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Abstract
Breast Cancer (BC) is the most common cancer in women, and 
second most cancer worldwide. It is a progressive and fatal 
disease that affects women of all ages, and is divided into several 
subtypes with distinct histological, genomic and transcriptomic 
profiles, outcomes, and responses to therapy. Ductal carcinoma in 
situ (DCIS) is a pre-invasive stage in the development of invasive 
breast carcinoma. DCIS presents a clinical problem, with high risk 
of potential progressive disease. A subset of patients with ductal 
carcinoma in situ (DCIS) will develop Invasive Breast Cancer 
(IBC). Thus, biomarkers are pivotal important to help identify DCIS/
IBC genes that might probably lead to potential rational treatment 
therapies. While biomarkers are defined as indicators of normal 
biological processes, pathogenic processes, or pharmacologic 
responses to therapeutic intervention, cancer biomarkers provide 
diagnostic, prognostic and therapeutic information about a 
particular cancer and show their ever-increasing importance in 
early detection and diagnosis of the disease. Estrogen Receptor 
(ER), Progesterone Receptor (PR), antigen KI-67 (Ki67), Her2, and 
cytokeratin’s are among the approved biomarkers by the Food and 
Drug Administration (FDA) for disease diagnosis, prognosis, and 
therapy selection. Up to now, little is known/or there is still a lot to 
know about molecular biomarkers (BM) that may help to determine 
the likelihood that DCIS identified on diagnostic biopsy would remain 
contained in situ or become invasive. This review elaborates and 
emphasizes on biomarkers that have the potential to identify cancer 
progression, and it enlightens research in breast cancer biomarkers 
related to DCIS and IBC.
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Introduction
Breast cancer (BC) is a heterogeneous disease associated with 

diverse biological behaviors and clinical outcome [1]. It is the second 
most common cancer in the world and, by far the most frequent 
cancer among women, as 1.6 million cases are diagnosed annually 

[2,3]. According to the 2011 estimation of World Health Organization 
(WHO), cancer now causes more deaths than all coronary heart 
disease or stroke. In 2006, about 21% of the world population was 
covered by Population-Based Cancer Registries (PBCR), with sparse 
registration in Asia (8% of the total population) and in Africa (11%) 
[3-6]. In Edward RS’s review highlights, it is estimated that in 2011, 
508.000 women died of breast cancer worldwide [7]. The same paper 
stated that in 2017, approximately 41.070 women in United States 
were projected to die from breast cancer [7]. According to WHO, 
early detection in order to improve breast cancer outcomes and 
survival remains the cornerstone of breast cancer control [8]. BC 
can begin in various areas of the breast (the ducts, the lobules, or in 
some cases the tissue in between). Therefore, it can be categorized in 
different types—non-invasive, invasive and metastatic breast cancers, 
as well as intrinsic or molecular subtypes of breast cancer.

Ductal carcinoma in situ (DCIS), also referred to as non-invasive 
or intra-ductal cancer, is defined as a neoplastic proliferation 
of epithelial cells confined to the ductal-lobular system and is 
characterized by subtle to marked cytological atypia as well as an 
inherent (but not necessary obligate) tendency to progress to IBC 
(Invasive Breast Cancer) [9,10]. It is the most common type of non-
invasive form breast cancer [11]. It includes a heterogeneous group 
of pre-invasive breast tumors with variable clinical outcome. The 
incidence of DCIS has remarkably increased. Since the early 1970s, 
the incidence of DCIS has increased from 1.8 per 100,000 women 
to 32.5 per 100,000 women in the mid-2000s [12]. Currently, DCIS 
represents approximately up to 20% of breast cancer diagnosed cases 
with the help of the mammography. Patients with DCIS have an 
increased risk of second breast cancer (SBC) recurrence, which can 
be invasive breast cancer (IBC) or any other type of cancers, and if 
uncontrolled might eventually lead to death [13-15]. The progression 
from DCIS to IBC remains controversial, involving many types of cell 
behaviors, including growth, migration, and invasion through various 
cell signalling pathways.

Biomarkers are to prevent DCIS progression, and attempt 
to diagnose at the earliest possible time for better treatment, and 
identify drug target therapy, in order to maximize the chances of 
major impact on the management and better outcomes [16]. Here, 
we review the biological process that likely to play a significant role 
in the phenomenon of progression from DCIS to invasive disease, the 
challenges faced by clinicians, pathologists and researchers in order to 
improve and develop predictive biomarkers; and define the subsets of 
DCIS to the probability of progression to Invasive Ductal Cancer (also 
sometimes called Infiltrating Ductal Carcinoma, IDC) [17]. 

Brief Overview of Breast Cancer
Cancer remains the major devastating disease throughout the 

world. It is estimated that cancers are responsible for over 6 million 
lives per year worldwide with an annual 10 million or more new 
cases [18]. Factors that stimulate the risk of breast cancer include 
gender, age, family history and additionally alcohol intake, dietary 
fat, obesity in postmenopausal age, and hormonal stimulations. 
Remaining the most frequently diagnosed cancer and the leading 
cause of cancer death among women, breast cancer is accounting for 
25% of the total cancer cases (1.68 million) and 15% of the cancer 
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Figure 1: Modified Wellings Jensen model of breast cancer progression.

Clinical and histopathological features of DCIS and IBC

Both in situ and invasive breast tumors are comprised of 
heterogeneous phenotypes, with variations in clinicopathological 
features such as histological grade, Estrogen Receptor alpha (ER), 
Progesterone Receptor (PR), Human Epidermal Growth Factor 
Receptor 2 (HER2/ERBB2), Ki67, Cytokeratins (CK) 5/6, and 
Epidermal Growth Factor Receptor (EGFR) status [25]. Additionally, 
tumors of the various intrinsic subtypes are found among both DCIS 
and IDC [23,26], indicating subtype-specific progression paths. BCs 
have been categorized into four molecular subtypes: Luminal A, 
Luminal B, Her2-enriched, and Basal-like/triple-negative (Table 1) 
[27]. All of these major molecular subtypes which are present in IBC 
are seen in DCIS, although at different frequencies. Specifically, the 
frequency of the luminal B and HER2+ phenotypes is significantly 
higher in DCIS than in IDC, and the frequency of the luminal A 
phenotype is significantly higher in IDC than in DCIS. Based on the 
regulators category, keys biomarker including HER2, EGFR, FAT-1, 
survivin and much more others will be discussed in our following 
parts series.

DCIS is not a single entity, but rather a spectrum of disease; in 
essence, it refers to malignant change in the ductal epithelium. It 
is routinely distinguished clinically from the related, numerically 
less frequent lesion, Lobular Carcinoma in situ (LCIS) by light 
microscopy. The pathology of DCIS can be considered as a spectrum 
ranging between atypical ductal hyperplasia and invasive disease 
with features such as grade and necrosis reflecting the likely clinical 
behavior as well as the presentation on mammography [28]. Previous 
studies have suggested that clinical and intrinsic subtype, as opposed 
to disease stage, are the dominant sources of variability among tumor 
expression profiles [26]. Traditionally, DCIS was classified based 
on architectural growth pattern of the epithelial proliferation, into 
comedo subtypes (defined by high-grade cells, prominent central 
necrosis and associated pleomorphic micro calcifications) and non-
comedo subtypes (further subdivided into solid, cribriform, papillary, 

deaths (520,000) worldwide [19,20]. The disease is localized to the 
breast at presentation in 61% of cases, regionally advanced in 32%, 
and metastatic in 7% [21]. When localized or regionally advanced, 
the disease is potentially curable with local and systemic therapy 
[22]. According to the Surveillance, Epidemiology, and End Results 
Program (SEER) of the National Cancer Institute of the United States, 
while the estimated new cases of breast cancer was the highest among 
the other common types of cancers, breast cancer was estimated to 
be the third leading cause of deaths in 2017 [21]. Based on the same 
national cancer registry, published data show that breast cancer 
occurs in every race/ethnicity, with predominance in white, black and 
non-Hispanic women; and its highest prevalence remains women 
aged 55-64 [21].

The cellular origin of most breast cancers occurs in the normal 
terminal duct lobular unit (TDLU). The human breast cancer is 
known as a progressive disease, and the key stages in this progression 
are called Hyperplastic Enlarged Lobular Units (HELU), Atypical 
Ductal Hyperplasia (ADH), Ductal carcinoma in situ (DCIS), and 
invasive breast cancer (IBC), as shown in [23]. In DCIS treatment, 
the key aim is to prevent tumor recurrence and the development 
of invasive disease. To reduce morbidity and achieve high cure 
rates, most DCIS patients have been treated by a combination of 
surgery and postoperative radiation followed by endocrine therapy 
if the ER is detected by immunohistochemistry [9]. Decades ago, 
mastectomy with axillary dissection was the first line of treatment 
for the DCIS patients. Although this approach resulted in a cure 
rate exceeding 99%, the morbidity and aesthetic aspects forced 
surgeons to use more conservative options [9]. However, disease 
recurrence is very probable in patients that exclusively underwent 
this modality of treatment. Several clinical trials have compared 
surgery with radiotherapy to surgery without radiotherapy, and 
findings showed that radiotherapy reduces the rates of recurrences 
by 50% in patients undergoing breast-conserving therapy [24] 
(Figure 1).

Molecular Subtype ER PR Her2 Ki67 CK5/6 EGFR Observations
Luminal A + + ─ ≤14% Any Any This subtype makes up about 40% of all breast cancers, and carries the best prognosis

Luminal B
+ + ─ ≥14% Any Any About 20% of breast cancers are luminal B subtype. Compared to luminal A tumors, they tend to lead 

to a poorer prognosis including poorer tumor grade, larger tumor size, and lymph node metastasis+ + + Any Any Any

Her2-enriched ─ ─ + High Any Any
This subtype makes up about 10%-15% of breast cancers, and is characterized by high expression of 
Her2 and proliferative gene cluster. Her2 subtype tumors have a fairly poor prognosis and are prone 
to early and frequent recurrence and metastases

TN
Basal-like ─ ─ ─ High ─ ─ They cannot be treated with hormone therapies or trastuzumab (Herceptin) because they are ER 

(−) and Her2 (−). This subtype of breast cancer is often aggressive and has a poorer prognosis 
compared to the receptor- positive subtypesNon-Basal ─ ─ ─ Any ─ ─

ER: Estrogen Receptor; PR: Progesterone Receptor; HER2: Human Growth Factor Receptor 2; CK5/6: Cytokeratin 5/6; EGFR: Epidermal Growth Factor Receptor; 
TN: Triple-Negative

Table 1: Molecular subtypes of breast cancer.
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micro papillary, clinging, apocrine, and mixed subtypes) [29,30]. 
Currently, based on cytonuclear atypia, DCIS is generally classified in 
low grade (small, monomorphic, well-polarized cells, with uniform 
size and regular chromatin pattern and rare mitotic), intermediate 
grade (similar to those of low grade but with occasional nucleoli, 
mitotic figures, and coarse chromatin), or high nuclear grade (large 
size, pleomorphic, and poorly polarized nuclei, with prominent 
nucleoli, numerous mitotic cells, and presence of necrosis) [9,29].

The ability of DCIS to evolve into invasive carcinoma is 
supported by similarities in morphology and hormone receptor 
profiles. Invasive breast cancer includes all the tumors in which 
stromal invasion are detectable including the micro invasive 
carcinoma. Based on architectural patterns and cytological features, 
the two major histological variants of breast cancer are invasive 
ductal carcinoma (IDC, also called No Otherwise Specified (NOS)) 
and invasive lobular carcinoma (ILC) representing 70%-80% and 
10%-12% of all BCs, respectively [31]. The remainder of the invasive 
carcinomas are classified as tubular, cribriform, medullary, met 
aplastic, apocrine, adenoid cystic, mucoepidermoid, polymorphous, 
mucinous, papillary, micro papillary, inflammatory carcinomas, 
and some exceptional rare types and variants (including secretory, 
oncocytic, sebaceous, Lipid-rich cell, glycogen-rich clear cell and 
acinic cell carcinoma) [32,33]. Although therapeutic approach at 
equivalent stage does not differ significantly between IDC and ILC, 
except for stage 0 disease, these two major subtypes of IBC vary in 
terms of clinic pathological features. The major characteristics of ILC 
are multicentricity, multimodality, bilaterality, difficulty in detection 
by mammographic examinations due to ill-defined margins, more 
frequent hormone receptor positivity, and tendency to metastasize to 
gastrointestinal organs and peritoneum [34].

Potential biomarkers involved in the progression from 
DCIS into IBC

Traditionally, DCIS have been classified according to the 
architectural features of their lesions [35]. However, this classification 
is of limited clinical value, particularly as individual DCIS lesions 
often demonstrate architectural heterogeneity [36]. As most breast 
cancers evolve from precursors, which gradually change over time, 
identifying biological alterations associated with early precursors 
before the development of substantial diversity will help scientists to 
reveal effective strategies for the prevention of the majority of breast 
cancers, independent of differentiation [23]. 

All existing DCIS classification schemes, including those focused 
on nuclear grade are unable to reliably differentiate between DCIS that 

will remain stable, regress and those likely to progress to full invasive 
tumors [37]. Over the past several decades, tremendous efforts have 
been made to screen and characterize useful cancer biomarkers for the 
use in clinical practice. According to their clinical use, they currently 
fall into three major categories: (1) prognostic, (2) predictive, and 
(3) pharmacodynamics markers [38]. Even though, an individual 
biomarker may serve more than one purpose and thus can fall into 
more than one of the above categories. Based on the biomarkers 
statistics from the Division of Cancer Prevention of the American 
National Cancer Institute, breast cancer biomarkers represent the 
third large group of investigated biomarkers by scientists, behind 
prostate and ovary cancers, respectively, showing that breast cancer 
remains a major public health concern and therefore it has been the 
most frequent female neoplasms (Figure 2).

DCIS progression is a complex process involving various types 
of cells, molecules and genes playing pivotal role at different phases, 
including growth, migration, and invasion. In many studies regarding 
the process from a ductal carcinoma in situ into invasive breast 
carcinoma, several researchers have identified some unique gene 
expression profiles of human DCIS and IBC. The search for biological 
markers and targeting some of these genes may improve the detection, 
diagnosis, therapy and progression of DCIS [39]. DNA biomarkers 
provide useful information on the process of tumor growth; protein 
biomarkers are also indicator for predictive and prognostic markers.

The steroids receptors

Steroid hormones are critical for the growth and development of 
breast tissue as well as of breast cancer. estrogen receptor (ER) and 
progesterone receptor (PR) were the first biologic markers evaluated 
in breast cancer. Studies have demonstrated that 50% to 75% of DCIS 
lesions express ER, and ER expression appears to correlate with 
DCIS grade, as it does with IBC grade [39]. The expression of ER and 
PR in tumors is associated with better prognosis and sensitivity to 
endocrine therapy. Apart from its well-known role in developing and 
maintaining the male phenotype, Androgen Receptor (AR) also plays 
an important role in female fertility [40].

Estrogen receptor (ER): It is well established that ER plays an 
important role in the genesis and progression of breast cancer. 
Approximately 75% of low-grade DCIS lesions express ER compared 
to only 30% of the high-grade DCIS lesions [41]. ER positivity is 
found in up to 60 to 70% of invasive breast cancers. Expression of ER 
in DCIS alone compared to contiguous DCIS associated with invasive 
carcinoma has been investigated in the past. With its two major 
variants (ERα and ERβ), the level of ER positivity is an important 

Figure 2: Statistics of all cancers biomarkers.
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predictor of response to endocrine therapy as well as a prognosticator. 
While endocrine therapies mainly seem to target ERα, the clinical 
significance of ERβ is less well known [42]. Several studies have 
shown the correlation between the expression of ER and the DCIS 
recurrence/invasive breast cancer. Studies have elaborated and proven 
the correlation between negative steroid receptor status and positive 
HER2 status, concluding they were independent predictors of DCIS 
recurrence after adjustment for tumor grade [43]. Zhang et al. carried 
out a clinical and histopathological study involving mastectomy 
specimens of 120 cases containing both DCIS and IDC [44]. The 
findings suggested that the expression of ER proteins decreased with 
the tumor progression from DCIS to IDC (χ2=4.034, p=0.045), and 
furthermore the expression levels of ER were significantly higher 
in the DCIS than those in the normal mammary glands. Moreover, 
in contrast HER-2/neu increased in high-grade tumors compared 
to DCIS [44]. In two nested case-control studies conducted, and 
respectively, the findings revealed a strong and significant statistical 
association between ER-negative DCIS and risk of local recurrence 
and/or subsequent invasive cancer [43,45].

Estradiol (E2) is the principal stimulator of estrogen receptor 
(ER)-mediated tumor proliferation. Its intratumoral levels are 
mainly regulated by the aromatase-mediated conversion from 
androgens and Estrogen Sulfotransferase (EST)-mediated reduction 
of bioavailability [46]. Studies revealed that stromal aromatase 
expression is significantly higher in IBC compared to adjacent DCIS 
components, and epithelial EST levels were found to be significantly 
down regulated in high-grade DCIS compared to non-high grade cases 
[46,47]. Concluding that aromatase through local estrogen synthesis 
in breast tissue plays an important role in breast carcinogenesis, and 
in tumor cell invasion. Moreover, a study showed that intraductal 
carcinoma associated with invasive cancer was more frequently ER-
positive compared to DCIS without associated invasion [48]. There 
was a strong concordance of ER/PR expression in contiguous DCIS 
associated with invasive cancer (98%) with virtually all cases being 
ER/PR positive. Overall, these findings suggest reduced expression 
of this steroid hormone is a marker for aggressive clinical behavior 
in patients with breast carcinoma, indicating that alterations of the 
molecule are involved in the mechanisms of breast carcinogenesis.

Progesterone receptor (PR): Just as ER, PR is considered to be 
important in invasive breast cancer. In IBC, expression of PR is weakly 
prognostic with respect to disease-free survival and a predictor of 
response to endocrine therapy [49]. PRα and PRβ are the 2-variants 
of PR, which are widely studied, even though most knowledge has 
been obtained on the first variant [42]. The key role of PR expression 
regarding the transition from DCIS to IBC has been well studied. 
Lots of data emphasized that patients with high-grade DCIS were less 
likely than patients with non-high-grade DCIS to have PR-positive 
disease [50,51]. Its expression is more common in cribriform DCIS 
and noncomedo DCIS than in other subtypes. Furthermore, study 
revealed that PR expression was more common in papillary, solid, 
cribriform, micropapillary, and comedocarcinoma subtypes than in 
other subtypes [42].

In their nested case-control study, Provenzano et al. found that 
PR negativity was independently associated with risk of local-regional 
recurrence. Patients who developed a local-regional recurrence 
were more likely than controls to have PR-negative disease (63% vs. 
34%) [43]. In another study, the authors found that a cell biological 
index that included ER and PR negativity, overexpression of HER2, 
accumulation of p53, and high Ki-67 expression was a strong 
predictor of recurrence [52].

Androgen receptor (AR): Androgen receptor (AR), similar to 
ER and progesterone receptor (PR), belongs to the steroid nuclear 
receptor family. In the recent years, AR has been a newly emerged 
biomarker and may serve for prognosis and prediction in BC. AR has 
biological and therapeutic utilization in prostate cancer, but its use 
in breast cancer treatment is limited because of the widespread and 
effective use of anti-estrogen hormonal therapies [53]. Its expression 
is significantly associated with both the stage and the grade, as it 
has been associated with apocrine differentiation in DCIS [50,54]. 
Its loss expression is usually associated with early onset, high-
grade tumors negative for ER, PR and HER2 [55]. Previous studies 
have significantly shown that AR expression has the potential to 
predict disease progression [49,50,54,55]. The findings of a clinical 
pathological study carried out by Hanley et al, demonstrated that AR 
expression was higher in high-grade DCIS than in non-high-grade 
DCIS. Hanley et al. found that unlike expression of the other steroid 
receptors (ER and PR), expression of AR was slightly higher in high-
grade DCIS than in non-high-grade DCIS [50]. In the same study, 
through a studied pattern of co-expression of ER and PR with AR, the 
authors reported that 87% of non-high-grade DCIS lesions compared 
with 30% of high-grade DCIS lesions expressed both AR and ER. The 
co-expression pattern was similar for PR [50].

Others studies have investigated androgen-regulated tumour 
suppressor genes and others relevant influential regulatory genes 
[56]. The findings revealed that Lin28A plays an important activating 
role in the AR expression via c-myc and thereby promotes ER-/
Her2+ breast cancer cell proliferation and invasiveness. Overall, the 
lack of expression of androgen receptor may play a critical role in 
transformation from in situ to invasive basal subtype of high-grade 
ductal carcinoma of the breast, as pointed [50].

