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Abstract The aim of our study was to investigateHER-2 and
TOP2A gene status and their correlation with Bcl-2, p53,
Ki67, ssDNA, and clinicopathological parameters in four
molecular subtypes of breast cancer. Seventy-four paraffin-
embedded samples are immunohistochemically studied for
the expression of estrogen receptor (ER), progesterone recep-
tor (PR), HER-2, p53, Bcl-2, ssDNA, and Ki67, whileHER-2
and TOP2A gene status by fluorescence in situ hybridization
was investigated in 60 samples. Luminal A and B subtypes
were characterized with small tumor size, intermediate histo-
logical grade, negative lymph node, and metastatic status,
while triple negative and HER-2 positive subtypes were asso-
ciated with larger tumor size, poorly differentiated tumors, and
positive lymph node status. p53, Ki67, and ssDNA expression
was higher in triple negative and HER-2 positive than in
luminal subtypes, while ER, PR, and Bcl-2 dominated in
luminal subtypes. HER-2 gene status was higher in luminal
B and HER-2 positive than in luminal A and triple negative
subtypes, while TOP2A gene status was similar. HER-2 gene
status positively correlated with TOP2A gene status, HER-2
receptor, and histological grade, while negative correlation
characterized relationship between HER -2 gene status and
ER, PR, and Bcl-2. The shortened overall survival period
characterized patients from triple negative breast cancer

subtype (18.7 months). HER -2 and TOP2A gene amplifica-
tion showed a tendency to be associated with larger tumor
size, positive lymph node status, high level of apoptotic and
proliferative indexes, and low level of p53 and Bcl-2 expres-
sion, which all together indicate group of patients with similar
outcome during the progression of the disease.
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Introduction

According to immunohistochemical expression for estrogen
receptor (ER), progesterone receptor (PR) and HER-2, it has
been identified four different molecular subtypes of breast
cancer: luminal A (ER+ and/or PR+, HER-2−), luminal B
(ER+ and/or PR+, HER-2+), HER-2 positive (ER− and/or
PR−, HER-2+), and triple negative (ER− and/or PR−, HER-
2−) breast cancer [1].

Some of the most important biological markers associated
with prediction and prognosis of breast cancer therapy are
HER-2 and TOP2A gene amplification and protein expression
[2, 3]. HER-2 gene amplification and protein overexpression
are observed in 20–30 % of metastatic breast tumors [4].

HER-2 and TOP2A are the most frequent amplified onco-
genes in breast cancer. Co-amplification of HER -2 and
TOP2A has been seen in approximately 12–38 % of patients
with breast cancers [5, 6]. Gene amplification and protein
overexpression of the HER-2 and TOP2A have been reported
to be linked to the sensitivity to Herceptin and anthracycline-
based therapy as well as prognosis for breast cancer [7–9]. A
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few retrospective studies have reported that TOP2A gene
amplification occurs almost exclusively in conjunction with
HER -2 gene amplification [10, 11].

The interaction between gene amplification and protein
expression for HER -2 and TOP2A is very complex and
demands further investigation by the fact that the protein
overexpression is not always a consequence of gene amplifi-
cation especially for TOP2A [10]. In addition, proliferative
index (Ki67) and its prognostic significance in breast cancers
are very controversial. Few earlier studies have reported that
Ki67 is absent in ER-positive cells of normal breast tissue,
while human mammary tumors have a high proliferation of
ER-positive cells [12]. Proliferative and apoptotic indexes are
positively correlated in breast cancer tissue [13]. In high grade
tumor, increased apoptotic index is positively correlated with
proliferative index and poorer survival, as an independent
prognostic factor in breast cancer. Previous study showed that
large tumors in diameter have significantly higher apoptotic
index than small tumors, and also positively correlated with
lymph node infiltration [14]. Also, it has been shown that
tumor suppressor protein p53 induces apoptosis, while p53
expression may occur early in breast cancer development and
increases during progression [15]. In contrast, Bcl-2 sup-
presses apoptosis and gradually decreases during the develop-
ment of breast cancer [15]. This antiapoptotic protein Bcl-2 is
inversely correlated with apoptotic and proliferative indexes
[15]. Bcl-2 protein expression in all types of early breast
cancer is an independent indicator of favorable prognosis [16].

Clinically, breast cancer is categorized into three therapeutic
groups according to level of expression of steroid receptors and
HER-2 receptor. The most numerous therapeutic groups in ER-
positive group were patients receiving endocrine therapy [17,
18]. Herceptin with chemotherapy has a great clinical success
in HER-2 -amplified therapy group, while patients in triple
negative breast cancer receive only chemotherapy [19, 20].

According to our knowledge, little is known about TOP2A
gene amplification and deletion and HER-2 gene amplifica-
tions and their association with apoptotic and proliferative
indexes, antiapoptotic protein Bcl-2, and their correlation with
therapy effects in four molecular subtypes of breast cancer.
This information may be important in therapy prediction, as
TOP2A and HER -2 gene status has been associated with
dose-dependent sensitivity to anthracycline and Herceptin
therapy. So, besides TOP2A and HER -2 gene statuses and
protein expression studied by fluorescence in situ hybridiza-
tion (FISH) and immunohistochemistry (IHC) methods, we
perform analysis of p53, Bcl-2, proliferative (Ki67), and apo-
ptotic (ssDNA) indexes and their correlation with clinicopath-
ological parameters and overall survival in four molecular
subtypes of breast cancer.

According to our results, HER -2 and TOP2A gene ampli-
fied tumors were associated with low differentiated tumors,
large tumor size in diameter, positive lymph node status, no

distant metastases, prolonged overall survival, low level of
p53 and Bcl-2 protein expression, HER-2 overexpression, and
high level of apoptotic and proliferative indexes. Anti-
apoptotic Bcl-2 protein expression is almost completely ab-
sent in HER-2-positive breast cancer subtype where HER-2
and TOP2A genes were amplified in the most of cases, and
largely increased in luminal A and luminal B subtypes of
breast cancer. Proliferative index (Ki67) and tumor suppressor
protein p53 had similar pattern of expression in triple negative
and HER-2-positive subtypes of breast cancer.

Patients and methods

Patients

The study was performed according to the regulations of the
local ethics committee. We included 74 patients with breast
cancer immunohistochemically classified into four molecular
subtypes: luminal A (24 cases, 32.4 %), luminal B (26 cases,
35.1 %), HER-2 positive (9 cases, 12.2 %), and triple negative
(15 cases, 20.3 %).

