanCer 2016:8

 176. Taneja P, Frazier DP, Kendig RD, et al. MMTV mouse models and the diag-
nostic values of MMTV-like sequences in human breast cancer. Expert Rev Mol 
Diagn. 2009;9:423–440.

 177. Wang TC, Cardiff RD, Zukerberg L, Lees E, Arnold A, Schmidt EV. Mam-
mary hyperplasia and carcinoma in MMTV-cyclin D1 transgenic mice. Nature. 
1994;369:669–671.

 178. Lin DI, Lessie MD, Gladden AB, Bassing CH, Wagner KU, Diehl JA. Disrup-
tion of cyclin D1 nuclear export and proteolysis accelerates mammary carcino-
genesis. Oncogene. 2008;27:1231–1242.

 179. Pirkmaier A, Dow R, Ganiatsas S, et al. Alternative mammary oncogenic path-
ways are induced by D-type cyclins; MMTV-cyclin D3 transgenic mice develop 
squamous cell carcinoma. Oncogene. 2003;22:4425–4433.

 180. Burnett JC, Rossi JJ, Tiemann K. Current progress of siRNA/shRNA therapeu-
tics in clinical trials. Biotechnol J. 2011;6:1130–1146.

 181. Agrawal A, Yang J, Murphy RF, Agrawal DK. Regulation of the p14ARF-Mdm2-
p53 pathway: an overview in breast cancer. Exp Mol Pathol. 2006;81:115–122.

 182. Cakouros D, Isenmann S, Cooper L, et al. Twist-1 induces Ezh2 recruitment 
regulating histone methylation along the Ink4A/Arf locus in mesenchymal stem 
cells. Mol Cell Biol. 2012;32:1433–1441.

 183. Yogev O, Saadon K, Anzi S, Inoue K, Shaulian E. DNA damage-dependent 
translocation of B23 and p19ARF is regulated by the JNK pathway. Cancer Res. 
2008;68:1398–1406.

 184. Mallakin A, Sugiyama T, Kai F, et al. The Arf-inducing transcription factor 
Dmp1 encodes transcriptional activator of amphiregulin, thrombospondin-1, 
JunB and Egr1. Int J Cancer. 2010;126:1403–1416.

 185. Zhu S, Mott RT, Fry EA, et al. Cooperation between cyclin D1 expression and 
Dmp1-loss in breast cancer. Am J Pathol. 2013;183:1339–1350.

 186. Inoue K, Sugiyama T, Taneja P, Morgan RL, Frazier DP. Emerging roles of 
DMP1 in lung cancer. Cancer Res. 2008;68:4487–4490.

 187. Sugiyama T, Frazier DP, Taneja P, Morgan RL, Willingham MC, Inoue K. The 
role of Dmp1 and its future in lung cancer diagnostics. Expert Rev Mol Diagn. 
2008;8:435–448.

 188. Inoue K, Fry EA. Mutant p53 and MDM2 in cancer. In: Palit Deb S, Deb S, eds. 
Alterations of p63 and p73 in human cancers. Chapter 2: Subcellular Biochemistry. Vol 85.  
New York: Springer; 2014:17–40.

 189. Sui G, Affar el B, Shi Y, et al. Yin Yang 1 is a negative regulator of p53. Cell. 
2004;117:859–872.

 190. Long EM, Long MA, Tsirigotis M, Gray DA. Stimulation of the murine Uchl1 
gene promoter by the B-Myb transcription factor. Lung Cancer. 2003;42:9–21.

 191. Singhal S, Vachani A, Antin-Ozerkis D, Kaiser LR, Albelda SM. Prognostic 
implications of cell cycle, apoptosis, and angiogenesis biomarkers in non-small 
cell lung cancer: a review. Clin Cancer Res. 2005;11:3974–3986.

 192. Huang LN, Wang DS, Chen YQ , et al. Meta-analysis for cyclin E in lung cancer 
survival. Clin Chim Acta. 2012;413:663–668.

 193. Zeng J, Zhan P, Wu G, et al. Prognostic value of Twist in lung cancer: systematic 
review and meta-analysis. Transl Lung Cancer Res. 2015;4:236–241.

 194. Taneja P, Kendig RD, Zhu S, Maglic D, Fry EA, Inoue K. Oncogenes and tumor 
suppressor genes in small cell lung carcinoma. In: Irusen EM, ed. Lung Diseases. 
(Chap. 6). Croatia: Intech; 2012:147–170.