The marker of proliferation-Ki-67

As a key element of progression of the disease, the nuclear antigen 
Ki-67 is commonly used to assess the proliferation rate of breast 
cancer tumors [57]. Several studies have investigated the relationship 
between Ki-67 expression and the prediction of DCIS recurrence, 
and or progression to IBC [51,58-60]. As High-grade DCIS has been 
associated with an increased risk of recurrence and progression to 
invasive carcinoma. In study, the findings indicated that significantly 
more women in the non-recurrent group had a low (0% to 10%) 
Ki67 score (a proliferation marker), compared with those women 
in the recurrent group (87% vs. 50%, respectively; P=0.002) [58]. In 
another study, the authors identified a high Ki67 proliferation index 
in the majority of cases of their series (70% for pure DCIS and 71.8% 
for Invasive mammary carcinoma-associated DCIS) [59]. The Ki67 
expression rate those series was likely higher than the mean rate 
described in other studies (10.9% to 15.5%), which included DCIS of 
different grades [49]. Moreover, in another study, Ki67 expression was 
significantly higher (p<0.05) in IDC cases (64%) versus IDC/DCIS 
(49.7%) [60]. Ki67 high proliferative activity has been revealed to be 
comedo DCIS than in DCIS with other architectural patterns [49]. In a 
co-expression of p16, Ki-67 and Cox-2, found that the phenotype Ki-
67+/p16+ and the phenotype Ki-67+/p16+/COX-2+ were associated 
with subsequent invasive tumor. In addition, Ki-67 was individually 
associated with DCIS recurrence, and the phenotypes Ki-67+/ER-, 
Ki-67+/p16+, and Ki-67+/p16+/COX-2+ were also associated with 
DCIS recurrence. Overall, in various multivariate analyses, the Ki-
67+/p16+/COX-2+ phenotype has been statistically and significantly 
a strong predictor of subsequent invasive recurrence after a DCIS 
diagnosis [45,59].
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The cell cycle regulators—part one

Regulators that control the cell cycle mechanism determine the 
fate (apoptosis or mitosis) of each cell, either normal or neoplastic. 
Carcinogenesis is a phenomenon triggered by both increased 
stimulation of cell growth and loss of cell death [39]. Several genes 
and proteins playing a pivotal invasive role in breast cancer can 
be related under this category. In this first part, we present and 
discuss some of the regulators of cell cycle that are key elements in 
tumor invasion from non/pre-invasive cancer into invasive breast 
carcinoma, whereas the second part of these cycle regulators shall be 
presented and discussed extensively in our second part series.

The cyclins: Cyclins are members, of family proteins, which are 
considered as markers of proliferation and mitotic activity, which 
through activating cyclin-dependent kinases (Cdk) enzymes control 
the progression of cells through the cell cycle [61]. Based on their 
main activities in the different part of the cell cycle, they are known as 
Cyclin D, E, A and B.

Cyclin D: Cyclin D is one of the major cyclins produced in 
terms of its functional importance. So far, Cyclin D1 remains the 
most investigated in breast cancer as it is known as a marker of 
invasiveness in breast cancer [61-65]. Cyclin D1 overexpression 
is present in approximately 20% of DCIS lesions, with recurrence 
risk [61]. And in approximately 50% of IBC; and 5% to 20% of 
these tumors have CCND1 gene amplification [62]. Throughout the 
progression of breast cancer from DCIS to invasive cancer, cyclin D1 
immunostaining pattern was found along with a great than threefold 
amplification of CCND1 [64]. Using univariate and multivariate 
analyses, results suggest that Cyclin D1 is significantly and inversely 
associated with invasive recurrence, and can be used as a prognostic 
marker in DCIS [65].

Cyclin A: Cyclin A is the only cyclin that regulates multiple steps 
of the cell cycle, due to its association with, and thereby activates 
distinctly Cdk1 and Cdk2 [66]. Few studies have investigated its 
expression in DCIS. However, according to Millar et al. study, 35% 
of DCIS lesions expressed Cyclin A [66]. Its expression has been 
significantly found higher in comedo DCIS than in noncomedo 
DCIS [61]. Furthermore, in a global proliferation factor study, after 
multivariate analysis, Cyclin A in combination with Ki-67 and p21, 
was correlated with recurrence [61].

Cyclin E: Considered as a prognostic marker in BC, the altered 
expression of Cyclin E increased with the increasing stage and grade 
of the tumor, and its dysregulation occurs in 18%-22% of BC [67]. A 
study revealed that 25% of 92 cases of DCIS studied had high Cyclin 
E expression, but the statistical analysis failed to prove its correlation 
in disease subsequent invasive/recurrence [65]. Moreover, in a 
univariate analysis, Pillay et al. found that Cyclin E expression was 
significantly associated with age, grade, lymph node spread and 
vascular invasion with distant Metastases Free Survival (MFS) in 
all invasive carcinomas, and the subgroup of IDC [68]. However, 
cyclin E provides some prognostic value as there is a direct statistical 
association with the development of distant metastases.

Cyclin B: One study had put in exert the expression of Cyclin B1 in 
43 cases of DCIS [64]. There was no significance difference according 
to the histologic grade of DCIS; however, high grade-DCIS (HG-DCIS) 
tends toward a higher PI Cyclin B1 than intermediate or low grade DCIS 
(LG-DCIS). In the same study, according to the histologic subtype, 
expression of Cyclin B1 was found higher in comedo DCIS than in 
noncomedo DCIS but with no statistical difference [64].

p-family proteins

p16: Also known as cyclin-dependent kinase inhibitor 2A or 
multiple tumor suppressor 1, p16 plays a pivotal role in cell cycle 
regulation by decelerating cells progression from G1 phase to S 
phase, and for this reason is now being explored as a prognostic 
biomarker for various cancers. Several studies have investigated its 
expression and its impact during the transition from DCIS and IBC 
[45,59,65,67,69,70]. While some early findings suggested that there is 
no direct association between p16 and DCIS subsequent recurrence/
invasive [65]. Later studies have statistically proven their correlation 
[69,70]. In a tissue microarray analysis, among other G1/S-regulatory 
proteins, the authors found that p16 was not associated with local 
recurrence in DCIS [65]. However, in their study (including 400 
cases of DCIS and IDC, and 50 cases of normal control), Shan and al. 
significantly found that luminal-A cancers expressed the lowest level 
of p16 among the subtypes in DCIS, and the level of p16 expression 
was up-regulated in the luminal-A of IDC (P<0.008) [69]. In the same 
study, luminal lesion types with high p16 expression in DCIS were 
associated to be more likely to develop into aggressive breast cancers, 
possibly promoted by p53 dysfunction [69]. Findings of univariate 
analysis suggested p16 to be associated with subsequent DCIS 
invasive recurrence [45]. In multivariate analyses, its co-expression 
in combination with other biomarkers including p16+/COX-2+/Ki-
67+[45, 59], p16-/p53+/Ki-67+[71] had been significantly associated 
to subsequent invasive carcinoma, and p16+/CXO-2-/Ki-67+ [45] 
predicted higher risk of subsequent recurrent DCIS.

p21: Implicated in a variety of pathways, p21 immunoreactivity 
has been detected both in benign and malignant epithelium, thus 
making its role quite complex [70]. As far as DCIS is concerned, 
several studies have been published highlighting the expression 
of p21 regarding the tumor recurrence and/or invasive carcinoma 
[43,72-75]. p21 has been found significantly associated with well-
differentiated histologic grade, non-comedo type, ER+/p53- [73,74]. 
Statistically, patients that presented local regional recurrence were 
more likely to have p21-positive disease than those who did not (54% 
vs. 15%) [43]. Furthermore, p-21 activated kinase 1 (PAK1) has been 
investigated to determine its role regarding progression/invasiveness 
in breast cancer [76,77]. While CA-PAK1 (its constitutively activated 
form) increases cells motility and invasiveness in MCF-7 cells, its 
dominant-negative mutant (DN-PAK1) suppresses cellular motility 
and invasiveness in MDA-MB-435 and MCF-7 breast cancer cells 
[76]. Overall, overexpression and activation of PAK1 mediates 
increase motility and invasiveness of human breast cancer, stimulates 
cyclin D1 expression, support epithelial-to-mesenchymal transition, 
and induces an increase in proteolytic activity, which is in consistent 
with the conversion from pre-invasive lesions (DCIS) to invasive 
cancers [77].

p27: p27 is a potent inhibitor of cyclin E/Cdk 2 and cyclin A/Cdk 
2 and its expression is highest in quiescent cells and decreases upon 
re-entry into the cell-cycle [78]. Its increase is associated with cell 
growth arrest, cell differentiation whereas decreased p27 expression 
is related to increased proliferation and tumorigenesis [79]. Various 
papers have highlighted its correlation with others biomarker. Its 
expression is found to be significantly correlated with p16/Cyclin D1, 
Cyclin D1/PR and/or ER status [66,68,74]. Down-regulation of p27 
is likely to be an early event in breast cancer as it has been detected 
with the same prevalence in small lymph node negative tumours with 
limited invasion and in larger lymph node positive groups [80]. It 
has also been suggested that low p27 is a strong and independent 
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marker of poor clinical outcome [68]. Cell proliferation, hormonal and 
differentiation characteristics differed in DCIS with respect to IDC, and 
the main variation in the transition between the two histologic lesions 
was the decrease in p27 expression and Microvessel Density (MVD) [78]. 
Conversely, p27 expression and MVD dramatically decreased during 
the transition from in situ to invasive carcinomas, indicating that loss 
expression of p27 was found to be indicative of IDC relapse [78].

p53: p53 is a tumor suppressor gene with pleotropic functions 
located on chromosome 17. It has an important role in regulating 
transcription of many other genes and it is an important component 
of breast cancer pathophysiology [81]. p53 is the most commonly 
mutated gene in human cancers [39], and regarding breast cancer, 
it is mutated or inactive in approximatively 20% to 30% of HG-
DCIS lesions whereas these mutations are extremely rare in LG-
DCIS and IG-DCIS lesions and they have not been identified in 
normal breast tissue [54,82]. Loss or mutation of p53 is associated 
with high rates of proliferation and development of malignant cells 
clones, correlates with loss of bcl-252 and with steroid receptor 
status [39]. In a correlation analysis between p16 and p53, the 
aberrant overexpression of p53 (of which the p53 mutation is closely 
correlated) [83]. It was found to be related to high p16 expression in 
DCIS and IDC triple-negative subtypes, and of IDC cases the most of 
the luminal-A subtypes were negative for p53, as were almost half of 
luminal-B subtypes, the majority of Her-2 subtypes, and almost all 
triple-negative IDC subtypes [69]. In a cell biological index analysis, 
p53 in combination with others biomarkers including ER-, PR- 
HER2+, Bcl-2- and Ki-67+, was found to be predictor of subsequent 
local recurrence of DCIS/progression [52]. Taken together, these 
findings suggest that dysfunction (mutation/inactivation) of p53 is a 
risk factor for subsequent breast carcinogenesis, associated with the 
progression from DCIS to IDC [69,84].

p63: p63 is also an important regulator of terminal differentiation 
and polarity of both epidermal and myoepithelial cells, and the 
disruption of these biological processes was shown to promote 
progression of DCIS to invasive cancers [85-87]. Several studies have 
highlighted its role either individually or in combination with others 
markers, regarding the progression of DCIS into invasive breast 
cancers. p63 expression is either restricted to myoepithelial cells or is 
present in both the myoepithelial and luminal areas of DCIS, and an 
inverse correlation between p63 and CK8/18 expression suggesting 
that the transition between a basal to a luminal phenotype of breast 
carcinoma requires the loss of p63 expression [88]. α-Smooth muscle 
actin (α-SMA), calponin and p63 loss are commonly used to identify 
DCIS progression into IBC. DCIS negative for p63 were also negative 
for α-SMA, and both of them were negative in the foci of micro-
invasiveness in all cases of DCIS with micro-invasion analyzed [88]. 
Other published data suggest that sequential loss of expression of 
p63, calponin, and α-SMA can occur in DCIS-involved ducts before 
overt loss of the myoepithelium, and this loss occurs in such trends 
with loss of p63>calponin>α-SMA [87]. In an intricate interaction 
network analysis involving TGFβ, Hedgehog and p63, the loss of 
p63 in MCFDCIS cells resulted in the loss of myoepithelial cells, and 
therefore accelerated progression to invasion [89]. Overall, these data 
support that the transition from DCIS into invasive disease implicates 
the loss of this critical function, even though p63 is not as highly 
sensitive as α-SMA in staining myoepithelial cells.

Forkhead box (FOX) proteins

Forkhead box (Fox) proteins are an extensive family of 
transcription factors, which rely on precise temporal and spatial 

controls, to directly play a key role in the regulation of crucial 
biological processes, including cell proliferation, differentiation, 
metabolism, tissue homeostasis, senescence, survival, apoptosis, and 
DNA damage repair [90]. Based on their protein sequence homology, 
they are divided into 19 subclasses (FoxA to FoxS). However, the 
best-studied Fox proteins involved in cancer are FoxO3a, FoxM1, 
and FoxA1 [90,91].

FoxA: FoxA1, FoxA2 and FoxA3 are currently the three 
known proteins of the FoxA subfamily [91]. Known also as 
hepatocyte nuclear factor 3 alpha (HNF-3α), FoxA1 remains the 
most-studied FoxA proteins involved in breast cancer [92-95]. 
FoxA1 is a prominent “pioneer factor” with the ability of initiating 
transcriptional competency and recruiting other transcription factors 
to target genes. This pioneer function makes it an important factor 
in breast and prostate cancers as FoxA1 is a key cooperating factor 
for the nuclear hormone receptors, estrogen receptor-α (ER), and 
androgen receptor (AR) [96-98]. By univariate and multivariate 
analyses, FoxA1 expression has been significantly associated as an 
independent prognostic factor for distant disease-free survival in 
ER+/HER2-breast cancer [92,94,95]. FoxA1 is the downstream target 
of GATA binding protein 3 and maintains ER sensitivity [99]. Already 
overexpressed in ADH (by 32% and 54% with respect to histological-
normal tissue), FoxA1 and GATA binding protein 3 (GATA3) 
expression greatly increased in DCIS (by 93% and 70%, respectively) 
[93]. Moreover, in a polyoma middle T (PyMT) transgenic mouse 
model study, the progression of the disease has been associated with 
phenotypes from ERα+/FoxA1+/GATA-3+ tumors in the early stage 
to ERα ± /FoxA1−/GATA-3+ in the late stage [100]. Meanwhile, 
FoxA1 has been shown to transcriptionally activate p27, inhibited the 
ER pathway activity and forced expression of this transcription factor 
in the luminal (MCF7 and SKBR3) and basal (MDA-MB-231) breast 
cancer cell lines led to a reduction in number and size of surviving 
colonies of all cell lines compared with empty vector transfected 
controls [96]. The analysis of FoxA1 expression in breast tissue arrays 
revealed significantly higher expression in pure DCIS compared to 
invasive ductal carcinomas (IDC); and in IDC, high expression of 
FoxA1 was associated with favorable prognostic factors whereas the 
loss of FoxA1 expression was noted with worsening tumor grade 
[93,95]. Clarified that those metastatic breast cancer patients whose 
tissue highly expressed FoxA1 took a long time to relapse compared 
to low FoxA1 patients, indicating that FoxA1 might be related to late 
subsequent recurrence [101]. Based on these scientific evidences, 
findings suggest that the loss of FoxA1 expression is a significant 
prognostic factor of breast progression from DCIC to IBC.

With a domain nearly identical to that of FoxA1 and FoxA3, the 
role of FoxA2 (HNF-3β) in breast cancer invasion remains unclear 
and least studied [102]. Meanwhile FoxA2 remains an important 
regulator of glucose and lipid metabolism and organismal energy 
balance [103]. As its controls the uptake of extracellular lipids 
for breast cancer growth [104], the Mesenchymal to Epithelial 
Transition (MET) plays critical roles in the progression of breast 
cancer metastasis. Findings suggested strong correlation between the 
expression levels of FoxA2 and the epithelial phenotype of clinical 
human breast ductal carcinoma samples. With two in vitro cell 
models of epithelial-type or mesenchymal-type breast cancer cells, 
the authors clarified that FoxA2 prevented EMT of breast cancer cells 
by stimulating the transcription of epithelial-related E-cadherin and 
repressing the expression of EMT-related transcription factor ZEB2 
[105]. FoxA2 is an independent prognostic factor of subsequent 
recurrence, and is expressed in Triple-Negative/Basal-like breast 
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carcinomas [102]. FoxA2 is expressed in normal human mammary 
epithelial cells, but its expression is down regulated by the increased 
methylation of the FoxA2 gene in clinical breast cancer samples, 
thereby suggesting that FoxA2 affects breast cancer progression [106]. 
These findings suggest that the overexpression of FoxA2 abolishes 
metastasis of breast cancer cells whereas its knockdown or aberrant 
expression is a marker for breast cancer invasion.

FoxC: The FoxC subfamily in humans is composed of two proteins 
known as FoxC1 and FoxC2 [91]. These two proteins play distinct key 
roles in development. FoxC1 was associated with Axenfeld-Rieger 
anomaly of the anterior eye chamber, while FoxC2 was associated 
with lymphedema-distichiasis [107]. Therefore, presumably they may 
also exert different roles in breast cancer cells invasion and metastasis.

FoxC1 was initially identified as an important regulator in 
embryonic development including brain, eye and heart formation 
[108]. Mounting of data suggests that FoxC1 is a sensitive biomarker 
for triple negative breast cancers, and particular in Basal-Like Breast 
Cancer (BLBC) [109]. Furthermore, it is directly linked to tumor 
metastasis and invasion [108]. Matrix Metalloprotease 7 (MMP7) 
has been identified as a key downstream effector of FoxC1-mediated 
invasiveness. The transient overexpression of FoxC1 induces MMP7 
expression in non-transformed mammary epithelial cell lines, thus 
promoting breast cancer invasion [109]. Published data show that 
FoxC1 may play an important role in the degree of malignancy and 
drug resistance of relapsing invasive ductal carcinoma [110]. In a 
series of 27 DCIS, 28 IDCs, 34 mixed cases (invasive tumors with in 
situ components) and 28 normal tissues, carried out a quantitative 
methylation analysis of FoxC1 and others biomarkers including 
ABCB1, PPP2R2B and PTEN [111]. FoxC1 displayed a significantly 
increased methylation levels from normal breast tissue to invasive 
tumors, the tumors with less methylation tended to be of the basal-
like and normal-like breast cancer subtypes [111]. Moreover, both the 
methylated and unmethylated DCISs and invasive tumors displayed 
significantly lower levels of FoxC1 gene expression. These data show 
that frequent aberrant DNA methylation of FoxC1 gene expression 
in both methylated and unmethylated DCIS, and in IDCs indicates 
that the loss of its expression is an early event during breast cancer 
progression.

FoxC2 has been associated to play a key function in promoting 
cancer cell invasion and metastasis. In breast cancer, expression of 
FoxC2 is associated with, and causal to chemotherapy resistance and 
metastasis in triple negative breast cancer (TNBC) [112,113]. FoxC2 
is an important regulator of EMT, a key process that is often activated 
during tumor progression and metastasis. Its overexpression leads to 
mesenchymal differentiation, as well as the induction of MMP2 and 
MMP9 expression [113]. FoxC2 indirectly represses expression of the 
epithelial marker E-cadherin, whose loss is considered a hallmark of 
EMT [114]. Through our data extraction, we could not find published 
data relaying the clear expression of FoxC2 in association with the 
transitional invasion from DCIS to IBC. However, these observations 
indicate that FoxC2 plays a central role in promoting invasion and 
metastasis in breast cancer. 

FoxF: FoxF1 and FoxF2 proteins compose the FoxF subfamily 
[91]. There is no match published data on their role in breast cancers, 
almost nothing published regarding their involved function in 
carcinoma invasion from DCIS to IBC.

Significant loss or down regulation of FoxF1 has been expressed 
in 9 of 10 breast carcinoma cells compared to normal control. This 

expression is aberrantly silenced in through epigenetic mechanisms, 
demonstrating that FoxF1 exerts tumor suppressor activity [115]. 
FoxF1 also promotes mesenchymal cell migration by transcriptionally 
regulating integrin β3 [116] and plays an important role in invasion 
during breast tumor progression. FoxF1 overexpression induces 
in a dependent-manner breast cancer cells migration/invasion 
by upregulating Lysyl Oxidase (LOX) and suppressing Smad2/3 
signalling [117].

Clinical study carried by Kong et al. revealed that the under-
expression of FoxF2 is associated with early-onset metastasis and 
poor prognosis [118]. It transcriptionally down-regulates FoxC2 
and suppresses EMT and multidrug resistance in BLBC cells [119]. 
Moreover, Lo et al. findings revealed that FoxF2 may play a dual 
role in tumorigenesis functioning as either a tumor suppressor or an 
oncogene in a tissue-context- and stage-specific manner, precisely 
in regulation of DNA replication and the epithelial-mesenchymal 
transition [120].