Immunohistochemistry

The tumor tissues were fixed in 10 % buffered formalin
solution and embedded in paraffin. The tissue sections were
cut at 5 μm, heated at 56 °C for 60 min, then deparaffinized
and rehydrated through a series of xylenes and alcohols
followed by an epitope retrieval step. Tissue sections were
treated with 3 % H2O2 solution in PBS to block endogenous
peroxidase activity. The next step was incubation with the
primary antibody (Table 1) in a humidity chamber for
60 min at room temperature. Immunostaining was performed
using the streptavidin–biotin technique (LSAB+/HRP Kit,
DAKO). Immunoreactivity complex was visualized with
DAKO Liquid DAB+ Substrate/Chromogen System (code
no. K3468), counterstained with Mayer's hematoxylin
(Merck, Whitehouse Station, NJ), and evaluated under a light
microscope.

Scoring system

The results of the HER-2 IHC tests were counted using the
HercepTest scoring system (0–3+). The tumor samples were
immunohistochemically scored as 3+ (strong complete mem-
brane staining is observed in >30 % of tumor cells), 2+ (weak
to moderate complete membrane staining in >30 % of tumor
cells), 1+ (weak, incomplete membrane staining in >30 % of
tumor cells), and 0 (no staining) for HER-2. Tissue samples
for estrogen and progesterone receptors were scored on a scale
representing the estimated proportion and intensity of
positive-staining tumor cells (range, 0 to 8). The score was
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determined by adding intensity for immunoreactivity staining
of nucleus in tumor cells (0, none; 1, weak; 2, intermediate;
and 3, strong) and the average number of staining nucleus.
The tumor samples were immunohistochemically scored as 3+

(strong), 2+ (moderate), 1+ (weak), and 0 (not stained) for p53
and Bcl-2. The intensity of the cytoplasmic Bcl-2 and nucleus
p53 immunostaining was evaluated by dividing the cytoplas-
mic and nucleus staining reactions in three score groups: 1—
weak cytoplasmic/nucleus staining intensity in 1 to 25 % of
tumor cells; 2—moderate cytoplasmic/nucleus staining inten-
sity in 25–70% of tumor cells; 3—strong cytoplasmic/nucleus
staining intensity in >70 % of tumor cells. Ki67 score was
counted in 1,000 malignant cells in five high powered fields in
every tissue section. The apoptotic index was defined as the
average number of apoptotic cells counted in 3,000 malignant
cells selected in high power fields (×40 objective) in a single
histological tumor section from each patient. Negative control
staining was conducted by omission of the primary antibody.
Paraffin slides of invasive breast carcinoma were used as a
positive control.

Fluorescence in situ hybridization assay

HER -2 and TOP2A gene copy number were analyzed in 60
breast tumor samples by HER-2 FISH pharmDxTM kit and

TOP2A FISH pharmDx TM kit (DakoCytomation), respec-
tively. The probe mix consisted of a mixture of Texas Red-
labeled DNA cosmid clones, covering either the HER -2 (ap-
proximately 220 kb) or the TOP2A (approximately 230 kb)
amplicon, and fluorescein-labeled peptide nucleic acid (PNA)
probes for the chromosome 17 centromeric region (CEN-17).
After deparaffinization and rehydration, specimens were heat-
ed in pretreatment solution at 95 °C for 10 min. The next step
involved a proteolytic digestion using pepsin incubated
10 min at 37 °C. It was followed with FISH probe mix
incubation combining PNA and DNA technologies. The de-
naturation of probe and target DNA was performed on a
heating block at 82 °C for 5 min and incubated overnight in
a humidified hybridization chamber at 45 °C. After removal of
the coverslips, the slides were washed in a stringent wash
buffer at 65 °C for 10 min followed by buffer washes and
dehydration. Fluorescence mounting media, including DAPI,
was applied and the coverslipped specimens.

The results were analyzed using a 100-W fluorescence
microscope with a Texas Red and fluorescein isothiocyanate
double filter to locate the invasive tumor areas at low magni-
fication and read the high magnification signals with ×/60 oil
immersion objective. Then, the HER-2 /CEN-17 and TOP2A /
CEN-17 ratio was calculated. For each sample, gene copy
level was assessed in four areas of 60 non-overlapping tumor

Table 1 List of antibodies

Antibody Mo/Po
Antigen unmasking technique

Manufactured code no. Dilution Detection system

Mo mouse anti-hu
Estrogen receptor
Clone 6F11

Mo
Pressure cooker, 2 min
0.01 M citrate retrieval solution pH 6.0

Novocastra Lab., UK
(NCL-L-ER-6 F11)

1:100 LSAB+/HRP

Mo
Progesterone receptor
Clone 16

Mo
Pressure cooker, 2 min
0.01 M citrate retrieval solution pH 6.0

Novocastra Lab., UK
NCL-L- PGR-312

1:100 LSAB+/HRP

Po rabbit anti-hu
HER-2
(c-erbB-2 oncoprotein)

Po
Water bath, 40 min,
0.01 M citrate retrieval solution pH 6.0 or DAKO
cytomation target retrieval solution No. S1700

DAKO Cytomation
Denmark
A0485

1:350 LSAB+/HRP

Mo mouse anti-hu
p53 clone DO-7

Mo
Microwave, 20 min,
0.01 M citrate retrieval solution pH 6.0 or DAKO
cytomation target retrieval solution No. S1700

DAKO Cytomation
Denmark
Cat# M7001

1:200 LSAB+/HRP

Mo mouse anti-hu
Bcl-2
Clone 124

Mo
Microwave, 20 min,
0.01 M citrate retrieval solution pH 6.0 or DAKO
cytomation target retrieval solution No. S1700

DAKO Cytomation
Denmark
Cat# M 0887

1:100 LSAB+/HRP

Mo mouse anti-hu
Ki67
Clone MM1

Mo
Microwave, 20 min,
0.01 M citrate retrieval solution pH 6.0 or DAKO
cytomation target retrieval solution No. S1700

DAKO Cytomation
Denmark
Cat#M7187

1:50 LSAB+/HRP

Mo mouse anti-hu
ssDNA
Clone F7-26

Mo
Microwave, 20 min,
0.01 M citrate retrieval solution pH 6.0 or DAKO
cytomation target retrieval solution No. S1700

Abcam plc 332, UK ab79439 1:100 LSAB+/HRP

Mo monoclonal antibody, Po polyclonal antibody
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cell nuclei. The 60 nuclei were evaluated in each area, the
CEN-17 copy numbers was counted for each cell, and the ratio
of HER -2 and TOP2A signals to CEN-17 signals was calcu-
lated. HER-2 and TOP2A to CEN-17 ratios were defined as
normal at less than 1.5, as low at ratio 1.5–2.0, and as high
level of gene amplification at ratio greater than 2.0. Normal
cells in the analyzed tissue section served as an internal
positive control of pretreatment and hybridization efficiency.

