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Abstract

Objectives: To compare the detection of HER-2 status by real-time PCR, on paraffin-embedded breast carcinomas, in respect to immuno-
histochemistry (IHC) and chromogenic in situ hybridization (CISH).

Design and methods: Paraffin-embedded breast carcinomas collected from 85 patients diagnosed with early stage breast cancer were analyzed
for HER-2 gene amplification by real-time PCR and CISH, as well as for HER-2 protein expression by IHC.

Results: HER-2 gene amplification was observed in 19 (22.4%) of 85 breast cancer patients by real-time PCR and in 19 (22.4%) of 85 patients
by CISH. Strong (3+) HER-2 protein over-expression was observed in 13 (15.3%) out of 85 patients. Moreover, there were 4 out of 85 (4.7%)
patients that had moderate (2+) HER-2 protein over-expression, while 68 out of 85 (80%) patients had no HER-2 protein over-expression by IHC.
There were strong concordance rates between real-time PCR and IHC (79/85, 92.9%, p<0.0001) and real-time PCR and CISH (77/85, 90.6%,
p<0.0001). The concordance rate between the three methods was 90.6% (p<0.0001).

Conclusions: Our data show that the results obtained for amplification of HER-2 by real-time PCR on the LightCycler are comparable to those
obtained by IHC and CISH.
© 2006 The Canadian Society of Clinical Chemists. All rights reserved.
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Introduction

The epidermal growth factor (EGF) family consists of four
receptors, HER-1, HER-2, HER-3 andHER-4, with considerable
homology. Upon ligand binding, the receptors homo-dimerize
and hetero-dimerize generating different biological signals [1].
The epidermal growth factor system stimulates cell proliferation,
prevents apoptosis and stimulates angiogenesis and metastasis
via EGFR-related pathways. The HER-2 gene, also known as
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c-erbB-2 or HER2/neu, encodes a 185 kDa transmembrane
protein with tyrosine kinase activity, which participates in the
regulation of cell growth [1]. Twenty to 30% of invasive breast
carcinomas show HER-2 over-expression as a result of gene
amplification. Over-expression of HER-2 is associated with an
aggressive tumor phenotype that is characterized by relatively
rapid tumor growth, metastatic spread to visceral sites and drug
resistance. Targeted blockade of HER-2 with trastuzumab
(Herceptin) has been shown to improve survival in women
with HER-2 positive advanced breast cancer [2].

Knowledge of HER-2 status is a prerequisite when consider-
ing a patient's eligibility for trastuzumab therapy. Recently, the
. All rights reserved.
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testing guidelines implemented by many countries in order to
standardize testing procedures for HER-2 analysis have been
reviewed [3]. HER-2 gene amplification may be determined by
real-time PCR, fluorescence in situ hybridization (FISH) or
chromogenic in situ hybridization (CISH) whereas HER-2 over-
expression at the protein level may be identified by immuno-
histochemistry (IHC) [1]. IHC is widely used since it is semi-
quantitative, faster and economical than FISH; however it is
highly dependent on the specificity of Abs used and is difficult to
be standardized, because of pre-analytical variables, antibody
sensitivity and specificity and inter-observer variability [4–6].

The FISH assay for HER-2 status is technically more
reproducible than IHC, enabling the quantification of HER-2
gene copy number in each tumor cell and is considered as the
gold standard method for detecting HER-2 gene amplification
[7]; however, CISH has emerged as a potential alternative to
FISH, since CISH signals are more permanent, and the method
is less expensive and is more practical for the evaluation of
HER-2 gene status [8,9]. Several studies have demonstrated
high concordance between FISH and CISH [10,11], as well as
between IHC and FISH or CISH [12–17].

Recently developed PCR-based assays can determine
changes in both HER-2 gene copy number and expression
[18–20]. Quantitative real-time PCR is a relatively new and
alternative technique for assessing HER-2 gene amplification.
In this methodology, PCR amplification and quantification are
performed in the same reaction tube thereby eliminating, several
technical problems and methodological inconveniences. The
high sensitivity of real-time PCR means that even minute
amounts of DNA or RNA may be detectable in formalin-fixed
paraffin-embedded tissues opening up the possibility of
performing retrospective clinical and molecular studies on
archival tissue stored in pathology institutes [21,22]. So far,
several studies have compared HER-2 DNA amplification by
real-time PCR with FISH and IHC. Most of these studies show a
good correlation between real-time PCR and the other two
methods [19–24]. However, so far there are no data comparing
the effectiveness of real-time PCR in respect to CISH for
assessing HER-2 status.

In the present study, we report, for the first time, the
comparison of HER-2 status detection by real-time PCR in 85
archival formalin-fixed paraffin embedded tissues from patients
with operable breast cancer, in comparison to CISH and IHC.