FoxK: Studies suggested that FoxK proteins could repress the 
initiation autophagy programs, and function as transcriptional 
repressors of autophagy in muscles cells and fibroblasts [121]. FoxK1 
has been associated in many programs including skeletal muscle 
regeneration, breast cancer development and progression. The 
histopathological analysis of cancer samples revealed that the higher 
Foxk1 expression was significantly associated with lower clinical 
stage, ER-positive breast cancer, benign histological type and lower 
histological grade [122]. Furthermore, the expression of FoxK1 was 
significantly decreased in MCF-7(ER+) and MDA-MB-231 (Triple-
negative) cells, comparing with that in MCF-10A (normal breast 
cells). Moreover, the in-vivo MRI assay demonstrated that Foxk1 
overexpression resulted in the progression of noninvasive MCF-7 to 
a more detectable phenotype, the permeability-surface area product 
was significantly higher than the vector [122]. Since MRI could 
reliably differentiate between in situ and invasive cancer [123]. Taken 
together, these findings suggest that the knockdown Foxk1 or loss 
expression of FoxK1 promotes the invasive capacity of breast cancer.

Mounting of data suggests FoxK2 is required for normal 
development and is involved in tumor development and progression. 
Significantly, the expression of FoxK2 is progressively lost during 
breast cancer progression, and low FoxK2 expression is strongly 
correlated with higher histologic grades, positive lymph nodes, and 
triple-negative status [124]. Moreover, FoxK2 is trans-activated by 
ERα and transrepressed via reciprocal successive feedback by HIF1β/
EZH2. In our review, we could not find published data involving 
FoxK2 expression in tumor invasion from non-invasive type or 
normal breast cell into invasive carcinomas.

FoxL: FoxL1 has been associated to the regulation of epithelial 
cell proliferation in gastrointestinal tracts. Its loss expression led to a 
marked increase in cellular proliferation of intestinal epithelia in mice, 
thus promoting the distortion in the tissue architecture of the stomach 
and small intestine [125]. FoxL1 is specifically expressed in low-
grade fibromyxoid sarcoma as compared to other morphologically 
similar tumor type [126]. FoxL1 over-expression is associated with 
better prognosis and its up-regulation significantly inhibited cell 
proliferation, migration and invasion in gallbladder cancer tissues 
and cell lines [127]. High expression of FoxL1 is associated with 
Normal Breast Epithelial Cell (NBEC) whereas its down-regulation 
has been observed in breast cancer cells (MDA-MB-231, MCF-7 and 
BT-474). Furthermore, overexpression of FoxL1 significantly down-
regulated the protein expression levels of β-catenin, c-Myc and cyclin 
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D1 in MDA-MB-231 cells [128]. Taking together, the loss expression 
or down-regulation of FoxL1 is a potential marker of tumor invasion 
in breast cancer.

FoxM1: Among the extensive family of the Forkhead box (Fox) 
proteins, FoxM1 (with FoxO3a and FoxA1) is one of the three best-
studied Fox proteins involved in cancer [90]. FoxM1 has a vital role 
in oncogenesis, angiogenesis, invasion, metastasis, DNA damage 
repair and the development of chemotherapeutic drug resistance 
breast diseases [129,130]. Published data revealed that FoxM1 
gene has three distinct isoforms (including FoxM1a, FoxM1b and 
FoxM1c) and Lam et al. findings support that FoxM1b which is 
overexpressed in cancer cells has a greater oncogenic potential than 
FoxM1c [129,131]. Multitude of factors (including cyclin-dependent 
kinase (CDK), histone deacetylase (HDAC), RUNX, Aurora Kinase A 
(AURKA), FoxA1, GATA3, MMP2 and MMP9) play important role 
in the transcription and gene expression of FoxM1 proteins [130,132-
135]. Studies revealed that in breast cancers, FoxM1 overexpression 
is significantly associated with aggressive phenotypes and poor 
prognosis of ER-positive, and behaves like the oncogenic transcription 
factor [133,135,136]. Moreover, it is found to be highly expressed in 
IDC (MDA-MB-231, MCF7, T47D, and SKBR3 cells) versus DCIS, 
MCF-10A cells or normal tissues [134,137]. Overexpressed in DCIS 
or in normal tissues, FoxM1 induces invasive breast cancer [134,137]. 
Co-expression of FoxM1, survivin, and nuclear XIAP was associated 
with poor outcomes of women with stage III breast cancer with 
significantly reduced 5- and 10-year survival rates versus women 
with tumors without these features [138]. In breast cancer cells, 
FoxM1 over-regulation resulted in increased cell growth, migration 
and invasion. In contrary the FoxM1 down-regulation inhibited 
cell growth, clonogenicity, migration, and invasion, as the same 
time expression of various factors including uPA, uPAR, MMP2, 
MMP9, ErbB2, and vascular endothelial growth factor (VEGF) 
[134,139]. ErbB2 is frequently highly expressed in DCIS, showed that 
activation of ErbB2-dependent signalling results in up regulation of 
FoxM1, and its transcriptional targets, MMP2. Inhibition of FoxM1 
by RNA interference prevented induction of invasion by IR, and 
overexpression of FoxM1 in MCF10A cells was sufficient to promote 
IR-induced invasion. Moreover, 14-3-3ζ was also upregulated by 
IR in cancer cells in a ROS-dependent manner is required for IR-
induced invasion in ErbB2-positive breast cancer cells and together 
with FoxM1 is sufficient for invasion in ErbB2-negative breast cancer 
cells. These findings clarified that IR-mediated activation of ErbB2 
and induction of 14-3-3ζ collaborate to regulate FoxM1 and promote 
invasion of breast cancer cells [134]. Published data have shown that 
FoxO3a can interact with FoxM1 in the ERα promoter and regulate 
ERα expression in breast cancer cells. These two Forkhead box (Fox) 
proteins are often transcriptionally antagonistic. They not only 
compete for binding to the same DNA motif in target promoters, but 
also have opposing transcriptional output. Karadedou et al. showed 
that FoxO3a activation correlates with down-regulation of FoxM1 and 
VEGF expression [140]. FoxO3a plays a critical tumor-suppressive 
role in breast cancer [135]. As a result, FoxO3a negatively regulates 
the transcriptional output of FoxM1, which promote tumorigenesis 
and cancer progression [136]. Based on these data, FoxM1 promote 
invasion of breast cancer from DCIS into IDC.

FoxO: FoxO subfamily proteins play important role in the 
regulation of metabolism, oxidative stress resistance and cell cycle 
arrest. Under fasting conditions, FoxO transcriptionally activates 
insulin-responsive genes, which include genes encoding enzymes 
responsible for gluconeogenesis or glucose homeostasis in the liver 

[91,107]. FoxO1, FoxO3, FoxO4 and FoxO6 are the members of 
this subfamily of proteins. Evidences suggested that in the human 
body, there is a broad overlap in their expression patterns. They are 
uniquely enriched in specific tissues: FoxO1 in adipose and liver 
tissue, FoxO3A in the brain, and FoxO4 in skeletal muscle, while 
FoxO6 appears to be expressed almost exclusively in adult brain [141-
143]. Despite these specific tissues enrichment, clear data clarified 
the involvement of FoxO proteins in breast cancer angiogenesis and 
invasion. These proteins, based on the cellular context and the stage of 
the disease, are not solely tumor suppressors, but also support tumor 
growth and metastasis by regulating a plethora of cellular processes 
essential for tumorigenesis [141,143,144]. Activity of FoxO proteins 
is activated by several kinases pathways including the stress-activated 
c-Jun-NH2-kinase (JNK), AMP-activated protein kinase (AMPK), in 
other hand other kinases such as PI3K/AKT, CK1, IKKβ and ERK1/2 
suppress their activity [143,145]. found that FoxO6, but not FoxO1, 
3, and 4, was frequently overexpressed in breast cell lines and tumors 
compared to normal cells [143].

FoxO3a, a tumor suppressor, is under-expressed in many breast 
cancer patients [146]. In breast cancer cells, the role of FoxO3 in cell 
migration and invasion has been linked to the ERα status. Indeed, 
in ERα+ cells, FoxO3 cooperates with 17β-estradiol to reduce 
cell invasiveness, while in ERα- cells, FoxO3 tends to increase it 
[140,147,148]. Thus, its expression is associated with favorable 
outcome in ER-positive breast cancer specific survival and distant 
metastasis free interval [136]. Overexpression of FoxO3a induces 
a decrease in invasiveness, and anchorage-independent growth in 
ER-positive breast cancer but increases invasion in ER-negative 
breast tumors [141,147]. Data reported that while FoxO3 promotes 
migration on cellular invasion by inducing the expression of MMP-
9 and MMP-13, FoxO1 induces MMP-1 and, therefore enhances 
the cellular invasive potential [149,150]. FoxO3a is an important 
downstream effector of the PI3K/Akt pathway. The silencing of 
FoxO3a expression in pre-invasive breast cells result in an induction 
of breast cancer invasion.

Contrary to the others FoxO proteins, FoxO6 is frequently 
overexpressed in breast cancer cells than in normal mammary cell 
lines or tissues, suggesting it to be an oncogene in human breast 
carcinogenesis [143]. This functional difference between FoxO6 and 
the others proteins of this subfamily can be explained by the major 
structural differences that exhibits FoxO6, as the activation of the 
activation of the PI3K-AKT pathway by growth factors inhibits 
FOXO6 transcriptional activity mainly via a mechanism independent 
of shuttling to the cytosol [141,143].

Overall, these data suggest that the silencing of FoxO1, 3, and 4, 
and overexpression of FoxO6 in normal or pre-invasive breast cells 
are important factor for invasive breast cancer.

FoxP: FoxP subfamily is composed of 4 proteins (FoxP1, P2, P3 
and P4) that play dramatically different functions. For instance, FoxP1 
and FoxP4 play essential parts in cardiac morphogenesis, FoxP2 has 
been shown to be required for speech acquisition in humans, and 
FoxP3 is essential for the programming of regulatory T cells [91,107]. 
Nevertheless, studies’ findings have showed their implication in the 
migration and invasion of breast cancer cells.

FoxP1 has been suggested as a tumor promoter and an oncogene, 
depending on the cell type, although these observations are primarily 
based on correlations between mRNA levels and clinical outcomes 
[151]. Expression of FoxP1 is associated with ER [151-155]. A 
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systematic review and meta-analysis of prognostic value of decreased 
FoxP1 protein expression in various tumors revealed the decreased 
FoxP1 expression was significantly correlated with an unfavourable 
relapse-free survival [152]. Study revealed that FoxP1 was more 
highly expressed in familial (hereditary) breast cancers compared 
with sporadic cancers for luminal and basal, but not HER2 and null 
phenotypes. Moreover, the absence of FoxP1 expression was associated 
with a shorter relapse free and overall survival in familial breast 
cancer [153]. In a clinico-pathological study, while FoxP1 staining 
was predominantly localized in the nuclei in usual ductal hyperplasia 
(UDH), the FoxP1 nuclear distribution gradually decreased from 
ADH, DCIS to IDC, and the cytoplasmic staining increased. These 
observations strongly indicated that FoxP1 expression might shift 
from the nucleus to the cytoplasm during breast tumorigenesis, and 
therefore, cytoplasmic mislocalization of FoxP1 is suggested play an 
important role in breast cancer progression [154]. Published data 
suggested that FoxP1 immunoreactivity predicted better relapse-free 
survival but not OS in breast cancer patients [156,157]. Moreover, 
FoxP1 immunoreactivity may predict a favorable prognosis for breast 
cancer patients treated with tamoxifen [155,158].

FoxP2 is the first and most well-studied gene to be implicated in 
human speech and language skills, and its heterozygous mutations 
cause a severe speech and language disorder characterized by 
childhood apraxia of speech (CAS) and accompanied by expressive 
and receptive language problems [159-161]. Growing information 
revealed that dysregulation of FoxP2 expression is somehow involved 
in cancer initiation, maintenance, invasion and progression [160-
164]. Aberrant expression of FoxP2 has been detected in several 
cancer types, including up or down-regulated FoxP2 levels depending 
on the type of cancer. This suggests that aberrant FoxP2 levels may 
play the dual role of a pro-oncogenic/deficient tumor-suppressor 
that may be tissue specific and vary along the progression of cancer 
[160,162,163]. The expression of FoxP2 is significantly lower in breast 
cancer (including IDC and ILC) than normal breast tissues [162]. 
Moreover, FoxP2 was found significantly less expressed in breast 
cancer tissue compared to adjacent control tissue [162]. In a wound-
healing assay and Transwell assay, and significantly showed that the 
knockdown of FoxP2 could promote cell migration and invasion in 
vitro, and this phenomenon was significantly inhibited after FoxP2 
overexpression [162,164]. Furthermore, the authors also found that 
downregulation of FoxP2 expression induced an up-regulation of 
TGFβ pathway related proteins (including TGFβR1, p-SMAD3, 
SMAD4 and Snail) [162]. Taken together, these data highlight the 
tumor suppressor role of FoxP2.

Forkhead Box Protein3 (FoxP3), a member of transcription factor 
winged-helix family is involved in regulating the immune system 
development and function [91,165]. FoxP3 up- or down regulates 
a large number of genes. For instance, in vitro, FoxP3 represses the 
transcription of the HER2, SKP2, MYC, MMP2/9, CXCR4, VEGF, 
and uPA genes and induces the expression of p21 and LATS2 [166-
169]. Thus, inhibited cell growth, cell migration, and cell invasion 
have been observed in various cell lines derived especially from 
breast cancers that overexpress FoxP3 [166]. The mutation of FoxP3 
expression is responsible for X-linked autoimmune diseases in mice 
(scurfy mice) and humans (Immune dysregulation, polyendopathy, 
enterophathy, X-linked, IPEX) [170,171]. FoxP3 expression has 
recently been noted in epithelial cells in both normal and cancerous 
tissues from the breast and it has been most notable for its role as 
the master regulator in the function and development of CD4+ 

CD25hi regulatory T cells (Treg), as Tregs have high level expression 
of FoxP3 [169,172-176]. The loss of FoxP3 function or its aberrant 
expression leads to Treg deficiency, resulting in lethal autoaggressive 
lymphoproliferation, whereas FoxP3 overexpression results in severe 
immunodeficiency [166,172,176,177]. 

Several studies have addressed the role of FoxP3 in breast cancer 
invasion/progression [167,168,178,179]. Gupta et al. have analyzed 
the intratumoral expression of FoxP3 in IBC and compared it with its 
level in DCIS and adjacent normal tissue, and its correlation with the 
levels of TGF-β1, VEGF and intratumoral micro vessel density (IMD) 
were also investigated [178]. The authors significantly found that its 
expression in infiltrating cancers (IBC) was higher than in DCIS, and 
was approximatively two fold higher than in normal tissues (p<0.001) 
[178]. Moreover, in infiltrating carcinoma, a significant positive 
correlation between FoxP3 expression and TGF-β1 expression was 
noted (p<0.001). Furthermore, a positive correlation between FoxP3 
expression with VEGF expression and IMD values was also detected; 
however, statistically that was non-significant [178]. In another study 
carried out a quantitative analysis of FoxP3 expression in lymphocytes 
as well as in epithelial cells in a set of thirty-two breast tumors with 
synchronous normal epithelium, DCIS, and IDC components 
[179]. The findings of the study showed that median proportion of 
FoxP3-expressing CD3 cells significantly increased with malignant 
progression from normal to DCIS to IDC components (0.005, 0.019 
and 0.030, respectively; p<0.0001 for normal vs. IDC and p=0.004 for 
DCIS vs. IDC) [179]. Moreover, the median intensity of epithelial 
FoxP3 expression was also increased with invasive progression and 
most markedly augmented between normal and DCIS components 
(0.130 vs. 0.175, p<0.0001) [179]. Bates et al. also investigated the 
prognostic significance of FoxP3-positive Tregs in noninvasive breast 
cancer, suggesting that Treg accumulation represents a marker of 
breast cancer progression [174]. Their findings showed the median 
Treg number differed significantly between normal, DCIS, and IBCs 
(p<0.001). Moreover, higher numbers of Treg in DCIS patients also 
indicated a worse relapse-free survival (RFS) [174]. In all three studies, 
Treg infiltration and epithelial FoxP3 expression were both higher in 
grade 3 vs. grade 1 tumor [174,178,179]. In a clinical study involving 
202 breast cancer patients and 130 normal healthy women, both of 
Indian origin, the authors found that Foxp3 rs37161548 has a potential 
to be a polymorphic marker for tumor progression in premenopausal 
breast cancer patients [180]. Notably, Treg infiltration significantly 
correlated with epithelial up-regulation of FoxP3 expression. A linear 
association of intratumoral FoxP3 expression with invasion, size and 
vascularity suggests a utility of FoxP3, an indicator of Treg activity as 
a marker of breast cancer invasion, progression and metastasis.

FoxP4, an additional member of the FoxP family, is highly 
homologous to FoxP1 and has been shown to dimerize with other 
FoxP proteins. FoxP4 is involved in the development of the central 
nervous system [181]. It is expressed in both thymocytes and 
peripheral CD4+ and CD8+ T cells [182]. Compared to other FoxP 
proteins, there is no much information regarding the involvement of 
FoxP4 in breast cancer research, especially in terms of the transitory 
journey from non-invasive into invasive carcinoma of the breast. In 
addition to the circMYO9B, FoxP4 expression was significantly higher 
in BC cell lines (BT474, MCF-7, MDA-MB-231, T47D and MDA-
MB-453) than that in normal breast epithelial cell line (MCF-10A), 
whereas its expression was significantly reversed through circMYO9B 
knockdown in BC cells by MiR-4316 [183]. These data suggest that 
FoxP4 plays an essential role in regulating BC cell proliferation, 
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migration and invasion, thus presenting potential oncogenic role of 
FoxP4.

FoxR: FoxR subfamily consists of FoxR1 and FoxR2. While 
scientists reported deregulation of some Fox subfamilies genes 
(including FoxA, FoxC, FoxF, FoxM, FoxP and FoxO) could lead to 
carcinogenesis and congenital disorders, research in FoxR subfamily 
is numbered [91,184,185]. The human FoxR2, also known as FoxN6 
is an ortholog of FoxR1, which can functionally replace Myc and 
drive proliferation [185]. Research evidences showed that FoxR2 
is expressed in breast cancer cell lines and primary breast cancer 
tissues [185-187] and upregulated in Hodgkin lymphoma (HL) 
[188]. Moreover, found that FoxR2 was not expressed in the 3 
normal human breast epithelial cell lines (MCF10A, HMLE, and 
HBL100) but was detectable in breast cancer cell lines (including 
ZR75.1, T47D, MCF-7, MDA-MB-468, and SUM52PE) [187]. 
High expression of FoxR2 is significantly associated with clinic 
pathologic classification of tumor size and Ki-67 status [185]. 
Up regulation of FoxR2 in MCF10A cells leads to its interaction 
with Myc, and promotes breast tumor growth and invasion, 
and conversely FoxR2 knockdown in breast cancer cells leads to 
diminished cell proliferation [187]. Suggesting FoxR2’s role as 
oncogene to promote proliferation. These observations suggested 
that FoxR2 might play a role in the tumorigenesis of breast cancer 
and may function as an oncogene in breast cancer.

Conclusion
Most breast cancers occur in the normal terminal duct lobular 

unit (TDLU). Known as a progressive disease, the human breast 
cancer is categorized in 4 key stages: HELU, ADH, DCIS, and 
IBC. The prognosis, prediction and treatment of breast cancers are 
complicated by the diverse constellation of causative alterations 
within multiple biological pathways that lead to this heterogeneous 
disease. 

Ductal carcinoma in situ is a premalignant condition involving 
unlimited growth, angiogenesis, genomic elasticity, invasion and 
metastasis. DCIS presents a clinical risk of development to invasive. 
Over century, studies had shown DCIS has a malignant phenotype, 
prevention of development of invasive, biomarkers play a necessary 
key component for tumor growth and invasive, the identification 
of specific markers expressed in DCIS might be useful to identified 
patients which high risk of recurrence, prognosis and treatment. 
Initial strategies to treat breast cancer have therefore employed 
gene specific, tissue-specific as well as whole genome approaches to 
identify specific signatures related to particular breast cancer types, 
which can then be exploited to optimize treatment targeting a specific 
patient’s tumors [188,189].

From a clinical standpoint, despite the presumption that early 
treatment for DCIS would reduce cancer incidence and mortality 
[190]. a small proportion of patients with DCIS ultimately die of 
breast cancer [191]. While some patients experience an in-breast 
invasive recurrence prior to death, some women die of breast cancer 
without first receiving a diagnosis of local invasive disease [192-194]. 
Therefore, it is unclear to what extent mortality from breast cancer 
after DCIS is the direct consequence of an invasive recurrence or 
whether fatal cases of DCIS have high malignant potential from the 
outset (Table 1).

However, as death from breast cancer after DCIS is too rare to 
be used as an end point in randomized clinical trials, information 
on the lethality of DCIS must be indirectly derived from the features 
of its potential recurrence. Notably, for the vast majority of cases, 
a unilateral or contralateral recurrence of DCIS has no impact on 
mortality while an invasive cancer does (18-fold for unilateral and 13-
fold for contralateral), leading to the accepted conclusion that nearly 
all risk depends on whether an invasive disease presents [190].