Statistical analysis

Descriptive data were defined as frequencies±SD. The corre-
lation between HER-2 and TOP2A gene status defined by
FISH methods and other biological markers (ER, PR, HER-2,
p53, Ki67, Bcl-2 protein, and ssDNA) were done using the
Pearson's correlation test and independent-samples t test. A p
value of <0.05 were considered to be a statistically significant.

Results

Clinicopathological parameters and correlation
with biological markers

The ages of patients ranged from 38 to 89 years (mean±SD,
65.59±10.17 years). The tumor size ranged between 0.4 and
5.5 cm, and the histological grades were GI, GII, and GIII in 6
(8.2 %), 28 (37.8 %), and 28 (37.8 %) patients, respectively,
while for 12 patients we did not have information about
histological grade (12/74, 16.2 %). In 30 patients (40.5 %),
lymph node status was negative, while positive lymph node
status was detected in 30 patients (40.5 %). In two patients,
regional lymph nodes cannot be assessed (2/74, 2.8 %), while
for 12 patients we did not have information about lymph node
status (12/74, 16.2 %). Distant metastasis characterized 9
(12.2 %) patients and in 50 (67.6 %) patients we did not find
a distant metastasis (Table 2). Significant differences in tumor
size was found between luminal A and triple negative breast
cancer subtype (t =−2.515, p <0.01), while histological grade
was statistically different between luminal A and triple nega-
tive (t =−3.374, p <0.01), luminal B and triple negative (t =
−3.380, p <0.01), and HER-2 positive and triple negative (t =
3.350, p <0.01) breast cancer subtypes (Table 2).

ER, PR, and HER-2 receptor expression

ER, PR, and HER-2 receptor expression were used for the
division of breast cancer on four different molecular subtypes.
According to our results, positive expression for ER and PR
was detected in patients from luminal A and B subtypes, while
negative expression characterized patients from HER-2 posi-
tive and triple negative breast cancer subtypes. Overexpres-
sion of HER-2 protein was detected in 35 patients (35/74,

47.3 %) from luminal B and HER-2 positive breast cancer
subtypes (Table 3). Significant differences in ER expression
was found between luminal A and triple negative subtype (t =
42.813, p <0.01), luminal A and HER-2 positive (t =32.887,
p <0.01), luminal B and HER-2 positive (t =12.249, p <0.01),
and luminal B and triple negative (t =16.070, p <0.01) molec-
ular subtypes of breast cancer (Fig. 1). PR expression was
significantly different between luminal A and triple negative
subtype (t =8.914, p <0.01), luminal A and HER-2 positive
(t =8.074, p <0.01), luminal B and HER-2 positive (t =5.537,
p <0.01), and luminal B and triple negative (t =6.196, p <
0.01) molecular subtypes of breast cancer (Fig. 1). In contrast
to ER and PR, significant differences in HER-2 expression
was found between luminal A and luminal B (t =−12.439, p <
0.01), luminal A and triple negative subtype (t =3.696, p <
0.01), luminal A and HER-2 positive (t =−12.048, p <0.01),
triple negative and HER-2 positive (t =−13.185, p <0.01), and
luminal B and triple negative (t =13.635, p <0.01) molecular
subtypes of breast cancer (Fig. 1).

Bcl-2, p53, Ki67, and ssDNA immuneexpression

Positive p53 protein expression was detected in 58 patients
(78.4 %) while positive expression for Bcl-2 oncoprotein was
detected in 52 patients (52/74, 70.3 %) (Table 3). In our study
group, low level (54/74, 72.9 %) of proliferative index domi-
nated (Table 3). High (36/74, 48.6 %) and low (38/74, 51.4 %)
level of apoptotic index was detected in similar number of
patients (Table 3). Significant differences in Bcl-2 expression
was found between luminal A and triple negative (t=4.048, p<
0.01), luminal A and HER-2 positive (t=7.141, p<0.01), lumi-
nal B and HER-2 positive (t=4.565, p<0.01), HER-2 positive
and triple negative (t=2.314, p<0.05), and luminal B and triple
negative (t=2.231, p<0.05)molecular subtypes of breast cancer
(Fig. 2). In triple negative (t =-6.679, p <0.01) and HER-2
positive (t=-2.024, p<0.05) breast cancer subtypes, prolifera-
tive index was significantly higher than in patients from luminal
A subtype (Fig. 2). Also, significant differences in proliferative
index was detected between luminal B and HER-2-positive
subtype (t=−3.104, p<0.01), triple negative and HER-2 posi-
tive (t=−3.104, p<0.01), and luminal B and triple negative (t=
−9.997, p <0.01) breast cancer subtypes (Fig. 2). Apoptotic
index was significantly higher in triple negative than in HER-
2-positive (t=2.285, p<0.05) and luminal A (t=−1.976, p<
0.05) breast cancer subtypes (Fig. 2 and Fig. 3).

HER-2 and TOP2A gene status in four molecular subtypes
of breast cancer

HER -2 gene amplification was detected in 17 patients (17/60,
28.3 %) (Fig. 3), while TOP2A gene was amplified in 24
patients (24/60, 40 %) (Fig. 4) and TOP2A gene deletion was
detected in 5 patients (5/60, 8.4 %). HER-2 and TOP2A gene
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amplification was dominated in patients from luminal B
(HER -2 , 11/26, 42.3 % and TOP2A , 11/26, 42.3 %) and

HER-2-positive breast cancer subtypes (HER-2 , 5/6, 83.4 %
and TOP2A , 4/6, 66.7 %) (Table 4).