 195. Inoue K, Fry EA, Taneja P. Genetically engineered mouse models for human 
lung cancer. In: Kayembe J-M, ed. Oncogenesis, Inflammatory and Parasitic Tropi-
cal Diseases of the Lung. (Chap. 2). Croatia: Intech; 2013:29–60.

 196. Honda R, Lowe, Dubinina E, et al. The structure of cyclin E1/CDK2: implica-
tions for CDK2 activation and CDK2-independent roles. EMBO J. 2005;24: 
452–463.

 197. Moore JD, Kornbluth S, Hunt T. Identification of the nuclear localization signal 
in Xenopus cyclin E and analysis of its role in replication and mitosis. Mol Biol 
Cell. 2002;13:4388–4400.

 198. Kelly BL, Wolfe KG, Roberts JM. Identification of a substrate-targeting domain 
in cyclin E necessary for phosphorylation of the retinoblastoma protein. Proc Natl 
Acad Sci U S A. 1998;95:2535–2540.

 199. Mull BB, Cox J, Bui T, Keyomarsi K. Post-translational modification and stabil-
ity of low molecular weight cyclin E. Oncogene. 2009;28:3167–3176.

 200. Singh S, Gramolini AO. Characterization of sequences in human TWIST 
required for nuclear localization. BMC Cell Biol. 2009;10:47.

 201. Lander R, Nasr T, Ochoa SD, Nordin K, Prasad MS, Labonne C. Interactions 
between Twist and other core epithelial-mesenchymal transition factors are con-
trolled by GSK3-mediated phosphorylation. Nat Commun. 2013;4:1542.

 202. Broccoli D, Smogorzewska A, Chong L, de Lange T. Human telomeres con-
tain two distinct Myb-related proteins, TRF1 and TRF2. Nat Genet. 1997;17: 
231–235.

 203. Zhu W, Giangrande PH, Nevins JR. E2Fs link the control of G1/S and G2/M 
transcription. EMBO J. 2004;23:4615–4626.

 204. Cheng M, Olivier P, Diehl JA, et al. The p21(Cip1) and p27(Kip1) CDK ‘inhibi-
tors’ are essential activators of cyclin D-dependent kinases in murine fibroblasts. 
EMBO J. 1999;18:1571–1583.

 205. Skapek SX, Rhee J, Spicer DB, Lassar AB. Inhibition of myogenic differen-
tiation in proliferating myoblasts by cyclin D1-dependent kinase. Science. 1995; 
267:1022–1024.

 206. Aggarwal P, Vaites LP, Kim JK, et al. Nuclear cyclin D1/CDK4 kinase regulates 
CUL4 expression and triggers neoplastic growth via activation of the PRMT5 
methyltransferase. Cancer Cell. 2010;18:329–340.

 207. Li Y, Chitnis N, Nakagawa H, et al. PRMT5 is required for lymphomagenesis 
triggered by multiple oncogenic drivers. Cancer Discov. 2015;5:288–303.

 208. Croset M, Goehrig D, Frackowiak A, et al. TWIST1 expression in breast cancer 
cells facilitates bone metastasis formation. J Bone Miner Res. 2014;29:1886–1899.

 209. Yang MH, Wu MZ, Chiou SH, et al. Direct regulation of TWIST by HIF-
1alpha promotes metastasis. Nat Cell Biol. 2008;10:295–305.

 210. Valastyan S, Weinberg RA. Tumor metastasis: molecular insights and evolving 
paradigms. Cell. 2011;147:275–292.

 211. Filloux C, Cédric M, Romain P, et al. An integrative method to normalize 
RNA-Seq data. BMC Bioinformatics. 2014;15:188.

 212. Muller WJ, Sinn E, Pattengale PK, Wallace R, Leder P. Single-step induction of 
mammary adenocarcinoma in transgenic mice bearing the activated c-neu onco-
gene. Cell. 1988;54:105–115.

 213. Romieu-Mourez R, Kim DW, Shin SM, et al. Mouse mammary tumor virus c-rel 
transgenic mice develop mammary tumors. Mol Cell Biol. 2003;23:5738–5754.

http://www.la-press.com
http://www.la-press.com/biomarkers-in-cancer-journal-j154