In this review, we presented the first of a 5-part series of an 
extensive overview of the investigated molecular markers that might 
determine the progressive course from DCIS into IBC. Further 
researches are needed to identify biomarkers genes of DCIS and 
improve better prognosis and treatment for breast cancer. Regardless 
the huge numbers of published data on cancer biomarkers, relatively 
few are widely used in patient management (Table 2). For instance, 
in breast cancer, only very few biomarkers are FDA-approved, 
even though there several others being used clinically without FDA 
clearance to be discussed extensively in our next paper). Failure to 
properly validate, and to show clinical value (utility) for emerging 
biomarkers constitutes the main reason for this limited use [195]. The 
biomarkers discussed in this paper have showed us the glimpse of 
the complex physiological and signalling pathways that occur during 
the transitory journey from DCIS to IBC. For instance, biomarkers, 
even though belonging to the same subfamily can be dysregulated 
in different way. This tells us that there is a much to study and to 
understand in terms of the evolution of breast cancer. Currently, 
there are no effective predictive biomarkers for identifying this subset 
with worse prognosis whose lesions are essentially indistinguishable 
histologically from those with favorable outcomes (Table 3).

In future researches, biomarker(s) that correctly predict outcomes 
in a specific disease stage, and allow physicians and patients to make 
informed treatment decisions need to be developed. However; let us 
emphasize that an ideal cancer biomarker should possess all or most 
of the following properties: a) have an analytically validated assay 
for its measurement, b) have undergone validation for addressing a 
specific clinical problem, c) have been shown to have clinical utility 

Biomarker Clinical use Specimen Methodology Year first approved 
or cleared

Circulating Tumor Cells (EpCAM, 
CD45, cytokeratins 8, 18+, 19+)

Prediction of cancer progression and
survival Whole blood Immunomagnetic capture/

immune-fluorescence 2005

Estrogen receptor (ER) Prognosis and Prediction FFPE tissue Immunohistochemistry 1999
Progesterone receptor (PR) Prognosis and Prediction FFPE tissue Immunohistochemistry 1999
HER-2/neu Prognosis and Prediction FFPE tissue Immunohistochemistry 1998
CA15-3 Monitoring Serum, plasma Immunoassay 1997
CA27.29 Monitoring Serum Immunoassay 1997
Carcino-embryonic antigen (CEA) Aid in management and prognosis Serum, plasma Immunoassay 1985
HER-2/neu: Receptor Tyrosine-Protein Kinase erbB-2; EpCAM: Epithelial Cell Adhesion Molecule; CD45: CA15-3: Carcinoma Antigen 15-3; CA27.29: Carcinoma 
Antigen 27.29; CEA: Carcino-Embryonic Antigen

Table 2: Handful list of FDA-approved biomarkers in current clinical use regarding breast cancer.
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such as improving patient outcome, enhancing quality of life, or 
reducing cost of care, d) have a cost-effective assay, and e) be a target 
for therapy (Table 4) [196-198].

Author’s Contributions

All authors confirmed they have contributed to the intellectual content 
of this paper and have met the following 3 requirements: (a) significant 
contributions to the conception and design, acquisition of data, or analysis 
and interpretation of data; (b) drafting, reviewing, revising and/or editing 
the manuscript for intellectual content; and (c) final approval of the final 
manuscript for publication.

Acknowledgments

The authors would like to thank all the persons who helped with valuables 
discussions and comments regarding the conceptualization and writing of this 
paper.

This work was supported by the National Natural Science Foundation of 
China (grant number 81502287).

Conflict of Interests 

Upon manuscript submission, all the authors declare that they have no 
conflicts of interest.

References

1. Lopes N, Parades J, Costa JL, YIstra B, Schmitt F (2012) Vitamin D and 
the mammary gland: a review on its role in normal development and breast 
cancer. Breast Cancer Res 14: 211.

2. Sestak I, Cuzick J (2015) Markers for the identification of late breast cancer 
recurrence. Breast Cancer Res 17: 10.

3. Sato K, Miyashita M, Ishida T, Suzuki A, Tada H, et al. (2016) Prognostic 
significance of the progesterone receptor status in Ki67-high and -low Luminal 
B-like HER2-negative breast cancers. Breast Cancer 23: 3-7.

4. Ferlay J, Soerjomataram I, Dikshit R, Eser S, Mathers C, et al. (2015) Cancer 
incidence and mortality worldwide: Sources, methods and major patterns in 
GLOBOCAN 2012. Int J Cancer 136: 359-386.

5. World Health Organization (2011) Global health observatory data repository. 
Number of deaths (World) by cause.

6. Parkin DM (2006) The evolution of the population-based cancer registry. Nat 
Rev Cancer 6: 603-612.

7. Sauter ER (2017) Reliable Biomarkers to Identify New and Recurrent Cancer. 
Eur J Breast Health 13: 162-167.

8. WHO publication on cancer (2013). Organization WH: Breast cancer: 
prevention and control.

9. Carraro DM, Elias EV, Andrade VP (2014) Ductal carcinoma in situ of the 
breast: morphological and molecular features implicated in progression. 
Bioscience Reports 34: 90.

10. Lakhani SR, Ellis IO, Schnitt SJ, Tan PH, Van de Vijver MJ (2012) WHO 
classification of the breast (LYON IARC Press).

11. Kinsey-Trotman S, Shi Z, Fosh B (2016) Breast Ductal Carcinoma in situ: A 
Literature Review of Adjuvant Hormonal Therapy. Oncol Rev 10: 304.

12. Mitchell KB, Lin H, Shen Y, Colfry A, Kuerer H, et al. (2017) DCIS and axillary 
nodal evaluation: compliance with national guidelines. BMC Surg 17: 12.

13. Virnig BA, Tuttle TM, Shamliyan T, Kane RL (2010) Ductal carcinoma in situ 
of the breast: a systematic review of incidence, treatment, and outcomes. J 
Natl Cancer I 102: 170-178.

Biomarker Clinical use Biomarker Clinical use
Collagen XXIII Prognosis PAI-1 Recurrence
MMP Prognosis Cathepsin B and L Recurrence
MMP Inhibitors Prognosis Cyclin D1 Prognosis, Recurrence
Urokinase-type plasminogen activator (uPA) Recurrence Ki67 Prognosis
MMP: Matrix Metalloproteinases; uPA: Urokinase Plasminogen aActivator; PAI-1: Plasminogen Activator Inhibitor-1.

Table 3: Some breast cancer biomarkers clinically used without FDA-clearance.

Biomarkers Transition References Biomarkers Transition References
Steroids Receptors Cell Cycle Regulators
ER ↓ [44 Forkhead box proteins
PR ↓ [50-52]  FoxA1 ↓ [93,95,96]
AR ↓ [50]  FoxA2 ↓ [106]
Marker of Proliferation  FoxC1 ↓ [110, 111]
Ki-67 ↑ [58,60]  FoxC2 ↓ [112,113]
Cell Cycle Regulators  FoxF1 ↓ [115-117]
The Cyclins  FoxF2 ↕ [118-120]
 Cyclin D ↑ [61,62]  FoxK1 ↓ [122,123]
 Cyclin A ↑ [61]  FoxK2 ↓ [124]
 Cyclin E ↑ [67,68]  FoxL1 ↓ [126-128]
 Cyclin B ↑ [64]  FoxM1 ↑ [134,137]
p-family proteins  FoxO3a ↓ [141,147]
 p16 ↑ [45,69]  FoxO6 ↑ [143,143]
 p21 ↑ [43,76]  FoxP1 ↓ [154]
 p27 ↓ [68,78]  FoxP2 ↓ [162-164]
 p53 ↓ [54,82]  FoxP3 ↓ [178,179]
 p63 ↓ [87-89]  FoxP4 ↓ [183]

 FoxR2 ↑ [187]
ER: Estrogen Receptor; PR: Progesterone Receptor; AR: Androgen Receptor; FOX: Forkhead Box Protein;
↓: Loss or down-regulation expression from DCIS into IBC
↑: Gain or up-regulation expression from DCIS to IBC
↕: Down-regulated or up-regulated, and can be either a tumor suppressor or an oncogene in a tissue-context- and stage-specific manner

Table 4: Summary of discussed biomarkers potentially involved in the recurrent and progressive journey from DCIS to IBC.

https://breast-cancer-research.biomedcentral.com/articles/10.1186/bcr3178
https://breast-cancer-research.biomedcentral.com/articles/10.1186/bcr3178
https://breast-cancer-research.biomedcentral.com/articles/10.1186/bcr3178
https://www.semanticscholar.org/paper/Markers-for-the-identification-of-late-breast-Sestak-Cuzick/19155ba7d0f137bac7a8eecb4ebb274b2615e83a
https://www.semanticscholar.org/paper/Markers-for-the-identification-of-late-breast-Sestak-Cuzick/19155ba7d0f137bac7a8eecb4ebb274b2615e83a
http://ascopubs.org/doi/abs/10.1200/JCO.2012.43.4134?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
http://ascopubs.org/doi/abs/10.1200/JCO.2012.43.4134?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
http://ascopubs.org/doi/abs/10.1200/JCO.2012.43.4134?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
https://onlinelibrary.wiley.com/doi/abs/10.1002/ijc.29210
https://onlinelibrary.wiley.com/doi/abs/10.1002/ijc.29210
https://onlinelibrary.wiley.com/doi/abs/10.1002/ijc.29210
https://www.nature.com/articles/nrc1948
https://www.nature.com/articles/nrc1948
http://www.eurjbreasthealth.com/
http://www.eurjbreasthealth.com/
http://www.bioscirep.org/content/34/1/e00090.long
http://www.bioscirep.org/content/34/1/e00090.long
http://www.bioscirep.org/content/34/1/e00090.long
https://www.oncologyreviews.org/index.php/or/article/view/304
https://www.oncologyreviews.org/index.php/or/article/view/304
https://www.semanticscholar.org/paper/DCIS-and-axillary-nodal-evaluation%3A-compliance-with-Mitchell-Lin/7c4da695bd6a525ba18f81f21658cfe5d93d0806
https://www.semanticscholar.org/paper/DCIS-and-axillary-nodal-evaluation%3A-compliance-with-Mitchell-Lin/7c4da695bd6a525ba18f81f21658cfe5d93d0806
https://academic.oup.com/jnci/article/102/3/170/895415
https://academic.oup.com/jnci/article/102/3/170/895415
https://academic.oup.com/jnci/article/102/3/170/895415


Citation: LI DG, Lv J, Bounda G, Cao X, Hu H, et al. (2019) The Progressive Journey from Ductal Carcinoma in situ into Invasive Breast Cancer: An Extensive 
Systematic Literature Review on Biomarkers. Clin Oncol Case Rep 2:1.

• Page 12 of 16 •Volume 2 • Issue 1 • 1000106

14. Pang JM, Gorringe KL, Fox SB (2016) Ductal carcinoma in situ - update on 
risk assessment and management. Histopathology 68: 96-109.

15. Porter D, Lahti-Domenici J, Keshaviah A, Bae YK, Argani P, et al. (2003) 
Molecular markers in ductal carcinoma in situ of the breast. Mol Cancer Res 
1: 362-375.

16. De Leeneer K, Claes K (2015) Non-Coding RNA Molecules as Potential 
Biomarkers in Breast Cancer. Adv Exp Med Biol 867: 263-275.

17. Cowell CF, Weigelt B, Sakr RA, Ng CK, Hicks J, et al. (2013) Progression 
from ductal carcinoma in situ to invasive breast cancer: revisited. Mol Oncol 
7: 859-869.

18. Xue H, Lu B, Lai M (2008) The cancer secretome: a reservoir of biomarkers. 
J Translational Medicine 6: 52.

19. Jemal A, Center MM, DeSantis C, Ward EM (2010) Global patterns of cancer 
incidence and mortality rates and trends. Cancer Epidemiol Biomarkers Prev 
19: 1893-1907.

20. Torre LA, Bray F, Siegel RL, Ferlay J, Lortet-Tieulent J, et al. (2015) Global 
cancer statistics, 2012. CA Cancer J Clin 65: 87-108.

21. Howlader N, Noone AM, Krapcho M, Garshell J, Miller D, et al. (2013) (eds) 
SEER Cancer Statistics Review, 1975–2011, National Cancer Institute. 
Bethesda, MD. Based on November 2013 SEER data submission, posted to 
the SEER web site, April 2014. 

22. Anampa J, Makower D, Sparano JA (2015) Progress in adjuvant 
chemotherapy for breast cancer: an overview. BMC Medicine 3: 195.

23. Allred DC, Wu Y, Mao SF, Nagtegaal ID, Lee SJ, et al. (2008) Ductal 
Carcinoma in situ and the emergence of diversity during breast cancer 
evolution. Clin Cancer Res 14: 370-378.

24. Holmberg L, Garmo H, Granstrand B, Ringberg A, Arnesson LG, et al. (2008) 
Absolute risk reductions for local recurrence after postoperative radiotherapy 
after sector resection for ductal carcinoma in situ of the breast. J Clin Oncol 
26: 1247-1252.

25. Lesurf R, Aure MR, Mørk HH, Vitelli V (2016) Molecular features of subtype-
specific progression from ductal carcinoma in situ to invasive breast cancer. 
Cell Reports 16: 1166-1179.

26. Muggerud AA, Hallett M, Johnsen H, Kleivi K, Zhou W, et al. (2010) Molecular 
diversity in ductal carcinoma in stiu (DCIS) and early invasive breast cancer. 
Mol Oncol 4: 357-368.

27. Ouyang N, Wang L (2016) Basic Histopathological Methods and Breast 
Lesion Types for Research. In: Jian C. (eds) Breast cancer: Methods and 
protocols, methods in molecular biology. Springer Science Business Media 
New York. 1406: 3-9.

28. Carter SA, Pinder SE, Thompson AM (2018) Breast cancer management for 
surgeons. Springer International Publishing AG 115-126.

29. Castellano I, Metović J, Bussone R, Grilz G (2018) DCIS: Pathology and 
biological features. In: Mariotti C (eds) Ductal Carcinoma in situ of the Breast. 
Springer International Publishing AG 75-89.

30. Russo J (2016) The So-called Pre-Neoplastic Lesions and Carcinoma in situ. 
In: Russo J (eds) The Pathobiology of Breast Cancer. Springer International 
Publishing Switzerland 21-46.

31. Penault-Llorca F, Radosevic-Robin N (2018) Pathology of breast cancer. 
In: Wyld L et al. (eds) Breast Cancer Management for Surgeons. Springer 
International Publishing AG 177-191.

32. Russo J (2016) The Invasive Breast Cancer Types. In: Russo J (eds) The 
Pathobiology of breast cancer. Springer International Publishing Switzerland 
79-110.

33. Lakhani SR, Rakha E, Simpson PT, Pinder SE, Shin SH, et al. (2012) Special 
Subtypes. In: Lakhani SR (eds) WHO Classification of Tumours of the Breast, 
4th edition. International Agency for Research on Cancer, Lyon, 40-76.

34. Zengel B, Yararbas U, Duran A, Uslu A, Eliyatkin N, et al. (2015) Comparison 
of the clinicopathological features of invasive ductal, invasive lobular, and 
mixed (invasive ductal+invasive lobular) carcinoma of the breast. Breast 
Cancer 22: 374-381.

35. Bethwaite P, Smith N, Delahunt B, Kenwright D (1998) Reproducibility of new 
classification schemes for the pathology of ductal carcinoma in situ of the 
breast. J Clin Pathol 51: 450-454.

36. Patani N, Cutuli B, Mokbel K (2008) Current management of DCIS: a review. 
Breast Cancer Res Treat 111: 1-10.

37. Lagios MD, Westdahl PR, Margolin FR, Rose MR (1982) Duct carcinoma in 
situ. Relationship of extent of noninvasive disease to the frequency of occult 
invasion, multicentricity, lymph node metastases, and short-term treatment 
failures. Cancer 50: 1309-1314.

38. Mordente A, Meucci E, Martorana GE, Silvestrini A (2015) Cancer Biomarkers 
Discovery and Validation: State of the Art, Problems and Future Perspectives. 
In: R. Scatena (ed) Advances in Cancer Biomarkers from biochemistry to 
clinic for a critical revision. Springer Science Business Media Dordrecht; 9-26.

39. Wiechmann L, Kuerer HM (2008) The molecular journey from ductal 
carcinoma in situ to invasive breast cancer. Cancer 112: 2130-2142.

40. Walters KA, Simanainen U, Handelsman DJ (2010) Molecular insights into 
androgen actions in male and female reproductive function from androgen 
receptor knockout models. Hum Reprod Update 16: 543–558.

41. Dobrescu A, Chang M, Kirtani V, Turi GK, Hennawy R, et al. (2011) Study of 
Estrogen Receptor and Progesterone Receptor Expression in Breast Ductal 
Carcinoma in situ by Immunohistochemical Staining in ER/PgR-Negative 
Invasive Breast Cancer. 

42. Suijkerbuijk KPM, van der Wall E, van Diest PJ (2016) Molecular Pathology 
of Breast Cancer. Springer International Switzerland 45-58.

43. Provenzano E, Hopper JL, Giles GG, Marr G, Venter DJ, et al. (2003) 
Biological markers that predict clinical recurrence in ductal carcinoma in situ 
of the breast. Eur J Cancer 39: 622-630.

44. Zhang RS, Liu CG, Jin F, Xu HM, Lu P (2009) Expression of ER protein 
from DCIS to IDC in ductal breast cancer. Chinese-German J Clin Oncol 8: 
324-325.

45. Kerlikowske K, Molinaro AM, Gauthier ML, Berman HK, Waldman F, et al. 
(2010) Biomarker expression and risk of subsequent tumors after initial ductal 
carcinoma in situ diagnosis. J Natl Cancer Inst 2: 627-637.

46. Hudelist G, WülWng P, Kersting C, Burger H, Mattsson B, et al. (2008) 
Expression of aromatase and estrogen sulfotransferase in preinvasive and 
invasive breast cancer. J Cancer Res Clin Oncol 134: 67-73.

47. Bagnoli F, de Oliveira VM, da Silva MALG, Taromaru GCM, Rinaldi JF, et al. 
(2010) The interaction between aromatase, metalloproteinase 2,9 and cd44 
in breast cancer. Rev Assoc Med Bras 56: 472-477.

48. Malafa M, Chaudhuri B, Thomford NR, Chaudhuri PK, et al. (1990) Estrogen 
receptors in ductal carcinoma in situ of breast. American Surgeon 56: 436-
439.

49. Lari SA, Kuerer HM (2011) Biological Markers in DCIS and Risk of Breast 
Recurrence: A Systematic Review. Journal of Cancer 2: 232-261.

50. Hanley K, Wang J, Bourne P, Yang Q, Gao AC, et al. (2008) Lack of 
expression of androgen receptor may play a critical role in transformation 
from in situ to invasive basal subtype of high-grade ductal carcinoma of the 
breast. Hum Pathol 39: 386-392.

51. Altintas S, Lambein K, Huizing MT, Braems G, Asjoe FT, et al. (2009) 
Prognostic significance of oncogenic markers in ductal carcinoma in situ of 
the breast: a clinicopathologic study. Breast J 15: 120-132.

52. Ringberg A, Anagnostaki L, Anderson H, Fernö M (2001) Cell biological 
factors in ductal carcinoma in situ (DCIS) of the breast-relationship to 
ipsilateral local recurrence and histopathological characteristics. Eur J 
Cancer 37: 1514-1522.

53. Alshenawy HA (2012) Prevalence of androgen receptors in invasive breast 
carcinoma and its relation with estrogen receptor, progesterone receptor and 
Her2/neu expression. J Egypt Nat Cancer Institute 24: 77-83.

54. Meijnen P, Peterse JL, Antonini N, Rutgers EJTh, van de Vijver MJ (2008) 
Immunohistochemical categorisation of ductal carcinoma in situ of the breast. 
Br J Cancer 98: 137-142.

55. Schippinger W, Regitnig P, Dandachi N, Wernecke KD, Bauernhofer T, et 
al. (2006) Evaluation of the prognostic significance of androgen receptor 
expression in metastatic breast cancer. Virchows Arch 449: 24-30.