Table 2 Clinicopathological pa-
rameters and therapy

pTx primary tumor cannot be
assessed, pT0 no evidence of pri-
mary tumor, pT1 tumor 2.0 cm or
less in greatest dimension, pT2
tumor more than 2.0 cm but not
more than 5.0 cm in greatest di-
mension, pT3 tumor more than
5.0 cm in greatest dimension, pT4
tumor of any size with direct ex-
tension to (a) chest wall or (b)
skin or both (c), GI low grade
(well-differentiated), GII inter-
mediate grade (moderately differ-
entiated), GIII high grade (poorly
differentiated), NX regional
lymph nodes cannot be assessed
(previously removed), N0 no re-
gional lymph node metastasis,N1
metastasis to movable ipsilateral
axillary lymph node(s), N2 me-
tastasis to ipsilateral axillary
lymph node(s) fixed to each other,
N3 metastasis to ipsilateral inter-
nal mammary lymph node(s),M0
no distant metastases, M1 distant
metastases
a Luminal A and triple negative
subtype—tumor size (t=−2.515,
p <0.01)
b Luminal A and triple negative
subtype—histological grade (t =
−3.374, p<0.01)
c Luminal B and triple negative
subtype—histological grade (t =
−3.380, p<0.01)
d HER-2-positive and triple nega-
tive subtype—histological grade
(t =3.350, p <0.01)

Clinicopathological
parameters

Luminal A
subtype

Luminal B
subtype

Triple
negative

HER-2
positive

∑

Age

45 to 50 3 (12.5 %) 4 (15.4 %) 3 (20 %) 1 (11.2 %) 11 (14.9 %)

>50 21 (87.5 %)a 21 (80.8 %) 12 (80 %)a 8 (88.9 %) 62 (83.8 %)

Not available 0 1 (3.8 %) 0 0 1 (1.3 %)

Tumor size

pTx 0 2 (7.7 %) 0 0 2 (2.7 %)

pT0 1 (4.2 %) 1 (3.8 %) 0 0 2 (2.7 %)

pT1 9 (37.5 %) 8 (30.8 %) 5 (33.3 %) 3 (33.3 %) 25 (33.8 %)

pT2 5 (20.8 %) 2 (7.7 %) 5 (33.3 %) 2 (22.3 %) 14 (18.9 %)

pT3 2 (8.3 %) 4 (15.4 %) 0 1 (11.1 %) 7 (9.5 %)

pT4a 0 0 0 1 (11.1 %) 1 (1.3 %)

pT4b 1 (4.2 %) 2 (7.7 %) 4 (26.7 %) 1 (11.1 %) 8 (10.8 %)

pT4c 0 2 (7.7 %) 1 (6.7 %) 0 3 (4.1 %)

Not available 6 (25 %) 5 (19.2 %) 0 1 (11.1 %) 12 (16.2 %)

Histological grade

GI 3 (12.5 %) 3 (11.5 %) 0 0 6 (8.2 %)

GII 9 (37.5 %) 11 (42.3 %) 1 (6.7 %) 7 (77.7 %) 28 (37.8 %)

GIII 6 (25 %)b 6 (23.1 %)c 14(93.3 %) b, c, d 2 (22.3 %)d 28 (37.8 %)

Not assessable 6 (25 %) 6 (23.1 %) 0 12 (16.2 %)

Lymph node status

Nx 0 2 (7.7 %) 0 0 2 (2.7 %)

N0 12 (50 %) 10 (38.6 %) 5 (33.3 %) 3 (33.3 %) 30 (40.6 %)

N1 4 (16.7 %) 3 (11.5 %) 4 (26.7 %) 3 (33.3 %) 14 (18.9 %)

N2 2 (8.3 %) 5 (19.2 %) 5 (33.3 %) 2 (22.3 %) 14 (18.9 %)

N3 0 1 (3.8 %) 1 (6.7 %) 0 2 (2.7 %)

Not available 6 (25 %) 5 (19.2 %) 0 1 (11.1 %) 12 (16.2 %)

Distant metastasis

M0 17 (70.8 %) 16 (61.5 %) 12 (80 %) 5 (55.6 %) 50 (67.6 %)

M1 1 (4.2 %) 4 (15.4 %) 3 (20 %) 2 (22.2 %) 10 (13.5 %)

Not available 6 (25 %) 6 (23.1 %) 0 2 (22.2 %) 14 (18.9 %)

Chemotherapy

Yes 17 (70.8 %) 18 (69.2 %) 5 (33.3 %) 9 (100 %) 49 (66.2 %)

No 4 (16.7 %) 4 (15.4 %) 10 (66.7 %) 0 18 (24.3 %)

Missing 3 (12.5 %) 4 (15.4 %) 0 0 7 (9.5 %)

Tamoxifen (Nolvadex)

Yes 20 (83.4 %) 19 (73.1 %) 13 (86.7 %) 1 (11.1 %) 53 (71.6 %)

No 1 (4.2 %) 3 (11.5 %) 2 (13.3 %) 8 (88.9 %) 14 (18.9 %)

Missing 3 (12.5 %) 4 (15.4 %) 0 0 7 (9.5 %)

Radiotherapy

Yes 5 (20.8 %) 3 (11.5 %) 9 (60 %) 1 (11.1 %) 18 (24.3 %)

No 16 (66.7 %) 19 (73.1 %) 6 (40 %) 8 (88.9 %) 49 (66.2 %)

Missing 3 (12.5 %) 4 (15.4 %) 0 0 7 (9.5 %)

Herceptin/Transtuzumab

Yes 0 6 (23.1 %) 2 (13.3 %) 3 (33.3 %) 11 (14.9 %)

No 21 (87.5 %) 16 (61.5 %) 13 (86.7 %) 6 (66.7 %) 56 (75.6 %)

Missing 3 (12.5 %) 4 (15.4 %) 0 0 7 (9.5 %)
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Table 3 Expression of ER, PR, HER-2, p53, Bcl-2, Ki67, and ssDNA in four molecular subtypes of breast cancer

Level of expression Luminal A subtype Luminal B subtype Triple negative HER-2 positive ∑

P53 tumor suppressor protein

0 5 (20.8 %) 5 (19.2 %) 3 (20 %) 3 (33.3 %) 16 (21.6 %)

1 6 (25 %) 3 (11.6 %) 1 (6.7 %) 0 10 (13.5 %)

2 12 (50 %) 13 (50 %) 5 (33.3 %) 2 (22.2 %) 32(43.3 %)

3 1 (4.2 %) 5 (19.2 %) 6 (40 %) 4 (44.5 %) 16 (21.6 %)

Bcl-2 oncoprotein

0 2 (8.3 %) 5 (19.2 %) 8 (53.3 %) 7 (77.8 %) 22 (29.7 %)

1 2 (8.3 %) 4 (15.4 %) 1 (6.7 %) 0 7(9.5 %)

2 4 (16.7 %) 7 (26.9 %) 4 (26.7 %) 0 15 (20.3 %)

3 16 (66.7 %) 10 (38.5 %) 2 (13.3 %) 2 (22.2 %) 30 (40.5 %)

Proliferative index (Ki67 protein)

≤0.5 21 (87.5 %) 24 (92.3 %) 1 (6.7 %) 8 (88.9 %) 54 (73 %)

>0.5 3 (12.5 %) 2 (7.7 %) 14 (93.3 %) 1 (11.1 %) 20 (27 %)

Apoptotic index (ssDNA)