56. Shen HH, Zhao L, Feng XL, Xu C, Li CY, et al. (2016) Lin28A activates 
androgen receptor via regulation of c-myc and promotes malignancy of ER−/
Her2+ breast cancer. Oncotarget 7: 60407-60418.

https://onlinelibrary.wiley.com/doi/abs/10.1111/his.12796
https://onlinelibrary.wiley.com/doi/abs/10.1111/his.12796
http://mcr.aacrjournals.org/content/1/5/362.long
http://mcr.aacrjournals.org/content/1/5/362.long
http://mcr.aacrjournals.org/content/1/5/362.long
https://link.springer.com/chapter/10.1007%2F978-94-017-7215-0_16
https://link.springer.com/chapter/10.1007%2F978-94-017-7215-0_16
https://febs.onlinelibrary.wiley.com/doi/abs/10.1016/j.molonc.2013.07.005
https://febs.onlinelibrary.wiley.com/doi/abs/10.1016/j.molonc.2013.07.005
https://febs.onlinelibrary.wiley.com/doi/abs/10.1016/j.molonc.2013.07.005
https://translational-medicine.biomedcentral.com/articles/10.1186/1479-5876-6-52
https://translational-medicine.biomedcentral.com/articles/10.1186/1479-5876-6-52
http://cebp.aacrjournals.org/content/19/8/1893.long
http://cebp.aacrjournals.org/content/19/8/1893.long
http://cebp.aacrjournals.org/content/19/8/1893.long
https://onlinelibrary.wiley.com/doi/abs/10.3322/caac.21262
https://onlinelibrary.wiley.com/doi/abs/10.3322/caac.21262
https://seer.cancer.gov/csr/1975_2015/
https://seer.cancer.gov/csr/1975_2015/
https://seer.cancer.gov/csr/1975_2015/
https://seer.cancer.gov/csr/1975_2015/
https://bmcmedicine.biomedcentral.com/articles/10.1186/s12916-015-0439-8
https://bmcmedicine.biomedcentral.com/articles/10.1186/s12916-015-0439-8
http://clincancerres.aacrjournals.org/content/14/2/370.short
http://clincancerres.aacrjournals.org/content/14/2/370.short
http://clincancerres.aacrjournals.org/content/14/2/370.short
http://ascopubs.org/doi/abs/10.1200/JCO.2007.12.7969?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
http://ascopubs.org/doi/abs/10.1200/JCO.2007.12.7969?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
http://ascopubs.org/doi/abs/10.1200/JCO.2007.12.7969?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
http://ascopubs.org/doi/abs/10.1200/JCO.2007.12.7969?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
https://www.cell.com/cell-reports/fulltext/S2211-1247(16)30805-1
https://www.cell.com/cell-reports/fulltext/S2211-1247(16)30805-1
https://www.cell.com/cell-reports/fulltext/S2211-1247(16)30805-1
https://febs.onlinelibrary.wiley.com/doi/abs/10.1016/j.molonc.2010.06.007
https://febs.onlinelibrary.wiley.com/doi/abs/10.1016/j.molonc.2010.06.007
https://febs.onlinelibrary.wiley.com/doi/abs/10.1016/j.molonc.2010.06.007
https://link.springer.com/protocol/10.1007/978-1-4939-3444-7_1
https://link.springer.com/protocol/10.1007/978-1-4939-3444-7_1
https://link.springer.com/protocol/10.1007/978-1-4939-3444-7_1
https://link.springer.com/protocol/10.1007/978-1-4939-3444-7_1
https://www.springer.com/in/book/9783319566719
https://www.springer.com/in/book/9783319566719
https://www.springer.com/gp/book/9783319574509
https://www.springer.com/gp/book/9783319574509
https://www.springer.com/gp/book/9783319574509
file:///C:\Users\Pratyasha-p\Desktop\9783319408132-c2.pdf
file:///C:\Users\Pratyasha-p\Desktop\9783319408132-c2.pdf
file:///C:\Users\Pratyasha-p\Desktop\9783319408132-c2.pdf
https://www.springer.com/in/book/9783319566719
https://www.springer.com/in/book/9783319566719
https://www.springer.com/in/book/9783319566719
https://www.springer.com/la/book/9783319408132
https://www.springer.com/la/book/9783319408132
https://www.springer.com/la/book/9783319408132
https://link.springer.com/article/10.1007%2Fs12282-013-0489-8
https://link.springer.com/article/10.1007%2Fs12282-013-0489-8
https://link.springer.com/article/10.1007%2Fs12282-013-0489-8
https://link.springer.com/article/10.1007%2Fs12282-013-0489-8
https://jcp.bmj.com/content/jclinpath/51/6/450.full.pdf
https://jcp.bmj.com/content/jclinpath/51/6/450.full.pdf
https://jcp.bmj.com/content/jclinpath/51/6/450.full.pdf
https://link.springer.com/article/10.1007%2Fs10549-007-9760-z
https://link.springer.com/article/10.1007%2Fs10549-007-9760-z
https://onlinelibrary.wiley.com/doi/abs/10.1002/1097-0142%2819821001%2950%3A7%3C1309%3A%3AAID-CNCR2820500716%3E3.0.CO%3B2-%23
https://onlinelibrary.wiley.com/doi/abs/10.1002/1097-0142%2819821001%2950%3A7%3C1309%3A%3AAID-CNCR2820500716%3E3.0.CO%3B2-%23
https://onlinelibrary.wiley.com/doi/abs/10.1002/1097-0142%2819821001%2950%3A7%3C1309%3A%3AAID-CNCR2820500716%3E3.0.CO%3B2-%23
https://onlinelibrary.wiley.com/doi/abs/10.1002/1097-0142%2819821001%2950%3A7%3C1309%3A%3AAID-CNCR2820500716%3E3.0.CO%3B2-%23
https://link.springer.com/chapter/10.1007%2F978-94-017-7215-0_2
https://link.springer.com/chapter/10.1007%2F978-94-017-7215-0_2
https://link.springer.com/chapter/10.1007%2F978-94-017-7215-0_2
https://link.springer.com/chapter/10.1007%2F978-94-017-7215-0_2
https://onlinelibrary.wiley.com/doi/abs/10.1002/cncr.23430
https://onlinelibrary.wiley.com/doi/abs/10.1002/cncr.23430
https://academic.oup.com/humupd/article/16/5/543/663265
https://academic.oup.com/humupd/article/16/5/543/663265
https://academic.oup.com/humupd/article/16/5/543/663265
https://www.hindawi.com/journals/isrn/2011/673790/
https://www.hindawi.com/journals/isrn/2011/673790/
https://www.hindawi.com/journals/isrn/2011/673790/
https://www.hindawi.com/journals/isrn/2011/673790/
https://www.ejcancer.com/article/S0959-8049(02)00666-4/fulltext
https://www.ejcancer.com/article/S0959-8049(02)00666-4/fulltext
https://www.ejcancer.com/article/S0959-8049(02)00666-4/fulltext
https://link.springer.com/article/10.1007/s10330-009-0064-0
https://link.springer.com/article/10.1007/s10330-009-0064-0
https://link.springer.com/article/10.1007/s10330-009-0064-0
https://www.semanticscholar.org/paper/Biomarker-expression-and-risk-of-subsequent-tumors-Kerlikowske-Molinaro/deef68ad21cae5d27ce5ccbd4740468cd188f023
https://www.semanticscholar.org/paper/Biomarker-expression-and-risk-of-subsequent-tumors-Kerlikowske-Molinaro/deef68ad21cae5d27ce5ccbd4740468cd188f023
https://www.semanticscholar.org/paper/Biomarker-expression-and-risk-of-subsequent-tumors-Kerlikowske-Molinaro/deef68ad21cae5d27ce5ccbd4740468cd188f023
https://link.springer.com/article/10.1007/s00432-007-0249-2
https://link.springer.com/article/10.1007/s00432-007-0249-2
https://link.springer.com/article/10.1007/s00432-007-0249-2
http://www.scielo.br/scielo.php?script=sci_arttext&pid=S0104-42302010000400023&lng=en&nrm=iso&tlng=en
http://www.scielo.br/scielo.php?script=sci_arttext&pid=S0104-42302010000400023&lng=en&nrm=iso&tlng=en
http://www.scielo.br/scielo.php?script=sci_arttext&pid=S0104-42302010000400023&lng=en&nrm=iso&tlng=en
http://www.jcancer.org/v02p0232.htm
http://www.jcancer.org/v02p0232.htm
https://www.humanpathol.com/article/S0046-8177(07)00384-X/fulltext
https://www.humanpathol.com/article/S0046-8177(07)00384-X/fulltext
https://www.humanpathol.com/article/S0046-8177(07)00384-X/fulltext
https://www.humanpathol.com/article/S0046-8177(07)00384-X/fulltext
https://onlinelibrary.wiley.com/doi/abs/10.1111/j.1524-4741.2009.00686.x
https://onlinelibrary.wiley.com/doi/abs/10.1111/j.1524-4741.2009.00686.x
https://onlinelibrary.wiley.com/doi/abs/10.1111/j.1524-4741.2009.00686.x
https://www.ejcancer.com/article/S0959-8049(01)00165-4/abstract
https://www.ejcancer.com/article/S0959-8049(01)00165-4/abstract
https://www.ejcancer.com/article/S0959-8049(01)00165-4/abstract
https://www.ejcancer.com/article/S0959-8049(01)00165-4/abstract
http://www.nci.cu.edu.eg/Journal/June2012/11-38.pdf
http://www.nci.cu.edu.eg/Journal/June2012/11-38.pdf
http://www.nci.cu.edu.eg/Journal/June2012/11-38.pdf
https://www.nature.com/articles/6604112
https://www.nature.com/articles/6604112
https://www.nature.com/articles/6604112
https://link.springer.com/article/10.1007/s00428-006-0213-6
https://link.springer.com/article/10.1007/s00428-006-0213-6
https://link.springer.com/article/10.1007/s00428-006-0213-6
http://www.oncotarget.com/index.php?journal=oncotarget&page=article&op=view&path%5b%5d=11004&pubmed-linkout=1
http://www.oncotarget.com/index.php?journal=oncotarget&page=article&op=view&path%5b%5d=11004&pubmed-linkout=1
http://www.oncotarget.com/index.php?journal=oncotarget&page=article&op=view&path%5b%5d=11004&pubmed-linkout=1


Citation: LI DG, Lv J, Bounda G, Cao X, Hu H, et al. (2019) The Progressive Journey from Ductal Carcinoma in situ into Invasive Breast Cancer: An Extensive 
Systematic Literature Review on Biomarkers. Clin Oncol Case Rep 2:1.

• Page 13 of 16 •Volume 2 • Issue 1 • 1000106

57. de Azambuja E, Cardoso F, de Castro G Jr., Colozza M, Mano MS, et al. 
(2007) Ki-67 as prognostic marker in early breast cancer: a meta-analysis 
of published studies involving 12,155 patients. Br J Cancer 96: 1504-1513.

58. Davis JE, Nemesure B, Mehmood S, Nayi V, Burke S, et al. (2016) Her2 
and Ki67 Biomarkers Predict Recurrence of Ductal Carcinoma in situ. Appl 
Immunohistochem Mol Morphol 24: 20-25.

59. Perez AA, Balabram D, Rocha RM, da Silva Souza Á, Gobbi H (2015) Co-
Expression of p16, Ki67 and COX-2 is Associated with Basal Phenotype in 
High-Grade Ductal Carcinoma in situ of the Breast. J Histochem Cytochem 
63: 408-416.

60. Mylonas I, Makovitzky J, Jeschke U, Briese V, Friese K, et al. (2005) 
Expression of Her2/neu, Steroid Receptors (ER and PR), Ki67 and p53 in 
Invasive Mammary Ductal Carcinoma Associated with Ductal Carcinoma in 
situ (DCIS) Versus Invasive Breast Cancer Alone. Anticancer Research 25: 
1719-1724.

61. Chasle J, Delozier T, Denoux Y, Marnay J, Michels JJ (2003) 
Immunohistochemical study of cell cycle regulatory proteins in intraductal 
breast carcinomas: a preliminary study. Eur J Cancer 39: 1363-1369.

62. Ortiz AB, Garcia D, Vicente Y, Palka M, Bellas C, et al. (2017) Prognostic 
significance of cyclin D1 protein expression and gene amplification in invasive 
breast carcinoma. PLoS One 12.

63. Simpson JF, Quan DE, O’Malley F, Odom-Maryon T, Clarke PE (1997) 
Amplification of CCND1 and Expression of Its Protein Product, Cyclin D1, in 
Ductal Carcinoma in situ of the Breast. Am J Pathol 151: 161-168.

64. Kim HJ, Jung WH, Kim DY, Lee HD (2000) Expression of Cyclins in Ductal 
Hyperplasia, Atypical Ductal Hyperplasia and Ductal carcinoma in situ of the 
Breast. Yonsei Med J 41: 345-353.

65. Jirström K, Ringberg A, Fernö M, Anagnostaki L, Landberg G (2003) Tissue 
microarray analyses of G1/S-regulatory proteins in ductal carcinoma in situ of 
the breast indicate that low cyclin D1 is associated with local recurrence. Br 
J Cancer 89: 1920-1926.

66. Millar EK, Tran K, Marr P, Graham PH (2007) p27KIP-1, cyclin A and cyclin 
D1 protein expression in ductal carcinoma in situ of the breast: p27KIP-1 
correlates with hormone receptor status but not with local recurrence. Pathol 
Int 57: 183-189.

67. Keyomarsi K, O’Leary N, Molnar G, Lees E, Fingert HJ, et al. (1994) Cyclin 
E, a potential prognostic marker for breast cancer. Cancer Res 54: 380-385.

68. Pillay K, McCleod H, Chetty R, Hall P (2011) A study to investigate the role 
of p27 and cyclin E immunoexpression as a prognostic factor in early breast 
carcinoma. World J Surg Oncol 9: 31.

69. Shan M, Zhang XY, Liu XL, Qin Y, Liu T, et al. (2013) P16 and P53 play 
distinct roles in different subtypes of Breast Cancer. Plos ONE.

70. Zagouri F, Sergentanis TN, Zografos GC (2007) Precursors and preinvasive 
lesions of the breast: the role of molecular prognostic markers in the 
diagnostic and therapeutic dilemma. World J Surg Oncol 5: 57.

71. Pape-Zambito D, Jiang ZY, Wu H, Devarajan K, Slater CM, et al. (2014) 
Identifying a high-individual DCIS heterogeneity among invasive breast 
cancer patients. Plos ONE 9.

72. Nofech-Moses S, Spayne J, Rakovitch E, Kahn HJ, Seth A, et al. (2008) 
Biological markers predictive of invasive recurrence in DCIS. Clinical 
Medicine: Oncology 2: 7-18.

73. Lebeau A, Unholzer A, Amann G, Kronawitter M, Bauerfeind I, et al. (2003) 
EGFR, HER-2/neu, cyclin D1, p21 and p53 in correlation to cell proliferation 
and steroid hormone receptor status in ductal carcinoma in situ of the breast. 
Breast Cancer Res Treat 79: 187-198.

74. Oh YL, Choi JS, Song SY, Ko YH, Han BK, et al. (2001) Expression of 
p21Waf1, p27Kip1 and cyclin D1 proteins in breast ductal carcinoma in situ: 
Relation with clinicopathologic characteristics and with p53 expression and 
estrogen receptor status. Pathol Int 51: 94-99.

75. Cornfield DB, Palazzo JP, Schwartz GF, Goonewardene SA, Kovatich AJ, et 
al. (2004) The prognostic significance of multiple morphologic features and 
biologic markers in ductal carcinoma in situ of the breast: a study of a large 
cohort of patients treated with surgery alone. Cancer 100: 2317-2327.

76. Vadlamudi RK, Adam L, Wang RA, Mandal M, Nguyen D, et al. (2000) 
Regulatable expression of p21-activated kinase-1 promotes anchorage-
independent growth and abnormal organization of mitotic spindles in human 
epithelial breast cancer cells. J Biol Chem 275: 36238-36244.

77. Li QW, Mullins SR, Sloane BF, Mattingly RR (2008) p21-Activated kinase 
1 coordinates aberrant cell survival and pericellular proteolysis in a three-
dimensional culture model for premalignant progression of human breast 
cancer. Neoplasia 10:314-328.

78. Bravaccini S, Granato AM, Medri L, Foca F, Falcini F, et al. (2013) 
Biofunctional characteristics of in situ and invasive breast carcinoma. Cell 
Oncol (Dordr) 36: 303-310.

79. Said TK, Moraes RC, Singh U (2001) Cyclin-dependent kinase (cdk) inhibitors/
cdk4/cdk2 complexes in early stages of mouse mammary preneoplasia. Cell 
Growth Differ 12: 285-295.

80. Spataro VJ, Litman H, Viale G (2003) Decreased immunoreactivity for p27 
protein in patients with early-stage breast carcinoma is correlated with HER-
2/neu overexpression and with benefit from one course of perioperative 
chemotherapy in patients with negative lymph node status: results from 
International Breast Cancer Study Group Trial V. Cancer 97: 1591-1600.

81. Gasco M, Shami S, Crook T (2002) The p53 pathway in breast cancer. Breast 
Cancer Res 4: 70-76.

82. van de Vijver MJ (2005) Biological variables and prognosis of DCIS. Breast 
14: 509-519.

83. Soong R, Robbins PD, Dix BR, Grieu F, Lim B, et al. (1996) Concordance 
between p53 protein overexpression and gene mutation in a large series of 
common human carcinomas. Hum Pathol 27: 1050-1055.

84. Levesque MA, Yu H, Clark GM, Diamandis EP (1998) Enzyme-linked 
immunoabsorbent assay-detected p53 protein accumulation: a prognostic 
factor in a large breast cancer cohort. J Clin Oncol 16: 2641-2650.

85. Lee S, Stewart S, Nagtegaal I, Luo J, Wu Y, et al. (2012) Differentially 
expressed genes regulating the progression of ductal carcinoma in situ to 
invasive breast cancer. Cancer Res 72: 4574-4586.

86. Hu M, Polyak K (2008) Molecular characterisation of the tumour 
microenvironment in breast cancer. Eur J Cancer 44: 2760-2765.

87. Russell TD, Jindal S, Agunbiade S, Gao D, Troxell M, et al. (2015) 
Myoepithelial Cell Differentiation Markers in Ductal Carcinoma in situ 
Progression. Am J Pathol 185: 3076-3089.

88. Ribeiro-Silva A, Ramalho LNZ, Garcia SB, Zucoloto S (2003) Is p63 reliable 
in detecting microinvasion in ductal carcinoma in situ of the breast? Pathol 
Oncol Res 9: 20-23.

89. Hu M, Yao J, Carroll DK, Weremowicz S, Chen H, et al. (2008) Regulation 
of in situ to Invasive Breast Carcinoma Transition. Cancer Cell 13: 394-406.

90. Lam EW, Brosens JJ, Gomes AR, Koo CY (2013) Forkhead box proteins: 
tuning forks for transcriptional harmony. Nat Rev Cancer 13: 482-495.

91. Jackson BC, Carpenter C, Nebert DW, Vasiliou V (2010) Update of human 
and mouse forkhead box (FOX) gene families. Human Genomics 4: 345-352.

92. Thorat MA, Marchio C, Morimiya A, Savage K, Nakshatri H, et al. (2008) 
Forkhead box A1 expression in breast cancer is associated with luminal 
subtype and good prognosis. J Clin Pathol 61: 327-332.

93. Coradini D, Boracchi P, Oriana S, Biganzoli E, Ambrogi F (2014) Cell Identity 
Disruption in Breast Cancer Precursors. Anticancer Research 34: 1307-1320.

94. Kawase M, Toyama T, Takahashi S, Sato S, Yoshimoto N, et al. (2015) 
FOXA1 expression after neoadjuvant chemotherapy is a prognostic marker in 
estrogen receptor-positive breast cancer. Breast Cancer 22: 308-316.

95. Badve S, Turbin D, Thorat MA, Morimiya A, Nielsen TO, et al. (2007) FOXA1 
Expression in Breast Cancer: Correlation with Luminal Subtype A and 
Survival. Clin Cancer Res 13: 4415-4421.

96. Wolf I, Bose S, Williamson EA, Miller CW, Karlan BY, et al. (2006) FOXA1: 
Growth inhibitor and a favorable prognostic factor in human breast cancer. Int 
J Cancer 120: 1013-1022.

97. Park S, Koh E, Koo JS, Kim SI, Park BW, et al. (2017) Lack of both androgen 
receptor and forkhead box A1 (FOXA1) expression is a poor prognostic factor 
in estrogen receptor positive breast cancers. Oncotarget 8: 82940-82955.

98. Xu CP, Wei Q, Guo JF, Zhou JC, Mei J, et al. (2015) FOXA1 Expression 
significantly predict response to chemotherapy in estrogen receptor-positive 
breast cancer patients. Ann Surg Oncol 22: 2034-2039.

https://www.nature.com/articles/6603756
https://www.nature.com/articles/6603756
https://www.nature.com/articles/6603756
https://insights.ovid.com/pubmed?pmid=26317313
https://insights.ovid.com/pubmed?pmid=26317313
https://insights.ovid.com/pubmed?pmid=26317313
http://journals.sagepub.com/doi/abs/10.1369/0022155415576540?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
http://journals.sagepub.com/doi/abs/10.1369/0022155415576540?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
http://journals.sagepub.com/doi/abs/10.1369/0022155415576540?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
http://journals.sagepub.com/doi/abs/10.1369/0022155415576540?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
https://www.semanticscholar.org/paper/Expression-of-Her2%2Fneu%2C-steroid-receptors-(ER-and-Mylonas-Makovitzky/087135d18559af3ee40fc7ff0cefbff1cd76d819
https://www.semanticscholar.org/paper/Expression-of-Her2%2Fneu%2C-steroid-receptors-(ER-and-Mylonas-Makovitzky/087135d18559af3ee40fc7ff0cefbff1cd76d819
https://www.semanticscholar.org/paper/Expression-of-Her2%2Fneu%2C-steroid-receptors-(ER-and-Mylonas-Makovitzky/087135d18559af3ee40fc7ff0cefbff1cd76d819
https://www.semanticscholar.org/paper/Expression-of-Her2%2Fneu%2C-steroid-receptors-(ER-and-Mylonas-Makovitzky/087135d18559af3ee40fc7ff0cefbff1cd76d819
https://www.semanticscholar.org/paper/Expression-of-Her2%2Fneu%2C-steroid-receptors-(ER-and-Mylonas-Makovitzky/087135d18559af3ee40fc7ff0cefbff1cd76d819
https://www.ejcancer.com/article/S0959-8049(02)00774-8/abstract
https://www.ejcancer.com/article/S0959-8049(02)00774-8/abstract
https://www.ejcancer.com/article/S0959-8049(02)00774-8/abstract
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0188068
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0188068
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0188068
https://europepmc.org/backend/ptpmcrender.fcgi?accid=PMC1857915&blobtype=pdf
https://europepmc.org/backend/ptpmcrender.fcgi?accid=PMC1857915&blobtype=pdf
https://europepmc.org/backend/ptpmcrender.fcgi?accid=PMC1857915&blobtype=pdf
https://www.eymj.org/DOIx.php?id=10.3349/ymj.2000.41.3.345
https://www.eymj.org/DOIx.php?id=10.3349/ymj.2000.41.3.345
https://www.eymj.org/DOIx.php?id=10.3349/ymj.2000.41.3.345
https://www.nature.com/articles/6601398
https://www.nature.com/articles/6601398
https://www.nature.com/articles/6601398
https://www.nature.com/articles/6601398
https://onlinelibrary.wiley.com/doi/abs/10.1111/j.1440-1827.2007.02079.x
https://onlinelibrary.wiley.com/doi/abs/10.1111/j.1440-1827.2007.02079.x
https://onlinelibrary.wiley.com/doi/abs/10.1111/j.1440-1827.2007.02079.x
https://onlinelibrary.wiley.com/doi/abs/10.1111/j.1440-1827.2007.02079.x
http://cancerres.aacrjournals.org/content/canres/54/2/380.full.pdf
http://cancerres.aacrjournals.org/content/canres/54/2/380.full.pdf
https://wjso.biomedcentral.com/articles/10.1186/1477-7819-9-31
https://wjso.biomedcentral.com/articles/10.1186/1477-7819-9-31
https://wjso.biomedcentral.com/articles/10.1186/1477-7819-9-31
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0076408
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0076408
https://wjso.biomedcentral.com/articles/10.1186/1477-7819-5-57
https://wjso.biomedcentral.com/articles/10.1186/1477-7819-5-57
https://wjso.biomedcentral.com/articles/10.1186/1477-7819-5-57
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0100488
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0100488
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0100488
http://journals.sagepub.com/doi/full/10.1177/117955490800200202
http://journals.sagepub.com/doi/full/10.1177/117955490800200202
http://journals.sagepub.com/doi/full/10.1177/117955490800200202
https://link.springer.com/article/10.1023/A:1023958324448
https://link.springer.com/article/10.1023/A:1023958324448
https://link.springer.com/article/10.1023/A:1023958324448
https://link.springer.com/article/10.1023/A:1023958324448
https://onlinelibrary.wiley.com/doi/abs/10.1046/j.1440-1827.2001.01173.x
https://onlinelibrary.wiley.com/doi/abs/10.1046/j.1440-1827.2001.01173.x
https://onlinelibrary.wiley.com/doi/abs/10.1046/j.1440-1827.2001.01173.x
https://onlinelibrary.wiley.com/doi/abs/10.1046/j.1440-1827.2001.01173.x
https://onlinelibrary.wiley.com/doi/abs/10.1002/cncr.20260
https://onlinelibrary.wiley.com/doi/abs/10.1002/cncr.20260
https://onlinelibrary.wiley.com/doi/abs/10.1002/cncr.20260
https://onlinelibrary.wiley.com/doi/abs/10.1002/cncr.20260
http://www.jbc.org/content/275/46/36238.long
http://www.jbc.org/content/275/46/36238.long
http://www.jbc.org/content/275/46/36238.long
http://www.jbc.org/content/275/46/36238.long
https://www.semanticscholar.org/paper/p21-Activated-kinase-1-coordinates-aberrant-cell-in-Li-Mullins/f3d0fc2d3ab1c972a309b23542fc2e0ae024a636
https://www.semanticscholar.org/paper/p21-Activated-kinase-1-coordinates-aberrant-cell-in-Li-Mullins/f3d0fc2d3ab1c972a309b23542fc2e0ae024a636
https://www.semanticscholar.org/paper/p21-Activated-kinase-1-coordinates-aberrant-cell-in-Li-Mullins/f3d0fc2d3ab1c972a309b23542fc2e0ae024a636
https://www.semanticscholar.org/paper/p21-Activated-kinase-1-coordinates-aberrant-cell-in-Li-Mullins/f3d0fc2d3ab1c972a309b23542fc2e0ae024a636
https://link.springer.com/article/10.1007/s13402-013-0135-7
https://link.springer.com/article/10.1007/s13402-013-0135-7
https://link.springer.com/article/10.1007/s13402-013-0135-7
http://cgd.aacrjournals.org/cgi/content/full/12/6/285
http://cgd.aacrjournals.org/cgi/content/full/12/6/285
http://cgd.aacrjournals.org/cgi/content/full/12/6/285
https://www.semanticscholar.org/paper/Decreased-immunoreactivity-for-p27-protein-in-with-Spataro-Litman/e04426508c0feaa5d74e1fdfe6255e25b151eb03
https://www.semanticscholar.org/paper/Decreased-immunoreactivity-for-p27-protein-in-with-Spataro-Litman/e04426508c0feaa5d74e1fdfe6255e25b151eb03
https://www.semanticscholar.org/paper/Decreased-immunoreactivity-for-p27-protein-in-with-Spataro-Litman/e04426508c0feaa5d74e1fdfe6255e25b151eb03
https://www.semanticscholar.org/paper/Decreased-immunoreactivity-for-p27-protein-in-with-Spataro-Litman/e04426508c0feaa5d74e1fdfe6255e25b151eb03
https://www.semanticscholar.org/paper/Decreased-immunoreactivity-for-p27-protein-in-with-Spataro-Litman/e04426508c0feaa5d74e1fdfe6255e25b151eb03
https://breast-cancer-research.biomedcentral.com/articles/10.1186/bcr426
https://breast-cancer-research.biomedcentral.com/articles/10.1186/bcr426
https://www.thebreastonline.com/article/S0960-9776(05)00195-5/abstract
https://www.thebreastonline.com/article/S0960-9776(05)00195-5/abstract
https://www.humanpathol.com/article/S0046-8177(96)90282-8/pdf
https://www.humanpathol.com/article/S0046-8177(96)90282-8/pdf
https://www.humanpathol.com/article/S0046-8177(96)90282-8/pdf
http://ascopubs.org/doi/abs/10.1200/JCO.1998.16.8.2641?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
http://ascopubs.org/doi/abs/10.1200/JCO.1998.16.8.2641?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
http://ascopubs.org/doi/abs/10.1200/JCO.1998.16.8.2641?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
http://cancerres.aacrjournals.org/content/72/17/4574.figures-only
http://cancerres.aacrjournals.org/content/72/17/4574.figures-only
http://cancerres.aacrjournals.org/content/72/17/4574.figures-only
https://www.cell.com/cancer-cell/fulltext/S1535-6108(04)00178-3
https://www.cell.com/cancer-cell/fulltext/S1535-6108(04)00178-3
https://ajp.amjpathol.org/article/S0002-9440(15)00430-7/fulltext
https://ajp.amjpathol.org/article/S0002-9440(15)00430-7/fulltext
https://ajp.amjpathol.org/article/S0002-9440(15)00430-7/fulltext
http://por.hu/2003/9/1/0020/0020a.pdf
http://por.hu/2003/9/1/0020/0020a.pdf
http://por.hu/2003/9/1/0020/0020a.pdf
https://www.cell.com/cancer-cell/fulltext/S1535-6108(08)00091-3
https://www.cell.com/cancer-cell/fulltext/S1535-6108(08)00091-3
https://www.nature.com/articles/nrc3539
https://www.nature.com/articles/nrc3539
https://humgenomics.biomedcentral.com/articles/10.1186/1479-7364-4-5-345
https://humgenomics.biomedcentral.com/articles/10.1186/1479-7364-4-5-345
https://jcp.bmj.com/content/61/3/327.long
https://jcp.bmj.com/content/61/3/327.long
https://jcp.bmj.com/content/61/3/327.long
http://ar.iiarjournals.org/content/34/3/1307.full
http://ar.iiarjournals.org/content/34/3/1307.full
https://link.springer.com/article/10.1007/s12282-013-0482-2
https://link.springer.com/article/10.1007/s12282-013-0482-2
https://link.springer.com/article/10.1007/s12282-013-0482-2
http://clincancerres.aacrjournals.org/content/13/15/4415
http://clincancerres.aacrjournals.org/content/13/15/4415
http://clincancerres.aacrjournals.org/content/13/15/4415
https://onlinelibrary.wiley.com/doi/abs/10.1002/ijc.22389
https://onlinelibrary.wiley.com/doi/abs/10.1002/ijc.22389
https://onlinelibrary.wiley.com/doi/abs/10.1002/ijc.22389
http://www.oncotarget.com/index.php?journal=oncotarget&page=article&op=view&path%5b%5d=20937&pubmed-linkout=1
http://www.oncotarget.com/index.php?journal=oncotarget&page=article&op=view&path%5b%5d=20937&pubmed-linkout=1
http://www.oncotarget.com/index.php?journal=oncotarget&page=article&op=view&path%5b%5d=20937&pubmed-linkout=1
https://link.springer.com/article/10.1245/s10434-014-4313-2
https://link.springer.com/article/10.1245/s10434-014-4313-2
https://link.springer.com/article/10.1245/s10434-014-4313-2


Citation: LI DG, Lv J, Bounda G, Cao X, Hu H, et al. (2019) The Progressive Journey from Ductal Carcinoma in situ into Invasive Breast Cancer: An Extensive 
Systematic Literature Review on Biomarkers. Clin Oncol Case Rep 2:1.

• Page 14 of 16 •Volume 2 • Issue 1 • 1000106

99. Tachi K, Shiraishi A, Bando H, Yamashita T, Tsuboi I, et al. (2016) FOXA1 
expression affects the proliferation activity of luminal breast cancer stem 
cell populations. Cancer Sci 107: 281-289.

100. McCune K, Mehta R, Thorat MA, Badve S, Nakshatri H (2010) Loss of ERα 
and FOXA1 expression in a progression model of luminal type breast cancer: 
Insights from PyMT transgenic mouse model. Oncol Rep 24: 1233-1239.

101. Horimoto Y, Arakawa A, Harada-Shoji N, Sonoue H, Yoshida Y, et al. 
(2015) Low FOXA1 expression predicts good response to neo-adjuvant 
chemotherapy resulting in good outcomes for luminal HER2-negative 
breast cancer cases. Br J Cancer 112: 345-351.

102. Perez-Balaguer A, Ortiz-Martínez F, García-Martínez A, Pomares-Navarro 
C, Lerma E, et al. (2015) FoxA2 mRNA expression is associated with 
relapse in patients with Triple-Negative/Basal-like breast carcinoma. Breast 
Cancer Res Treat 153: 465-474.

103. Belaguli NS, Zhang M, Brunicardi FC, Berger DH (2012) Forkhead Box 
Protein A2 (FOXA2) protein Stability and Activity Are Regulated by 
Sumoylation. Plos ONE 7.

104. Slebe F, Rojo F, Vinaixa M, García-Rocha M, Testoni G, et al. (2016) FoxA 
and LIPG endothelial lipase control the uptake of extracellular lipids for 
breast cancer growth. Nat Commun 7: 11199.

105. Zhang Z, Yang C, Gao W, Chen T, Qian T, et al. (2015) FOXA2 attenuates 
the epithelial to mesenchymal transition by regulating the transcription of 
E-cadherin and ZEB2 in human breast cancer. Cancer Lett 361: 240-250.

106. Miyamoto K, Fukutomi T, Akashi-Tanaka S, Hasegawa T, Asahara T, et 
al. (2005) Identification of 20 genes aberrantly methylated in human breast 
cancers. Int J Cancer 116: 407-414.

107. Hannenhalli S, Kaestner KH (2009) The evolution of Fox genes and their 
role in development and disease. Nat Rev Genet 10: 233-240.

108. Han BC, Bhowmick N, Qu Y, Chung S, Giuliano AE, et al. (2017) FOXC1: 
an emerging marker and therapeutic target for cancer. Oncogene 36: 3957-
3963.

109. Sizemore ST, Keri RA (2012) The Forkhead Box Transcription Factor FOXC1 
Promotes Breast Cancer Invasion by Inducing Matrix Metalloprotease 7 
(MMP7) Expression. J Biol Chem 287: 24631-24640.

110. Jia H, Zhao G (2011) FOXC1 expression in relapsing invasive ductal 
carcinoma. J Chongqing Med Univ 11: 28.

111. Muggerud AA, Rønneberg JA, Wärnberg F, Botling J, Busato F, et al. 
(2010) Frequent aberrant DNA methylation of ABCB1, FOXC1, PPP2R2B 
and PTEN in ductal carcinoma in situ and early invasive breast cancer. 
Breast Cancer Res 12: 3.

112. Hollier BG, Tinnirello AA, Werden SJ, Evans KW, Taube JH, et al. (2013) 
FOXC2 expression links epithelial-mesenchymal transition and stem cell 
properties in breast cancer. Cancer Res 73: 1981-1982.

113. Mani SA, Yang J, Brooks M, Schwaninger G, Zhou A, et al. (2007) 
Mesenchyme Forkhead 1 (FOXC2) plays a key role in metastasis and is 
associated with aggressive basal-like breast cancers. Proc Natl Acad Sci 
USA 104: 10069-10074.

114. Yang J, Weinberg RA (2008) Epithelial-mesenchymal transition: at the 
crossroads of development and tumor metastasis. Developmental Cell 14: 
818-829.

115. Lo PK, Lee JS, Liang XH, Han LF, Mori T, et al. (2010) Epigenetic 
inactivation of the potential tumor suppressor gene FOXF1 in breast cancer. 
Cancer Res 70: 6047-6058.

116. Malin D, Kim IM, Boetticher E, Kalin TV, Ramakrishna S, et al. (2007) 
Forkhead box F1 is essential for migration of mesenchymal cells and 
directly induces integrin-beta3 expression. Mol Cell Biol 27: 2486-2498.

117. Nilsson G, Kannius-Janson M (2016) Forkhead Box F1 promotes breast 
cancer cell migration by upregulating lysyl oxidase and suppressing 
Smad2/3 signaling. BMC Cancer 16: 142.

118. Kong PZ, Yang F, Li L, Li XQ, Feng YM (2013) Decreased FOXF2 mRNA 
Expression Indicates Early-onset metastasis and poor prognosis for breast 
cancer patients with histological grade II tumor. Plos ONE 8: 61591.

119. Cai J, Tian AX, Wang QS, Kong PZ, Du X, et al. (2015) FOXF2 suppresses 
the FOXC2-mediated epithelial–mesenchymal transition and multidrug 
resistance of basal-like breast cancer. Cancer Letters 367: 129-137.

120. Lo PK, Lee JS, Liang XH, Sukumar S (2016) The dual role of FOXF2 in 
regulation of DNA replication and the epithelial-mesenchymal transition in 
breast cancer progression. Cell Signal 28: 1502-1519.

121. Bowman CJ, Ayer DE, Dynlacht BD (2014) Foxk proteins repress the 
initiation of starvation-induced atrophy and autophagy programs. Nat Cell 
Biol 6: 1202-1214.

122. Sun TT, Wang HJ, Li Q, Qian ZX, Shen CJ (2016) Forkhead box protein 
k1 recruits TET1 to act as a tumor suppressor and is associated with MRI 
detection. Japanese J Clin Oncol 46: 209-221.

123. Mustafi D, Zamora M, Fan XB, Markiewicz E, Mueller J, et al. (2015) 
MRI accurately identifies early murine mammary cancers and reliably 
differentiates between in situ and invasive cancer: correlation of MRI with 
histology. NMR Biomed 28: 1078-1086.

124. Shan L, Zhou X, Liu XH, Wang Y, Su DX, et al. (2016) FOXK2 Elicits 
Massive transcription repression and suppresses the hypoxic response and 
breast cancer carcinogenesis. Cancer Cell 30: 708-722.

125. Takano-Maruyama M, Hase K, Fukamachi H, Kato Y, Koseki H, et al. 
(2006) Foxl1-deficient mice exhibit aberrant epithelial cell positioning 
resulting from dysregulated EphB/EphrinB expression in the small intestine. 
Am J Physiol Gastrointest Liver Physiol 291: 163-170.

126. Möller E (2010) EWSR1 and FUS fusion genes in tumorigenesis. Lund 
University, Faculty of Medicine Doctoral Dissertation Series.

127. Qin Y, Gong W, Zhang M, Wang J, Tang Z, et al. (2014) Forkhead box L1 
is frequently downregulated in gallbladder cancer and inhibits cell growth 
through apoptosis induction by mitochondrial dysfunction. Plos One 9.

128. Zhong JT, Wang HJ, Yu J, Zhang JH, Wang H (2017) Overexpression of 
Forkhead box L1 (FOXL1) inhibits the proliferation and invasion of breast 
cancer cells. Oncol Res 25: 959-965.

129. Koo CY, Muir KW, Lam EW (2012) FOXM1: from cancer initiation to 
progression and treatment. Biochim Biophys Acta 1819: 28-37.

130. Yang N, Wang C, Wang Z, Zona S, Lin SX (2017) FOXM1 recruits nuclear 
Aurora kinase A to participate in a positive feedback loop essential for the 
self-renewal of breast cancer stem cells. Oncogene 36: 3428-3440.

131. Lam AK, Ngan AW, Leung MH, Kwok DC, Liu VW, et al. (2013) FOXM1b, 
which is present at elevated levels in cancer cells, has a greater transforming 
potential than FOXM1. Front Oncol 3: 11.

132. Saba R, Alsayed A, Zacny JP, Dudek AZ (2016) The role of Forkhead Box 
Protein M1 in breast cancer progression and resistance to therapy. Int J 
Breast Cancer 8.

133. Lu XF, Zeng D, Liang WQ, Chen CF, Sun SM, et al. (2018) FoxM1 is a 
promising candidate target in the treatment of breast cancer. Oncotarget 
9: 842-852. 

134. Kambach DM, Sodi VL, Lelkes PI, Azizkhan-Clifford J, Reginato MJ 
(2014) ErbB2, FoxM1 and 14-3-3ζ prime breast cancer cells for invasion in 
response to ionizing radiation. Oncogene 33: 589-598.

135. Lee JJ, Lee HJ, Son BH, Kim SB, Ahn JH, et al. (2016) Expression of 
FOXM1 and related proteins in breast cancer molecular subtypes. Int J Exp 
Path 97: 170-177.

136. Ahn H, Sim J, Abdul R, Chung MS, Paik SS, et al. (2015) Increased 
expression of forkhead box M1 is associated with aggressive phenotype 
and poor prognosis in estrogen receptor-positive breast cancer. J Korean 
Med Sci 30: 390-397.

137. Kretschmer C, Sterner-Kock A, Siedentopf F, Schoenegg W, Schlag PM, 
et al. (2011) Identification of early molecular markers for breast cancer. Mol 
Cancer 10: 15.

138. Nestal de Moraes G, Delbue D, Silva KL, Robaina MC, Khongkow P, et 
al. (2015) FOXM1 targets XIAP and Survivin to modulate breast cancer 
survival and chemoresistance. Cell Signal 27: 2496-2505.

139. Ahmad A, Wang ZW, Kong D, Ali S, Li YW, et al. (2010) FoxM1 down-
regulation leads to inhibition of proliferation, migration and invasion of 
breast cancer cells through the modulation of extra-cellular matrix degrading 
factors. Breast Cancer Res Treat 122: 337-346.