≤0.5 14 (58.3 %) 15 (57.7 %) 4 (26.7 %) 5 (55.5 %) 38 (51.4 %)

>0.5 10 (41.7 %) 11 (42.3 %) 11 (73.3 %) 4 (44.5 %) 36 (48.6 %)

Estrogen receptor

Negative 0 0 15 (100 %) 9 (100 %) 24 (32.4 %)

Positive 24 (100 %) 26 (100 %) 0 0 50 (67.6 %)

Progesterone receptor

Negative 2 (8.3 %) 6 (23 %) 15 (100 %) 9 (100 %) 32 (43.2 %)

Positive 22 (91.7 %) 20 (77 %) 0 0 42 (56.8 %)

HER-2 receptor

Negative 24 (100 %) 0 15 (100 %) 0 39 (52.7 %)

Positive 0 26 (100 %) 0 9 (100 %) 35 (47.3 %)

Fig. 1 ER, PR, and HER-2 immunoexpression in four molecular sub-
types of breast cancer. ER: b—luminal A vs. triple negative subtype (t =
42.813, p<0.01); c—luminal A vs. HER-2-positive subtype (t =32.887,
p <0.01); d—luminal B vs. HER-2-positive subtype (t =12.249, p <
0.01); e—luminal B vs. triple negative subtype (t =16.070, p <0.01).
PR: f—luminal A vs. triple negative subtype (t =8.914, p <0.01); g—
luminal Avs. HER-2-positive subtype (t=8.074, p <0.01); h—luminal B

vs. HER-2-positive subtype (t=5.537, p<0.01); i—luminal B vs. triple
negative subtype (t =6.196, p <0.01). HER-2 receptor: j—luminal A vs.
luminal B subtype (t=−12.439, p <0.01); k—luminal A vs. triple nega-
tive subtype (t =3.696, p <0.01); l—luminal A vs. HER-2-positive sub-
type (t =−12.048, p <0.01); m—triple negative vs. HER-2-positive sub-
type (t =−13.185, p <0.01); n—luminal B vs. triple negative subtype (t =
13.635, p <0.01)
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HER-2 gene status was significantly higher in luminal B
(t =−3.300, p <0.01) and HER-2 positive (t =−4.244, p <0.01)

than in luminal A breast cancer subtype (Fig. 5). Also, signif-
icant differences in HER-2 gene status was detected between

Fig. 2 p53, Bcl-2, Ki67, and ssDNA immunoexpression in four molec-
ular subtypes of breast cancer. Bcl-2 protein: p—luminal A vs. triple
negative subtype (t=4.048, p <0.01); o—luminal A vs. HER-2-positive
subtype (t =7.141, p <0.01); s—luminal B vs. HER-2-positive subtype
(t =4.565, p<0.01); r—HER-2-positive vs. triple negative subtype (t =
2.314, p <0.05); t—luminal B vs. triple negative subtype (t =2.231, p<
0.05). Ki67 protein: u—luminal Avs. triple negative subtype (t=−6.679,

p <0.01); v—luminal A vs. HER-2-positive subtype (t =−2.024, p <
0.05); z—luminal B vs. HER-2-positive subtype (t=−3.104, p <0.01);
q—HER-2-positive vs. triple negative subtype (t =−3.104, p <0.01);w—
luminal B vs. triple negative subtype (t =−9.997, p <0.01). ssDNA:
asterisk—luminal A vs. triple negative subtype (t =2.285, p<0.05); y—
luminal A vs. HER-2-positive subtype (t =−1.976, p <0.05)

Fig. 3 High level of HER-2 gene amplification (a–c) by FISH and
HER-2 receptor (d–f), ssDNA (apoptotosis, g–i) expression by immu-
nohistochemistry in patients from luminal B breast cancer molecular
subtype. High level of HER-2-amplified breast cancer cells with 5 to
12 HER-2 gene copies per cells (red signals) and an HER-2 /CEP17 ratio
of ≥2 (c). Completely, strong circumferential HER-2 membrane staining

in more than 30 % of tumor cells (d , e) and partial moderate intensity
HER-2 membrane staining in more than 30 % of breast cancer cells with
no complete circumferential staining (f). Strong nuclear immunostaining
for ssDNA in breast cancer cells (g–i). Magnification ×60 (a–c), ×40 (e ,
f , i), ×20 (d , h), ×10 (g)
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HER-2-positive and luminal B (t =−2.550, p <0.01) and
HER-2-positive and triple negative (t =−2.149, p <0.05)
breast cancer subtypes (Fig. 5). TOP2A gene status was not
significantly different between four molecular breast cancer
subtypes (Fig. 5).

Correlation between HER-2 and TOP2A gene status with ER,
PR, HER-2, p53, Bcl-2, Ki67, and ssDNA immunoexpression
in four molecular subtypes of breast cancer

Statistically significant positive correlation characterized rela-
tionship betweenHER -2 gene status and HER-2 receptor (r =
0.555, p <0.05) expression, TOP2A gene status (r =0.362, p <
0.01), and histological grade (r =0.362, p <0.01) in all patients
from our study. Negative correlation characterized relation-
ship between HER -2 gene status and ER (r =−0.283, p <
0.05), PR (r =−0.302, p <0.05), and Bcl-2 (r =−0.280, p <
0.05) protein expression (Table 5). In luminal A breast cancer
subtype significant positive correlation was detected between
HER -2 gene status and HER-2 receptor expression (r =0.698,
p <0.01). In luminal B subtype, positive correlation character-
ized relationship between HER-2 gene status and TOP2A
gene status (r =0.517, p <0.05), lymph node status (r =
0.562, p <0.05), and metastases (r =0.528, p <0.05), while
negative correlation was detected betweenHER-2 gene status
and PR expression (r =−0.429, p <0.05) as well as HER-2
gene status and tumor size (r =−0.469, p <0.05) (Table 5).
Significant positive correlation characterized relationship be-
tween HER-2 gene status and p53 protein expression in triple
negative breast cancer subtype (r =1, p <0.01), while signifi-
cant negative correlation was detected between HER-2 gene
status and metastatic status in HER-2-positive (r =-0.884, p <
0.05) breast cancer subtype (Table 5).

Survival analysis and therapy

Treatment was nonrandomized and consistent with endocrine
therapy, chemotherapy, radiotherapy, Herceptin, and their dif-
ferent combinations (Table 6). A combination of chemother-
apy and endocrine therapies was given to 33 patients (44.6 %),

while a combination of those two therapies with radiotherapy
was given to 8 patients (10.8 %) (Table 6).

Follow-up of the patients extended from January 2009 to
January 2013. Two patients (2.7 %) died of breast carcinoma
and 62 patients (83.8 %) did not have disease symptoms. Four
years of overall survival (OS) was detected in 62 patients
(83.8 %). The median disease-free survival (DFS) and OS
were 35.7 months. We found that DFS and OS were signifi-
cantly longer (46 months) in patients from HER-2-positive
molecular subtype. Those tumors were also characterized with
intermediate histological grade (GII), overexpression of HER-
2 receptor, p53 protein, HER-2 and TOP2A gene amplifica-
tion, and negative expression for Bcl-2 in all patients. The
shortened OS characterized patients from triple negative
breast cancer subtype (18.7 months) associated with negative
expression for HER-2, ER, PR, and high proliferative index.
In luminal B breast cancer subtype, increased Bcl-2 protein
expression was significantly associated with more prolonged
period of OS (p <0.05).

Discussion

According to our study, HER-2 gene amplification is regis-
tered in 28.3 %, while TOP2A gene amplification is detected
in 40 % of patients with breast cancer. HER -2 gene status
positively correlated with HER-2 receptor, TOP2A gene sta-
tus, and histological grade, while negative correlation charac-
terized relationship between HER -2 gene status and ER, PR,
Bcl-2 protein expression, and metastatic status. The most
significant correlation HER-2 gene status was detected in
luminal B breast cancer subtype where HER -2 gene status
positively correlated with TOP2A gene status, metastatic sta-
tus, lymph node status, and also negatively correlated with PR
expression and tumor size. Generally, HER -2 and TOP2A
gene amplified tumors were associated with low differentiated
tumors, large tumor size in diameter, positive lymph node
status, no distant metastases, prolonged overall survival, low
level of p53 and Bcl-2 protein expression, HER-2 overexpres-
sion, and high level of apoptotic and proliferative indexes.

Fig. 4 High level of TOP2A gene amplification in breast cancer cells in
patients from luminal B breast cancer subtype. Dual-color FISH with
specific gene probe (red signals for TOP2A) and green CEP17 signals

(b) on formalin-fixed, paraffin-embedded sections of breast carcinomas.
Miniclusters of red signals found in nucleus of breast cancer cells (c)
indicate high level of TOP2A gene amplification. Magnification ×40 (a-c)
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Anti-apoptotic Bcl-2 protein expression is almost completely
absent in HER-2-positive subtype and largely increased in
luminal A and B subtypes of breast cancer. Similar pattern
of expression, for proliferative index (Ki67) and tumor sup-
pressor protein p53, is registered in triple negative and HER-
2-positive subtypes of breast cancer. The combination of
endocrine and chemotherapy was used in the majority cases
of luminal A breast cancer subtype, while in luminal B and
HER-2 positive breast cancer subtypes patients were treated
with chemotherapy, endocrine therapy, and Herceptin.

HER-2 and TOP2A gene statuses and protein overexpres-
sion have important prognostic and therapeutic value in breast
cancer patients, related to a poor prognosis, high frequency of
disease recurrence, and reduced overall survival [9]. Our
results showed that overall survival was the most reduced in
triple negative breast cancer subtype associated with no gene
amplification forHER -2 and TOP2A and negative expression
for HER-2 protein, but for some general conclusion we should
mentioned that this could be consequence of small sample
size. When analyzing overall survival in breast cancer sub-
types, we found that majority of HER-2-positive tumors had
the longest overall survival period and also disease-free period
in relation to other subtypes. This is also could be a conse-
quence of small sample size in HER-2-positive molecular
subgroup of patients.

According to literature data, HER-2 and TOP2A genes are
usually co-amplified in the same breast cancer cases [10, 11],
but our results showed that TOP2A gene amplification is not
completely restricted to the cases with HER -2 gene amplifi-
cation. A study, conducted by Manna et al., showed that
regulation of TOP2A gene status and protein expression is
more complex and involves processes such as apoptosis and
cell proliferation [21].

In this study, we also evaluated expression of different
biological markers, including Bcl-2 protein, in four molecular
subtypes of breast cancer. The expression of Bcl-2 protein was

detected in luminal cells from normal breast tissue, gradually
decreasing during the development of breast cancer [22]. In
our study, all luminal tumors were Bcl-2 and steroid receptors
positive with a good prognosis in agreement with previous
reports [14, 23]. In contrast to luminal breast cancer subtypes,
poorly differentiated HER-2-positive tumors were usually
negative for Bcl-2 protein, with a poorer prognosis than lumi-
nal breast cancer subtypes. Daidone et al. showed that Bcl-2
overexpression correlates with low level of proliferative in-
dex, absence of p53 protein expression and HER-2 overex-
pression, and generally was associated with a favorable out-
come [24]. Reduction in expression of Bcl-2 protein was
associated with progression and aggressive form of disease
[25], and in our study, most patients (seven of nine) from
HER-2-positive subtype of breast cancer were characterized
with no expression of Bcl-2 protein.

Our results showed that triple negative breast cancer had
the highest level of proliferative index in relation to luminal A
and B subtypes and this was in agreement with previous
findings [26]. p53 tumor suppressor protein is mutated in
approximately 30 % of breast cancers and seems to be more
frequent in HER-2-positive and triple negative breast cancer
subtype, while is not so numerous in luminal tumors [27]. Our
results confirmed the findings related to a low level of p53
protein expression in luminal breast cancer subtypes [15, 27].

Apoptosis plays a critical role in breast tumorogenesis
controlled by Bcl-2 and tumor suppressor protein p53 [13,
15]. To our knowledge, we were the first who investigated a
correlation between apoptotic index and HER -2 and TOP2A
gene statuses in four different molecular subtypes of breast
cancer. Only in luminal B and HER-2-positive breast cancer
subtypes that apoptotic index positively correlated withHER-
2 gene status, while in triple negative and luminal A breast
cancer subtypes, the HER -2 gene status negatively correlated
with apoptotic index. However, this correlation was not sta-
tistically significant.

Fig. 5 HER-2 and TOP2A gene
status in four molecular subtypes
of breast cancer. HER-2 gene
status: a—luminal A and luminal
B subtype (t=−3.300, p<0.01);
lj—luminal A and HER-2-
positive subtype (t =−4.244, p <
0.01); double asterisks—luminal
B and HER-2-positive subtype
(t =−2.550, p <0.01); x—HER-2
positive and triple negative
subtype (t=−2.149, p<0.05)
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p53 protein expression can be detected early in breast
cancer development and increases during progression [15].
Previous studies have showed an inverse relationship between
Bcl-2 and p53 protein expression in invasive breast cancer
[15]. The study conducted by Bottini et al. showed that Bcl-2
protein has inverse correlation with proliferative index, also
positive correlation with p53 protein and steroid receptors
expression in agreement with our results [28]. This is con-
firmed by the fact that the highest level of Bcl-2 protein
expression was detected in luminal A and B breast cancer
subtypes in correlation with triple negative and HER-2-
positive subtypes. This positive association supports a previ-
ously posted hypothesis that positive estrogen and progester-
one receptor status up-regulated Bcl-2 expression which could
decrease apoptosis and proliferation [29].