140. Karadedou CT, Gomes AR, Chen J, Petkovic M, Ho KK, et al. (2012) 
FOXO3a represses VEGF expression through FOXM1-dependent and 
-independent mechanisms in breast cancer. Oncogene 31: 1845-1858.

https://onlinelibrary.wiley.com/doi/abs/10.1111/cas.12870
https://onlinelibrary.wiley.com/doi/abs/10.1111/cas.12870
https://onlinelibrary.wiley.com/doi/abs/10.1111/cas.12870
https://www.spandidos-publications.com/or/24/5/1233
https://www.spandidos-publications.com/or/24/5/1233
https://www.spandidos-publications.com/or/24/5/1233
https://www.nature.com/articles/bjc2014595
https://www.nature.com/articles/bjc2014595
https://www.nature.com/articles/bjc2014595
https://www.nature.com/articles/bjc2014595
https://link.springer.com/article/10.1007/s10549-015-3553-6
https://link.springer.com/article/10.1007/s10549-015-3553-6
https://link.springer.com/article/10.1007/s10549-015-3553-6
https://link.springer.com/article/10.1007/s10549-015-3553-6
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0048019
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0048019
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0048019
https://www.nature.com/articles/ncomms11199
https://www.nature.com/articles/ncomms11199
https://www.nature.com/articles/ncomms11199
https://www.cancerletters.info/article/S0304-3835(15)00188-3/fulltext
https://www.cancerletters.info/article/S0304-3835(15)00188-3/fulltext
https://www.cancerletters.info/article/S0304-3835(15)00188-3/fulltext
https://onlinelibrary.wiley.com/doi/pdf/10.1002/ijc.21054
https://onlinelibrary.wiley.com/doi/pdf/10.1002/ijc.21054
https://onlinelibrary.wiley.com/doi/pdf/10.1002/ijc.21054
https://www.nature.com/articles/nrg2523
https://www.nature.com/articles/nrg2523
https://www.nature.com/articles/onc201748
https://www.nature.com/articles/onc201748
https://www.nature.com/articles/onc201748
https://www.semanticscholar.org/paper/The-forkhead-box-transcription-factor-FOXC1-breast-Sizemore-Keri/228452335199bb02d6c5d87445935e47d709e1ee
https://www.semanticscholar.org/paper/The-forkhead-box-transcription-factor-FOXC1-breast-Sizemore-Keri/228452335199bb02d6c5d87445935e47d709e1ee
https://www.semanticscholar.org/paper/The-forkhead-box-transcription-factor-FOXC1-breast-Sizemore-Keri/228452335199bb02d6c5d87445935e47d709e1ee
https://www.cell.com/cell-reports/pdf/S2211-1247(15)01105-5.pdf?code=cell-site
https://www.cell.com/cell-reports/pdf/S2211-1247(15)01105-5.pdf?code=cell-site
https://www.semanticscholar.org/paper/Frequent-aberrant-DNA-methylation-of-ABCB1%2C-FOXC1%2C-Muggerud-R%C3%B8nneberg/2dca412f4587489820149be66c1267dd86e1c48e
https://www.semanticscholar.org/paper/Frequent-aberrant-DNA-methylation-of-ABCB1%2C-FOXC1%2C-Muggerud-R%C3%B8nneberg/2dca412f4587489820149be66c1267dd86e1c48e
https://www.semanticscholar.org/paper/Frequent-aberrant-DNA-methylation-of-ABCB1%2C-FOXC1%2C-Muggerud-R%C3%B8nneberg/2dca412f4587489820149be66c1267dd86e1c48e
https://www.semanticscholar.org/paper/Frequent-aberrant-DNA-methylation-of-ABCB1%2C-FOXC1%2C-Muggerud-R%C3%B8nneberg/2dca412f4587489820149be66c1267dd86e1c48e
https://www.semanticscholar.org/paper/FOXC2-expression-links-epithelial-mesenchymal-and-Hollier-Tinnirello/047244828362281523830d44720612a0c5c2c23b
https://www.semanticscholar.org/paper/FOXC2-expression-links-epithelial-mesenchymal-and-Hollier-Tinnirello/047244828362281523830d44720612a0c5c2c23b
https://www.semanticscholar.org/paper/FOXC2-expression-links-epithelial-mesenchymal-and-Hollier-Tinnirello/047244828362281523830d44720612a0c5c2c23b
http://www.pnas.org/content/104/24/10069
http://www.pnas.org/content/104/24/10069
http://www.pnas.org/content/104/24/10069
http://www.pnas.org/content/104/24/10069
https://www.cell.com/developmental-cell/fulltext/S1534-5807(08)00209-8?_returnURL=https%3A%2F%2Flinkinghub.elsevier.com%2Fretrieve%2Fpii%2FS1534580708002098%3Fshowall%3Dtrue
https://www.cell.com/developmental-cell/fulltext/S1534-5807(08)00209-8?_returnURL=https%3A%2F%2Flinkinghub.elsevier.com%2Fretrieve%2Fpii%2FS1534580708002098%3Fshowall%3Dtrue
https://www.cell.com/developmental-cell/fulltext/S1534-5807(08)00209-8?_returnURL=https%3A%2F%2Flinkinghub.elsevier.com%2Fretrieve%2Fpii%2FS1534580708002098%3Fshowall%3Dtrue
http://cancerres.aacrjournals.org/content/70/14/6047.long
http://cancerres.aacrjournals.org/content/70/14/6047.long
http://cancerres.aacrjournals.org/content/70/14/6047.long
http://mcb.asm.org/content/27/7/2486.full
http://mcb.asm.org/content/27/7/2486.full
http://mcb.asm.org/content/27/7/2486.full
https://bmccancer.biomedcentral.com/articles/10.1186/s12885-016-2196-2
https://bmccancer.biomedcentral.com/articles/10.1186/s12885-016-2196-2
https://bmccancer.biomedcentral.com/articles/10.1186/s12885-016-2196-2
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0061591
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0061591
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0061591
https://www.cancerletters.info/article/S0304-3835(15)00435-8/fulltext
https://www.cancerletters.info/article/S0304-3835(15)00435-8/fulltext
https://www.cancerletters.info/article/S0304-3835(15)00435-8/fulltext
https://www.nature.com/articles/ncb3062
https://www.nature.com/articles/ncb3062
https://www.nature.com/articles/ncb3062
https://academic.oup.com/jjco/article/46/3/209/2384953
https://academic.oup.com/jjco/article/46/3/209/2384953
https://academic.oup.com/jjco/article/46/3/209/2384953
https://onlinelibrary.wiley.com/doi/abs/10.1002/nbm.3348
https://onlinelibrary.wiley.com/doi/abs/10.1002/nbm.3348
https://onlinelibrary.wiley.com/doi/abs/10.1002/nbm.3348
https://onlinelibrary.wiley.com/doi/abs/10.1002/nbm.3348
https://www.cell.com/cancer-cell/abstract/S1535-6108(16)30445-7
https://www.cell.com/cancer-cell/abstract/S1535-6108(16)30445-7
https://www.cell.com/cancer-cell/abstract/S1535-6108(16)30445-7
https://www.physiology.org/doi/abs/10.1152/ajpgi.00019.2006
https://www.physiology.org/doi/abs/10.1152/ajpgi.00019.2006
https://www.physiology.org/doi/abs/10.1152/ajpgi.00019.2006
https://www.physiology.org/doi/abs/10.1152/ajpgi.00019.2006
https://www.lunduniversity.lu.se/lup/publication/63ea3610-8025-4907-b80c-3125e89dcd2a
https://www.lunduniversity.lu.se/lup/publication/63ea3610-8025-4907-b80c-3125e89dcd2a
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0102084
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0102084
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0102084
https://www.ingentaconnect.com/contentone/cog/or/2017/00000025/00000006/art00012?crawler=true&mimetype=application/pdf
https://www.ingentaconnect.com/contentone/cog/or/2017/00000025/00000006/art00012?crawler=true&mimetype=application/pdf
https://www.ingentaconnect.com/contentone/cog/or/2017/00000025/00000006/art00012?crawler=true&mimetype=application/pdf
https://app.dimensions.ai/details/publication/pub.1029677974
https://app.dimensions.ai/details/publication/pub.1029677974
https://www.semanticscholar.org/paper/FOXM1-recruits-nuclear-Aurora-kinase-A-to-in-a-loop-Yang-Wang/a62bb77a7753821af5b2635577de72def7c381d9
https://www.semanticscholar.org/paper/FOXM1-recruits-nuclear-Aurora-kinase-A-to-in-a-loop-Yang-Wang/a62bb77a7753821af5b2635577de72def7c381d9
https://www.semanticscholar.org/paper/FOXM1-recruits-nuclear-Aurora-kinase-A-to-in-a-loop-Yang-Wang/a62bb77a7753821af5b2635577de72def7c381d9
https://www.frontiersin.org/articles/10.3389/fonc.2013.00011/full
https://www.frontiersin.org/articles/10.3389/fonc.2013.00011/full
https://www.frontiersin.org/articles/10.3389/fonc.2013.00011/full
https://www.hindawi.com/journals/ijbc/2016/9768183/
https://www.hindawi.com/journals/ijbc/2016/9768183/
https://www.hindawi.com/journals/ijbc/2016/9768183/
https://www.semanticscholar.org/paper/FoxM1-is-a-promising-candidate-target-in-the-of-Lu-Zeng/82068e37ba697b8c40e7c67a2bf73acaf47613bc
https://www.semanticscholar.org/paper/FoxM1-is-a-promising-candidate-target-in-the-of-Lu-Zeng/82068e37ba697b8c40e7c67a2bf73acaf47613bc
https://www.semanticscholar.org/paper/FoxM1-is-a-promising-candidate-target-in-the-of-Lu-Zeng/82068e37ba697b8c40e7c67a2bf73acaf47613bc
https://www.nature.com/articles/onc2012629
https://www.nature.com/articles/onc2012629
https://www.nature.com/articles/onc2012629
https://www.semanticscholar.org/paper/Expression-of-FOXM1-and-related-proteins-in-breast-Lee-Lee/1b97e853349f1d7dfde9a9f44c7f168208d62bfa
https://www.semanticscholar.org/paper/Expression-of-FOXM1-and-related-proteins-in-breast-Lee-Lee/1b97e853349f1d7dfde9a9f44c7f168208d62bfa
https://www.semanticscholar.org/paper/Expression-of-FOXM1-and-related-proteins-in-breast-Lee-Lee/1b97e853349f1d7dfde9a9f44c7f168208d62bfa
https://www.jkms.org/Synapse/Data/PDFData/0063JKMS/jkms-30-390.pdf
https://www.jkms.org/Synapse/Data/PDFData/0063JKMS/jkms-30-390.pdf
https://www.jkms.org/Synapse/Data/PDFData/0063JKMS/jkms-30-390.pdf
https://www.jkms.org/Synapse/Data/PDFData/0063JKMS/jkms-30-390.pdf
https://www.sciencedirect.com/science/article/pii/S0898656815002752?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0898656815002752?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0898656815002752?via%3Dihub
https://link.springer.com/article/10.1007%2Fs10549-009-0572-1
https://link.springer.com/article/10.1007%2Fs10549-009-0572-1
https://link.springer.com/article/10.1007%2Fs10549-009-0572-1
https://link.springer.com/article/10.1007%2Fs10549-009-0572-1


Citation: LI DG, Lv J, Bounda G, Cao X, Hu H, et al. (2019) The Progressive Journey from Ductal Carcinoma in situ into Invasive Breast Cancer: An Extensive 
Systematic Literature Review on Biomarkers. Clin Oncol Case Rep 2:1.

• Page 15 of 16 •Volume 2 • Issue 1 • 1000106

141. Bullock M (2016) FOXO factors and breast cancer: outfoxing endocrine 
resistance. Endocrine-Related Cancer 23: 113-130.

142. Furuyama T, Nakazawa T, Nakano I, Mori N (2000) Identification of 
the differential distribution patterns of mRNAs and consensus binding 
sequences for mouse DAF-16 homologues. Biochem J 349: 629-634.

143. Lallemand F, Petitalot A, Vacher S, de Koning L, Taouis K, et al. (2018) 
Involvement of the FOXO6 transcriptional factor in breast carcinogenesis. 
Oncotarget 9: 7464-7475.

144. Hornsveld M, Smits LMM, Meerlo M, van Amersfoort M, Groot Koerkamp 
MJA, et al. (2018) FOXO transcription factors both suppress and support 
breast cancer progression. Cancer Res 78: 2356-2369.

145. Yang JY, Hung MC (2011) Deciphering the role of forkhead transcription 
factors in cancer therapy. Curr Drug Targets 12: 1284-1290.

146. Sadagopan SKA, Mohebali N, Looi CY, Hasanpourghadi M, Pandurangan 
AK, et al. (2015) Forkhead Box Transcription Factor (FOXO3a) mediates 
the cytotoxic effect of vernodalin in vitro and inhibits the breast tumor 
growth in vivo. J Exp Clin Cancer Res 34: 147.

147. Zou YY, Tsai WB, Cheng CJ, Hsu C, Chung YM, et al. (2008) Forkhead box 
transcription factor FOXO3a suppresses estrogen-dependent breast cancer 
cell proliferation and tumorigenesis. Breast Cancer Research 10: 21.

148. Sisci D, Maris P, Cesario MG, Anselmo W, Coroniti R, et al. (2013) The 
estrogen receptor alpha is the key regulator of the bifunctional role of 
FoxO3a transcription factor in breast cancer motility and invasiveness. Cell 
Cycle 12: 3405-3420.

149. Storz P, Doppler H, Copland JA, Simpson KJ, Toker A (2009) 
FOXO3a promotes tumor cell invasion through the induction of matrix 
metalloproteinases. Mol Cell Biol 29: 4906-4917.

150. Feng X, Wu Z, Wu Y, Hankey W, Prior TW, et al. (2011) Cdc25A regulates 
matrix metalloprotease 1 through Foxo1 and mediates metastasis of breast 
cancer cells. Mol Cell Biol 31: 3457-3471.

151. Koon HB, Ippolito GC, Banham AH, Tucker PW (2007) FOXP1: A potential 
therapeutic target in cancer. Expert Opin Ther Targets 11: 955-965.

152. Xiao J, He BX, Zou Y, Chen X, Lu XX, et al. (2016) Prognostic value of 
decreased FOXP1 protein expression in various tumors: a systematic 
review and meta-analysis. Sci Rep 6: 30437.

153. Rayoo M, Yan M, Takano EA, Bates GJ, Brown PJ, et al. (2009) Expression 
of the forkhead box transcription factor FOXP1 is associated with oestrogen 
receptor alpha, oestrogen receptor beta and improved survival in familial 
breast cancers. J Clin Pathol 62: 896-902.

154. Yu BH, Li BZ, Zhou XY, Shi DR, Yang WT (2018) Cytoplasmic FOXP1 
expression is correlated with ER and calpain II expression and predicts a 
poor outcome in breast cancer. Diagnostic Pathol 13: 36.

155. Ijichi N, Shigekawa T, Ikeda K, Horie-Inoue K, Shimizu C, et al. (2012) 
Association of double-positive FOXA1 and FOXP1 immunoreactivities with 
favorable prognosis of tamoxifen-treated breast cancer patients. Horm 
Cancer 3: 147-59.

156. Ijichi N, Ikeda K, Horie-Inoue K, Inoue S (2013) FOXP1 and estrogen 
signaling in breast cancer. Vitam Horm 93: 203–212.

157. Fox SB, Brown P, Han C, Ashe S, Leek RD, et al. (2004) Expression of the 
forkhead transcription factor FOXP1 is associated with estrogen receptorα 
and improved survival in primary human breast carcinomas. Clin Cancer 
Res 10: 3521-3527.

158. Shigekawa T, Ijichi N, Ikeda K, Horie-Inoue K, Shimizu C, et al. (2011) 
FOXP1, an estrogen-inducible transcription factor, modulates cell 
proliferation in breast cancer cells and 5-year recurrence-free survival of 
patients with tamoxifen-treated breast cancer. Horm Cancer 2: 286-297.

159. Becker M, Devanna P, Fisher SE, Vernes SC (2018) Mapping of Human 
FOXP2 Enhancers Reveals Complex Regulation. Front Mol Neurosci 11: 47.

160. Herrero MJ, Gitton Y (2018) The untold stories of the speech gene, the 
FOXP2 cancer gene. Genes & Cancer 9:11-38.

161. Nudel R, Newbury DF (2013) FOXP2. WIREs Cogn Sci 4: 547-560.

162. Chen MT, Sun HF, Li LD, Zhao Y, Yang LP, et al. (2018) Downregulation 
of FOXP2 promotes breast cancer migration and invasion through TGFβ/
SMAD signaling pathway. Oncology Letters 15: 8582-8588.

163. Cuiffo BG, Karnoub AE (2016) Silencing FOXP2 in breast cancer cells 
promotes cancer stem cell traits and metastasis. Molecular & Cellular Oncol 
3.

164. Cuiffo BG, Campagne A, Bell GW, Lembo A, Orso F, et al. (2014) MSC-
Regulated MicroRNAs converge on the transcription factor FOXP2 and 
promote breast cancer metastasis. Cell Stem Cell 15: 762-774.

165. Coffer PJ, Burgering BM (2004) Forkhead Box transcription factors and 
their role in the immune system.  Nat Rev Immunol 4: 889-899.

166. Nishikawa H, Sakaguchi S (2014) Regulatory T cells in cancer 
immunotherapy. Curr opin immunol 27: 1-7.

167. Douglass S, Meeson AP, Overbeck-Zubrzycka D, Brain JG, Bennett MR, et 
al. (2014) Breast cancer metastasis: demonstration that FOXP3 regulates 
CXCR4 expression and the response to CXCL12. J Pathol 234: 74-85.

168. Li SG, Wang YF, Feng C, Wu GL, Ye Y, et al. (2017) Calycosin inhibits the 
migration and invasion of human breast cancer cells by down-regulation of 
Foxp3 expression. Cell Physiol Biochem 44: 1775-1784.

169. Douglass S, Ali S, Meeson AP, Browell D, Kirby JA (2012) The role of 
FOXP3 in the development and metastatic spread of breast cancer. Cancer 
Metastasis Rev 31: 843-854.

170. Wildin RS, Ramsdell F, Peake J, Faravelli F, Casanova JL, et al. (2001) 
X-linked neonatal diabetes mellitus, enteropathy and endocrinopathy 
syndrome is the human equivalent of mouse scurfy. Nat Genet 27: 18-20.

171. Brunkow ME, Jeffery EW, Hjerrild KA, Paeper B, Clark LB, et al. (2001) 
Disruption of a new forkhead/winged-helix protein, scurfin, results in the 
fatal lymphoproliferative disorder of the scurfy mouse. Nat Genet 27: 68-73.

172. Sakaguchi S (2005) Naturally arising Foxp3-expressing CD25+ CD4+ 
regulatory T cells in immunological tolerance to self and non-self. Nat 
Immunol 6: 345-352.

173. Zhang C, Xu YJ, Hao Q, Wang SN, Li H, et al. (2015) FOXP3 suppresses 
breast cancer metastasis through downregulation of CD44. Int J Cancer 
137:1279-1290.

174. Bates GJ, Fox SB, Han C, Leek RD, Garcia JF, et al. (2006) Quantification 
of regulatory T Cells enables the identification of high-risk breast cancer 
patients and those at risk of late relapse. J Clin Oncol 24: 5373-5380.

175. Ladoire S, Arnould L, Mignot G, Coudert B, Rébé C, et al. (2011) 
Presence of Foxp3 expression in tumor cells predicts better survival in 
HER2-overexpressing breast cancer patients treated with neoadjuvant 
chemotherapy. Breast Cancer Res Treat 125: 65-72.

176. Takenaka M, Seki N, Toh U, Hattori S, Kawahara A, et al. (2013) FOXP3 
expression in tumor cells and tumor-infiltrating lymphocytes is associated 
with breast cancer prognosis. Mol Clin Oncol 1: 625-632.

177. Hori S, Nomura T, Sakaguchi S (2003) Control of regulatory T cell 
development by the transcription factor Foxp3. Science 299: 1057-1061.

178. Gupta S, Joshi K, Wig JD, Arora SK (2007) Intratumoral FOXP3 expression 
in infiltrating breast carcinoma: Its association with clinicopathologic 
parameters and angiogenesis. Acta Oncologica 46: 792-797.

179. Lal A, Chan L, DeVries S, Chin K, Scott GK, et al. (2013) FOXP3-positive 
regulatory T lymphocytes and epithelial FOXP3 expression in synchronous 
normal, ductal carcinoma in situ, and invasive cancer of the breast. Breast 
Cancer Res Treat 139: 381-390.

180. Jahan P, Ramachander VR, Maruthi G, Nalini S, Latha KP, et al. (2014) 
Foxp3 promoter polymorphism (rs3761548) in breast cancer progression: a 
study from India. Tumour Biol 35: 3785-3791.

181. Sin C, Li HY, Crawford DA (2015) Transcriptional regulation by FOXP1, 
FOXP2, and FOXP4 dimerization. J Mol Neurosci 55: 437-448.

182. Wiehagen KR, Corbo-Rodgers E, Li S, Staub ES, Hunter CA, et al. (2012) 
Foxp4 is dispensable for T cell development, but required for robust recall 
responses. PLoS ONE 7.