Luminal breast cancer subtypes, in our study, share some
similar patterns of expression for different biological markers
including steroid receptors, low level of expression for p53
and apoptotic index, proliferative index, and high level of
expression for Bcl-2 protein. Those tumors also have small
size in diameter, negative lymph node status, no metastasis,
combination of endocrine and chemotherapy, and similar pe-
riod of overall survival (36 months in luminal A and
32 months in luminal B subtype). In luminal B breast cancer
subtype, HER -2 gene status positively correlated with
TOP2A gene status, metastatic status, and lymph node status
and also negatively correlated with PR expression and tumor
size. In contrast to luminal breast cancer subtypes, triple
negative and HER-2-positive breast cancers were character-
ized with increased expression for p53 protein, Ki67 protein,
and decreased Bcl-2 protein expression. Basic pathological
characteristics of tumors in triple negative and HER-2-
positive breast cancer subtypes were larger tumor size, posi-
tive lymph node status, no metastasis, and low level of Bcl-2
protein expression. In contrast to luminal breast cancer sub-
types, in triple negative breast cancer subtype, HER-2 gene
status positively correlated with p53 protein expression, while

in HER-2-positive subtype, HER-2 gene status negatively
correlated with metastatic status. Overall survival period was
prolonged in HER-2 positive, but reduced in triple negative
breast cancer.

The presented results showed that the genetic modification
of TOP2A gene was significantly more individual and inde-
pendent of the modification of HER -2 gene, so TOP2A gene
status should be treated as a separate predictive and prognostic
marker in breast cancer. HER-2 gene status positively corre-
lated with TOP2A gene status and HER-2 receptor expres-
sion, positive lymph node status, and metastatic status, while
negative correlation characterized relationship between HER-
2 gene status and ER, PR, and Bcl-2 expression and tumor
size, which all together indicate a group of patients with
similar outcome during cancer progression.

Acknowledgments This work was supported by grant from the Serbian
Ministry of Education, Science and Technological Development, project
no. 175053.

Conflict of interest The authors declare that they have no conflict of
interest.

References

1. Verma S, Bal A, Joshi K, Arora S, Singh L (2012)
Immunohistochemical characterization of molecular subtypes of
invasive breast cancer: a study from North India. APMIS 120:
1008–1019

2. Arriola E, Marchio C, Tan DS, Drury SC, Lambros MD, Natrajan R,
Rodriguez-Pinilla SM, Mackay A, Tamber N, Fenwick K, Jones C,
Dowsett M, Ashworth A, Reis-Filho JS (2008) Genomic analysis of
the HER2/TOP2A amplicon in breast cancer and breast cancer cell
lines. Lab Invest 88:491–503

3. Nielsena KV, Mullera S, Møller S, Schønau A, Balslevc E, Knoop
AS, Ejlertsen B (2010) Aberrations of ERBB2 and TOP2A genes in
breast cancer. Molecular oncol 4:161–168

Table 6 Therapy combination in patients from four molecular subtypes of breast cancer

Therapy/molecular subtype Luminal A subtype Luminal B subtype Triple negative subtype HER-2-positive subtype

Endocrine therapy 3 (12.5 %) 3 (11.5 %) 0 0

Chemotherapy 0 2 (7.7 %) 2 (13.3 %) 2 (22.2 %)

Chemo/endocrine therapy 11 (45.8 %) 9 (34.6 %) 11 (73.4 %) 2 (22.2 %)

Chemo/endocrine/radiotherapy 6 (25 %) 2 (7.7 %) 0 0

Chemo/endocrine/Herceptin 0 2 (7.7 %) 0 0

Herceptin 0 0 2 (13.3 %) 3 (33.4 %)

Chemo/radiotherapy 0 2 (7.7 %) 0 0

Chemo/Herceptin 0 0 0 2 (22.2 %)

Chemo/endocrine/
Radiotherapy/Herceptin

0 2 (7.7 %) 0 0

Not available 4 (16.7 %) 4 (15.4 %) 0 0

378 Targ Oncol (2014) 9:367–379



4. Nahta R (2012) Molecular mechanisms of transtuzumab-based treat-
ment in her2-overexpressing breast cancer. Int Scholar Res Net Oncol
2012:1–16

5. Smith K, Houlbrook S, Greenall M, Carmichael J, Harris AL (1993)
Topoisomerase IIa co-amplification with erbB2 in human primary
breast cancer and breast cancer cell lines: relationship to m-AMSA
and mitoxantrone sensitivity. Oncogene 8:933–938

6. Durbecq V, Di Leo A, Cardoso F, Rouas G, Leroy JY, Piccart M,
Larsimont D (2003) Comparison of topoisomerase II alpha gene
status between primary breast cancer and corresponding distant met-
astatic sites. Breast Cancer Res Treat 77:199–204

7. Schindlbeck C, Mayr D, Olivier C, Rack B, Engelstaedter V,
Jueckstock J, Jenderek C, Andergassen U, Jeschke U, Friese K
(2010) Topoisomerase II alpha expression rather than gene amplifi-
cation predicts responsiveness of adjuvant anthracycline-based che-
motherapy in women with primary breast cancer. J Cancer Res Clin
Oncol 136:1029–1037

8. Brase JC, Schmidt M, Fischbach T, Sültmann H, Bojar H, Koelbl H,
Hellwig B, Rahnenführer J, Hengstler JG, Gehrmann MC (2010)
ERBB2 and TOP2A in breast cancer: a comprehensive analysis of
gene amplification, RNA levels, and protein expression and their
influence on prognosis and prediction. Clin Cancer Res 16:2391–2401

9. Järvinen TA, Tanner M, Rantanen V, Barlund M, Borg A, Grenman
S, Isola J (2000) Amplification and deletion of topoisomerase IIa
associate with ErbB-2 amplification and affect sensitivity to topo-
isomerase II inhibitor doxorubicin in breast cancer. Am J Pathol 156:
839–847

10. Bouchalova K, Trojanec R, Kolar Z, Cwiertka K, Cernakova I,
Mihail V, Hajduch M (2006) Analysis of ERBB2 and TOP2A gene
using fluorescence in situ hybridization versus immunohistochemis-
try in localized breast cancer. Neoplasma 53:393–401