183. Wang N, Gu YT, Li L, Wang F, Lv PW, et al. (2018) Circular RNA circMYO9B 
facilitates breast cancer cell proliferation and invasiveness via upregulating 
FOXP4 expression by sponging miR-4316. Arch Biochem Biophys. In 
Press, Accepted Manuscript.

184. Katoh M, Katoh M (2004) Human fox gene family (review). Int J Oncol 25: 
1495-1500.

http://erc.endocrinology-journals.org/content/23/2/R113.full
http://erc.endocrinology-journals.org/content/23/2/R113.full
https://www.semanticscholar.org/paper/Identification-of-the-differential-distribution-of-Furuyama-Nakazawa/b16060420efa6ebdcec2699a93287efb45803d36
https://www.semanticscholar.org/paper/Identification-of-the-differential-distribution-of-Furuyama-Nakazawa/b16060420efa6ebdcec2699a93287efb45803d36
https://www.semanticscholar.org/paper/Identification-of-the-differential-distribution-of-Furuyama-Nakazawa/b16060420efa6ebdcec2699a93287efb45803d36
http://www.oncotarget.com/index.php?journal=oncotarget&page=article&op=view&path%5b%5d=23779&pubmed-linkout=1
http://www.oncotarget.com/index.php?journal=oncotarget&page=article&op=view&path%5b%5d=23779&pubmed-linkout=1
http://www.oncotarget.com/index.php?journal=oncotarget&page=article&op=view&path%5b%5d=23779&pubmed-linkout=1
http://cancerres.aacrjournals.org/content/78/9/2356.long
http://cancerres.aacrjournals.org/content/78/9/2356.long
http://cancerres.aacrjournals.org/content/78/9/2356.long
http://www.eurekaselect.com/74464/article
http://www.eurekaselect.com/74464/article
https://jeccr.biomedcentral.com/articles/10.1186/s13046-015-0266-y
https://jeccr.biomedcentral.com/articles/10.1186/s13046-015-0266-y
https://jeccr.biomedcentral.com/articles/10.1186/s13046-015-0266-y
https://jeccr.biomedcentral.com/articles/10.1186/s13046-015-0266-y
https://breast-cancer-research.biomedcentral.com/articles/10.1186/bcr1872
https://breast-cancer-research.biomedcentral.com/articles/10.1186/bcr1872
https://breast-cancer-research.biomedcentral.com/articles/10.1186/bcr1872
https://www.tandfonline.com/doi/abs/10.4161/cc.26421
https://www.tandfonline.com/doi/abs/10.4161/cc.26421
https://www.tandfonline.com/doi/abs/10.4161/cc.26421
https://www.tandfonline.com/doi/abs/10.4161/cc.26421
http://mcb.asm.org/content/29/18/4906.long
http://mcb.asm.org/content/29/18/4906.long
http://mcb.asm.org/content/29/18/4906.long
http://mcb.asm.org/content/31/16/3457.long
http://mcb.asm.org/content/31/16/3457.long
http://mcb.asm.org/content/31/16/3457.long
https://www.tandfonline.com/doi/abs/10.1517/14728222.11.7.955?journalCode=iett20
https://www.tandfonline.com/doi/abs/10.1517/14728222.11.7.955?journalCode=iett20
https://www.semanticscholar.org/paper/Prognostic-value-of-decreased-FOXP1-protein-in-a-Xiao-He/b0fa3e14d6749bed3bd09f027c078bb2697f8cfe
https://www.semanticscholar.org/paper/Prognostic-value-of-decreased-FOXP1-protein-in-a-Xiao-He/b0fa3e14d6749bed3bd09f027c078bb2697f8cfe
https://www.semanticscholar.org/paper/Prognostic-value-of-decreased-FOXP1-protein-in-a-Xiao-He/b0fa3e14d6749bed3bd09f027c078bb2697f8cfe
https://ora.ox.ac.uk/objects/uuid:3bb85436-8933-4743-b0ba-2ef7f21429be
https://ora.ox.ac.uk/objects/uuid:3bb85436-8933-4743-b0ba-2ef7f21429be
https://ora.ox.ac.uk/objects/uuid:3bb85436-8933-4743-b0ba-2ef7f21429be
https://ora.ox.ac.uk/objects/uuid:3bb85436-8933-4743-b0ba-2ef7f21429be
https://diagnosticpathology.biomedcentral.com/articles/10.1186/s13000-018-0715-y
https://diagnosticpathology.biomedcentral.com/articles/10.1186/s13000-018-0715-y
https://diagnosticpathology.biomedcentral.com/articles/10.1186/s13000-018-0715-y
https://link.springer.com/article/10.1007/s12672-012-0111-0
https://link.springer.com/article/10.1007/s12672-012-0111-0
https://link.springer.com/article/10.1007/s12672-012-0111-0
https://link.springer.com/article/10.1007/s12672-012-0111-0
http://clincancerres.aacrjournals.org/content/10/10/3521
http://clincancerres.aacrjournals.org/content/10/10/3521
http://clincancerres.aacrjournals.org/content/10/10/3521
http://clincancerres.aacrjournals.org/content/10/10/3521
https://link.springer.com/article/10.1007%2Fs12672-011-0082-6
https://link.springer.com/article/10.1007%2Fs12672-011-0082-6
https://link.springer.com/article/10.1007%2Fs12672-011-0082-6
https://link.springer.com/article/10.1007%2Fs12672-011-0082-6
https://www.semanticscholar.org/paper/Mapping-of-Human-FOXP2-Enhancers-Reveals-Complex-Becker-Devanna/caba841f211d6cd1a02cb61063d3ccbbc84dd5be
https://www.semanticscholar.org/paper/Mapping-of-Human-FOXP2-Enhancers-Reveals-Complex-Becker-Devanna/caba841f211d6cd1a02cb61063d3ccbbc84dd5be
http://www.impactjournals.com/Genes&Cancer/index.php?pii=169
http://www.impactjournals.com/Genes&Cancer/index.php?pii=169
https://onlinelibrary.wiley.com/doi/abs/10.1002/wcs.1247
https://www.semanticscholar.org/paper/Downregulation-of-FOXP2-promotes-breast-cancer-and-Chen-Sun/c0efa877508d3020b19fa80d0fafc580f0fe7d82
https://www.semanticscholar.org/paper/Downregulation-of-FOXP2-promotes-breast-cancer-and-Chen-Sun/c0efa877508d3020b19fa80d0fafc580f0fe7d82
https://www.semanticscholar.org/paper/Downregulation-of-FOXP2-promotes-breast-cancer-and-Chen-Sun/c0efa877508d3020b19fa80d0fafc580f0fe7d82
https://www.tandfonline.com/doi/abs/10.1080/23723556.2015.1019022
https://www.tandfonline.com/doi/abs/10.1080/23723556.2015.1019022
https://www.tandfonline.com/doi/abs/10.1080/23723556.2015.1019022
https://www.cell.com/cell-stem-cell/abstract/S1934-5909(14)00452-4
https://www.cell.com/cell-stem-cell/abstract/S1934-5909(14)00452-4
https://www.cell.com/cell-stem-cell/abstract/S1934-5909(14)00452-4
https://www.nature.com/articles/nri1488
https://www.nature.com/articles/nri1488
https://www.nature.com/articles/cr2016151
https://www.nature.com/articles/cr2016151
https://onlinelibrary.wiley.com/doi/full/10.1002/path.4381
https://onlinelibrary.wiley.com/doi/full/10.1002/path.4381
https://onlinelibrary.wiley.com/doi/full/10.1002/path.4381
https://www.karger.com/Article/Abstract/485784
https://www.karger.com/Article/Abstract/485784
https://www.karger.com/Article/Abstract/485784
https://link.springer.com/article/10.1007%2Fs10555-012-9395-3
https://link.springer.com/article/10.1007%2Fs10555-012-9395-3
https://link.springer.com/article/10.1007%2Fs10555-012-9395-3
https://www.nature.com/articles/ng0101_18
https://www.nature.com/articles/ng0101_18
https://www.nature.com/articles/ng0101_18
https://www.nature.com/articles/ng0101_68
https://www.nature.com/articles/ng0101_68
https://www.nature.com/articles/ng0101_68
https://www.nature.com/articles/ni1178
https://www.nature.com/articles/ni1178
https://www.nature.com/articles/ni1178
https://onlinelibrary.wiley.com/doi/abs/10.1002/ijc.29482
https://onlinelibrary.wiley.com/doi/abs/10.1002/ijc.29482
https://onlinelibrary.wiley.com/doi/abs/10.1002/ijc.29482
http://ascopubs.org/doi/abs/10.1200/JCO.2006.05.9584?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
http://ascopubs.org/doi/abs/10.1200/JCO.2006.05.9584?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
http://ascopubs.org/doi/abs/10.1200/JCO.2006.05.9584?url_ver=Z39.88-2003&rfr_id=ori:rid:crossref.org&rfr_dat=cr_pub%3dpubmed
https://link.springer.com/article/10.1007%2Fs10549-010-0831-1
https://link.springer.com/article/10.1007%2Fs10549-010-0831-1
https://link.springer.com/article/10.1007%2Fs10549-010-0831-1
https://link.springer.com/article/10.1007%2Fs10549-010-0831-1
https://www.semanticscholar.org/paper/FOXP3-expression-in-tumor-cells-and-lymphocytes-is-Takenaka-Seki/329cd861b16eff7311dfaeeb0e5f178d391bb504
https://www.semanticscholar.org/paper/FOXP3-expression-in-tumor-cells-and-lymphocytes-is-Takenaka-Seki/329cd861b16eff7311dfaeeb0e5f178d391bb504
https://www.semanticscholar.org/paper/FOXP3-expression-in-tumor-cells-and-lymphocytes-is-Takenaka-Seki/329cd861b16eff7311dfaeeb0e5f178d391bb504
http://science.sciencemag.org/content/299/5609/1057.long
http://science.sciencemag.org/content/299/5609/1057.long
https://www.tandfonline.com/doi/pdf/10.1080/02841860701233443
https://www.tandfonline.com/doi/pdf/10.1080/02841860701233443
https://www.tandfonline.com/doi/pdf/10.1080/02841860701233443
https://link.springer.com/article/10.1007%2Fs10549-013-2556-4
https://link.springer.com/article/10.1007%2Fs10549-013-2556-4
https://link.springer.com/article/10.1007%2Fs10549-013-2556-4
https://link.springer.com/article/10.1007%2Fs10549-013-2556-4
https://www.semanticscholar.org/paper/Foxp3-promoter-polymorphism-(rs3761548)-in-breast-a-Jahan-Ramachander/93d991f2bfcdc4427ab7bf6d56bdeae59bf3fb45
https://www.semanticscholar.org/paper/Foxp3-promoter-polymorphism-(rs3761548)-in-breast-a-Jahan-Ramachander/93d991f2bfcdc4427ab7bf6d56bdeae59bf3fb45
https://www.semanticscholar.org/paper/Foxp3-promoter-polymorphism-(rs3761548)-in-breast-a-Jahan-Ramachander/93d991f2bfcdc4427ab7bf6d56bdeae59bf3fb45
https://link.springer.com/article/10.1007/s12031-014-0359-7
https://link.springer.com/article/10.1007/s12031-014-0359-7
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0042273
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0042273
http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0042273
https://www.spandidos-publications.com/ijo/25/5/1495
https://www.spandidos-publications.com/ijo/25/5/1495


Citation: LI DG, Lv J, Bounda G, Cao X, Hu H, et al. (2019) The Progressive Journey from Ductal Carcinoma in situ into Invasive Breast Cancer: An Extensive 
Systematic Literature Review on Biomarkers. Clin Oncol Case Rep 2:1.

• Page 16 of 16 •Volume 2 • Issue 1 • 1000106

185. Song HP, He WS, Huang XQ, Zhang HQ, Huang T, et al. (2016) High 
expression of FOXR2 in breast cancer correlates with poor prognosis. 
Tumour Biol 37: 5991-5997.

186. Katoh M, Katoh M (2004) Identification and characterization of human 
FOXN6, mouse Foxn6, and rat Foxn6 genes in silico. Int J Oncol 25: 219-
223.

187. Li X, Wang WQ, Xi YX, Gao M, Tran M, et al. (2016) FOXR2 interacts with 
MYC to promote its transcriptional activities and tumorigenesis. Cell Rep 
16: 487-497.

188. Nagel S, Meyer C, Kaufmann M, Drexler HG, MacLeod RA (2014) 
Deregulated FOX genes in Hodgkin lymphoma. Genes, Chromosomes 
Cancer 53: 917-933.

189. Rodenhiser DI, Andrews JD, Vandenberg TA, Chambers AF (2011) Gene 
signatures of breast cancer progression and metastasis. Breast Cancer 
Research 13: 201.

190. Esserman L, Yau C (2015) Rethinking the standard for ductal carcinoma in 
situ treatment. JAMA Oncol 1: 881-883.

191. Ernster VL, Barclay J, Kerlikowske K, Wilkie H, Ballard-Barbash R (2000) 
Mortality among women with ductal carcinoma in situ of the breast in the 
population-based surveillance, epidemiology and end results program. 
Arch Intern Med 160: 953-958.

192. Donker M, Litière S, Werutsky G, Julien JP, Fentiman IS, et al. (2013) Breast-
conserving treatment with or without radiotherapy in ductal carcinoma in 
situ: 15-year recurrence rates and outcome after a recurrence, from the 
EORTC 10853 randomized phase III trial. J Clin Oncol 31: 4054-4059.

193. Wärnberg F, Bergh J, Zack M, Holmberg L (2001) Risk factors for 
subsequent invasive breast cancer and breast cancer death after ductal 
carcinoma in situ: a population-based case-control study in Sweden. 
Cancer Epidemiol Biomark Prev 10: 495-499.

194. Wärnberg F, Garmo H, Emdin S, Hedberg V, Adwall L, et al. (2014) Effect 
of radiotherapy after breast-conserving surgery for ductal carcinoma in situ: 
20 years follow-up in the randomized SweDCIS trial. J Clin Oncol 32: 3613-
3618.

195. Duffy MJ, Sturgeon CM, Sölétormos G, Barak V, Molina R, et al. (2015) 
Validation of new cancer biomarkers: a position statement from the 
European group on tumor markers. Clin Chem 61: 809-820.

196. Duffy MJ, McGowan PM, Harbeck N, Thomssen C, Schmitt M (2014) uPA 
and PAI-1 as biomarkers in breast cancer: validated for clinical use in level-
of-evidence-1 studies. Breast Cancer Res 16: 428.

197. Füzéry AK, Levin J, Chan MM, Chan DW (2013).Translation of proteomic 
biomarkers into FDA approved cancer diagnostics: issues and challenges. 
Clinical Proteomics 10: 13.

198. Chatterjee SK, Zetter BR (2005) Cancer biomarkers: knowing the present 
and predicting the future. Future Oncology 1: 37-50.

Author Affiliations                                           Top

1Clinical Medical College, Zhongda Hospital, Southeast University, 87# Dingjia Qiao, 
Nanjing 210009, China 
2Breast Disease Center, Zhongda Hospital, Southeast University, 87# Dingjia Qiao, 
Nanjing 210009, China 
3Department of Clinical Pharmacy, School of Basic Medicine and Clinical Pharmacy, 
China Pharmaceutical University, 24# Tong Jia Xiang, Jiangsu Nanjing 210009, P.R. 
China

Submit your next manuscript and get advantages of SciTechnol 
submissions

 � 80 Journals
 � 21 Day rapid review process
 � 3000 Editorial team
 � 5 Million readers
 � More than 5000 
 � Quality and quick review processing through Editorial Manager System

Submit your next manuscript at ● www.scitechnol.com/submission

https://link.springer.com/article/10.1007/s13277-015-4437-4
https://link.springer.com/article/10.1007/s13277-015-4437-4
https://link.springer.com/article/10.1007/s13277-015-4437-4
https://www.spandidos-publications.com/ijo/25/1/219
https://www.spandidos-publications.com/ijo/25/1/219
https://www.spandidos-publications.com/ijo/25/1/219
https://www.semanticscholar.org/paper/FOXR2-Interacts-with-MYC-to-Promote-Its-Activities-Li-Wang/932c0feca3765a378d920fc3a7297f183b3bd192
https://www.semanticscholar.org/paper/FOXR2-Interacts-with-MYC-to-Promote-Its-Activities-Li-Wang/932c0feca3765a378d920fc3a7297f183b3bd192
https://www.semanticscholar.org/paper/FOXR2-Interacts-with-MYC-to-Promote-Its-Activities-Li-Wang/932c0feca3765a378d920fc3a7297f183b3bd192
https://www.semanticscholar.org/paper/Deregulated-FOX-genes-in-Hodgkin-lymphoma.-Nagel-Meyer/caa994a952efed0359017a06bb019b3ffe340cde
https://www.semanticscholar.org/paper/Deregulated-FOX-genes-in-Hodgkin-lymphoma.-Nagel-Meyer/caa994a952efed0359017a06bb019b3ffe340cde
https://www.semanticscholar.org/paper/Deregulated-FOX-genes-in-Hodgkin-lymphoma.-Nagel-Meyer/caa994a952efed0359017a06bb019b3ffe340cde
https://breast-cancer-research.biomedcentral.com/articles/10.1186/bcr2791
https://breast-cancer-research.biomedcentral.com/articles/10.1186/bcr2791
https://breast-cancer-research.biomedcentral.com/articles/10.1186/bcr2791
https://jamanetwork.com/journals/jamaoncology/article-abstract/2427488
https://jamanetwork.com/journals/jamaoncology/article-abstract/2427488
https://www.semanticscholar.org/paper/Mortality-among-women-with-ductal-carcinoma-in-situ-Ernster-Barclay/399a30c262c733110f1955f079773b7d3ef51525
https://www.semanticscholar.org/paper/Mortality-among-women-with-ductal-carcinoma-in-situ-Ernster-Barclay/399a30c262c733110f1955f079773b7d3ef51525
https://www.semanticscholar.org/paper/Mortality-among-women-with-ductal-carcinoma-in-situ-Ernster-Barclay/399a30c262c733110f1955f079773b7d3ef51525
https://www.semanticscholar.org/paper/Mortality-among-women-with-ductal-carcinoma-in-situ-Ernster-Barclay/399a30c262c733110f1955f079773b7d3ef51525
http://ascopubs.org/doi/abs/10.1200/jco.2006.06.1366
http://ascopubs.org/doi/abs/10.1200/jco.2006.06.1366
http://ascopubs.org/doi/abs/10.1200/jco.2006.06.1366
http://ascopubs.org/doi/abs/10.1200/jco.2006.06.1366
http://cebp.aacrjournals.org/content/10/5/495
http://cebp.aacrjournals.org/content/10/5/495
http://cebp.aacrjournals.org/content/10/5/495
http://cebp.aacrjournals.org/content/10/5/495
https://www.tandfonline.com/doi/abs/10.1080/02841860600681569
https://www.tandfonline.com/doi/abs/10.1080/02841860600681569
https://www.tandfonline.com/doi/abs/10.1080/02841860600681569
https://www.tandfonline.com/doi/abs/10.1080/02841860600681569
http://clinchem.aaccjnls.org/content/61/6/809
http://clinchem.aaccjnls.org/content/61/6/809
http://clinchem.aaccjnls.org/content/61/6/809
https://breast-cancer-research.biomedcentral.com/articles/10.1186/s13058-014-0428-4
https://breast-cancer-research.biomedcentral.com/articles/10.1186/s13058-014-0428-4
https://breast-cancer-research.biomedcentral.com/articles/10.1186/s13058-014-0428-4
https://www.semanticscholar.org/paper/Translation-of-proteomic-biomarkers-into-FDA-cancer-F%C3%BCz%C3%A9ry-Levin/400bf51703f4a304799d1b41feea5169cefecdf4
https://www.semanticscholar.org/paper/Translation-of-proteomic-biomarkers-into-FDA-cancer-F%C3%BCz%C3%A9ry-Levin/400bf51703f4a304799d1b41feea5169cefecdf4
https://www.semanticscholar.org/paper/Translation-of-proteomic-biomarkers-into-FDA-cancer-F%C3%BCz%C3%A9ry-Levin/400bf51703f4a304799d1b41feea5169cefecdf4
https://www.futuremedicine.com/doi/abs/10.1517/14796694.1.1.37
https://www.futuremedicine.com/doi/abs/10.1517/14796694.1.1.37

	Title
	Corresponding Author
	Abstract
	Keywords
	Introduction 
	Brief Overview of Breast Cancer 
	Clinical and histopathological features of DCIS and IBC 
	Potential biomarkers involved in the progression from DCIS into IBC 
	The steroids receptors 
	The marker of proliferation-Ki-67 
	The cell cycle regulators-part one 
	p-family proteins 
	Forkhead box (FOX) proteins 

	Conclusion
	Author’s Contributions 
	Acknowledgments 
	Conﬂict of Interests  
	Figure 1
	Figure 2
	Table 1
	Table 2
	Table 3
	Table 4
	References 