11. Coon JS,Marcus E, Gupta-Bert S, Seeling S, JacobsonK, Chen S, Renta
V, Fronda G, Preisler HD (2002) Amplification and over-expression of
topoisomerase II-a predict response to anthracycline-based therapy in
locally advanced breast cancer. Clin Canc Res 8:1061–1067

12. Clarke BC, Howell A, Potten CS, Anderson E (1997) Dissociation
between steroid receptor expression and cell proliferation in the
human breast. Cancer Res 57:4987–4991

13. Lipponen P (1999) Apoptosis in breast cancer: relationship with other
pathological parameters. Endocr Relat Cancer 6:13–16

14. Zhang GJ, Kimijima I, Abe R, Watanabe T, Kanno M, Hara K,
Tsuchiya A (1998) Apoptotic index correlates to bcl-2 and p53
protein expression, histological grade and prognosis in invasive
breast cancers. Anticanc Res 18:89–97

15. Zhang GJ, Kimijima I, Abe R, Kanno M, Katagata N, Hara K,
Watanabe T, Tsuchiya A (1997) Correlation between the expression
of apoptosis-related bcl-2 and p53 oncoproteins and the carcinogenesis
and progression of breast carcinomas. Clin Can Res 3:2329–2335

16. Dawson S-J, Makretsov N, Blows FM, Driver KE, Provenzano E, Le
Quesne J, Baglietto L, Severi G, Giles GG, McLean CA, Callagy G,
Green AR, Ellis I, Gelmon K, Turashvili G, Leung S, Aparicio S,
Huntsman D, Caldas C, Pharoah P (2010) BCL2 in breast cancer: a
favourable prognostic marker across molecular subtypes and inde-
pendent of adjuvant therapy received. Brit J Can 103:668–675

17. Paik S, Shak S, Tang G, Kim C, Baker J, Cronin M, Baehner FL,
Walker MG, Watson D, Park T, Hiller W, Fisher ER, Wickerham L,
Bryant J, Wolmark N (2004) A multigene assay to predict recurrence
of tamoxifen-treated, node-negative breast cancer. N Engl JMed 351:
2817–2826

18. An 't Veer LJ, Dai H, van de Vijver MJ, He YD, Hart AAM, MaoM,
Peterse HL, van der Kooy K, Marton MJ, Witteveen AT, Schreiber
GJ, Kerkhoven RM, Roberts C, Linsley PS, Bernards R, Friend SH
(2002) Gene expression profiling predicts clinical outcome of breast
cancer. Nature 415:530–536

19. Bergamaschi A, Kim YH, Wang P, Sørlie T, Hernandez-Boussard T,
Lonning PE, Tibshirani R, Børresen-Dale AL, Pollack JR (2006)
Distinct patterns of DNA copy number alteration are associated with
different clinicopathological features and gene-expression subtypes
of breast cancer. Genes Chromosom Cancer 45:1033–1040

20. Perou CM (2011) Molecular stratification of triple-negative breast
cancers. Oncologist 16:61–70

21. Manna EDF, Teixeira LC, Alvarenga M (2006) Association between
immunohistochemical expression of topoisomerase IIα, HER2 and
hormone receptors and response to primary chemotherapy in breast
cancer. Tumori 92:222–229

22. Megha T, Ferrari F, Benvenuto A, Bellan C, Lalinga AV, Lazzi S,
Bartolommei S, Cevenini G, Leoncini L, Tosi P (2002) p53 mutation
in breast cancer. Correlation with cell kinetics and cell of origin. J
Clin Pathol 55:461–466

23. Lipponen P, Pietiläinen T, Kosma V-M, Aaltomaa S, Eskelinen M,
Syrjänen K (1995) Apoptosis suppressing protein bcl-2 is expressed
in well-differentiated breast carcinomas with favourable prognosis. J
Pathol 177:49–55

24. Daidone MG, Luisi A, Veneroni S, Benini E, Silvestrini R (1999)
Clinical studies of Bcl-2 and treatment benefit in breast cancer
patients. Endocr Relat Cancer 6:61–68

25. Krajewski S, Krajewska M, Turner BC, Pratt C, Howard B, Zapata
JM, Frenkel V, Robertson S, Ionov Y, Yamamoto H, Perucho M,
Takayama S, Reed JC (1999) Prognostic significance of apoptosis
regulators in breast cancer. Endo Relat Cancer 6:29–40

26. Pietiläinen T, Lipponen P, Aaltomaa S, Eskelinen M, Kosma VM,
Syrjänen K (1996) The important prognostic value of Ki-67 expres-
sion as determined by image analysis in breast cancer. J Cancer Res
Clin Oncol 122:687–692

27. Sørliea T, Peroua CM, Tibshiranie R, Aasf T, Geislerg S, JohnsenbH,
Hastiee T, EisenhMB, van de RijniM, Jeffreyj SS, Thorsenk T, Quist
H, Matesec JC, Brownm PO, Botsteinc D, Lønningg PE, Børresen-
Daleb AL (2001) Gene expression patterns of breast carcinomas
distinguish tumor subclasses with clinical implications. Proc Natl
Acad Sci U S A 98:10869–10874

28. Bottini A, Berruti A, Bersiga A, Brizzi MP, Bruzzi P, Aguggini S,
Brunelli A, Bolsi G, Allevi G, Generali D, Betri E, Bertoli G, Alquati
P, Dogliotti L (2001) Relationship between tumour shrinkage and
reduction in Ki67 expression after primary chemotherapy in human
breast cancer. British J Cancer 85:1106–1112

29. Vakkala M, Lahteenmaki K, Raunio H, Paakko P, Soini Y (1999)
Apoptosis during breast carcinoma progression. Clin Cancer Res 5:
319–324

Targ Oncol (2014) 9:367–379 379


	Correlation...
	Abstract
	Introduction
	Patients and methods
	Patients
	Immunohistochemistry
	Scoring system
	Fluorescence in situ hybridization assay
	Statistical analysis

	Results
	Clinicopathological parameters and correlation with biological markers
	ER, PR, and HER-2 receptor expression
	Bcl-2, p53, Ki67, and ssDNA immuneexpression
	HER-2 and TOP2A gene status in four molecular subtypes of breast cancer
	Correlation between HER-2 and TOP2A gene status with ER, PR, HER-2, p53, Bcl-2, Ki67, and ssDNA immunoexpression in four molecular subtypes of breast cancer
	Survival analysis and therapy

	Discussion
	References