Methods

Tissue samples

The study material consisted of paraffin-embedded breast
carcinomas, obtained from 85 patients with early stage breast
cancer followed at the Department of Medical Oncology,
University General Hospital of Heraklion, Crete. All patients
gave their informed consent and the study has been approved by
the Ethical and Scientific Committees of our Institution. A
representative block of paraffin-embedded tumor tissue from
each patient was selected and used to prepare 5 μm sections for
IHC and CISH. Two additional sequential 10 μm sections were
taken from the same block for DNA extraction and real-time
PCR. To minimize dilution of the PCR signal by non tumoral
and non-amplified cells, sections containing >80% tumor cells
were selected for DNA extraction. DNA was extracted from
these sections with the High Pure PCR Template Preparation kit
(Roche, Penzberg, Germany) according to the manufacturer's
protocol [23].

Real-time PCR

Real-time PCR was performed in the LightCycler (Roche,
Penzberg, Germany) and the “LightCycler-HER-2/neu DNA
quantification kit” (Roche, Penzberg, Germany) was used for
HER-2 gene copy quantification according to the manufac-
turer's instruction [23]. For each reaction, 2 μL Light-Cycler-
HER-2/neu detection mix, 2 μL Light-Cycler-HER2/neu
reference gene detection mix, 2 μL LightCycler-HER-2/neu
enzyme master mix and 9 μL PCR grade water supplied with
the kit were combined and aliquoted in the capillaries; 5 μL of
either human DNA extracted from the tumor tissue or “Light-
Cycler-HER2/neu calibrator DNA” or PCR grade water (as a
negative control) was added to give a total volume of 20 μL.
PCR was performed as follows: after an initial 10-min pre-
incubation (activation of the Fast Start Taq DNA polymerase)
and denaturation of DNA at 95°C, 45 amplification cycles
were performed. Each cycle consisted of denaturation at 95°C
for 10 s, annealing at 58°C for 10 s and extension at 72°C for
10 s. The fluorescence signals were measured after each
annealing step.

By using the LightCycler-Relative Quantification Software
provided by Roche, the amount of DNA encoding for HER-2
genes is expressed as a relative ratio to a reference gene, which
is normalized to a calibrator. The calculation of the HER-2
DNA is based on the crossing point (Cp), which is determined
by using the second derivative maximum method with the
arithmetic baseline adjustment. After the determination of the
Cp, the information is downloaded into LightCycler Relative
Quantification Software, which automatically calculates the
ratio between HER-2 and the reference gene. According to the
operator's manual, an experimental ratio between HER-2 and
the reference gene of less than 2.00 indicates that the sample is
negative for HER-2 DNA over-amplification, while a ratio of
greater than 2.00 indicates that the sample is positive for HER-2
DNA over-amplification.

IHC

Immunohistochemical analysis was assessed with the
polyclonal antibody A0485 (Dako Corporation, CA, USA).
Staining was performed according to the protocol described in
the manufacturer's guidelines as previously described [25].
Interpretation of IHC results was performed by two independent
pathologists in two different Pathology Departments (L.K. and
M.K.). Scores of 0 (no staining, or membrane staining in less
than 10% of tumor cells) and 1+ (faint, interrupted membrane
staining in more than 10% of the tumor cells) were considered
negative for HER-2 overproduction, scores of 2+ (weak to



Table 2
Comparison between IHC and CISH (n=85)

IHC
score

CISH

Negative (n%) Amplification (n%) Total

(0, 1+) 65 (95.6) 3 (4.4) 68
(2+) 1 (25) 3 (75) 4
(3+) 0 (0) 13 (100) 13
total 66 19 85
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moderate complete membrane staining in more than 10% of the
tumor cells) were considered as indeterminate and scores 3+
(strong and complete membrane staining) were considered as
positive.

CISH

CISH for HER-2 was performed according to manufacturer's
instructions (ZYMED, Montrouge, France), as previously
described [12]. The CISH signals were evaluated using a
NIKON Eclipse 400 microscope, equipped with a 40× dry
objective lens. Cases with 1–5 gene copies per nucleus were
defined as negative for amplifications; detection of 6–10 gene
copies per nucleus in >50% of tumor cells was defined as low
gene amplification (LGA) and 11–20 gene copies and/or large
gene copy clusters per nucleus in >50% of tumor cells as high
gene amplification (HGA) of HER-2. In order to confirm that
the increased number of HER-2 gene copies was due to
amplification and not due to chromosome 17 polysomy,
additional CISH analysis with a biotin labeled chromosome
17 centromeric probe was applied on adjacent sections in all
cases with LGA. Chromosome 17 CISH analysis was
performed according to ZYMED's protocol for formalin fixed
paraffin embedded tissue sections.

Statistical analysis

Correlations between real-time PCR gene copy ratios, IHC
and CISH were performed with the Kruskal–Wallis test, using
Statmost statistical package (Statmost, DataMost Corp., USA).

Results

HER-2 status by real-time PCR on the LightCycler

The gene copy ratios obtained by real-time PCR for all
samples ranged between 1.04 and 19.02. The calculated HER-2/
reference gene ratios were significantly higher in IHC positive
Table 1
Real-time PCR HER-2/reference gene ratios in relation to IHC and CISH
(n=85)

Group n (%) Real-time PCR

Median HER-2/
reference gene
ratios (range)

p a Ratio
<2.00
n (%)

Ratio
≥2.00
n (%)

IHC score
0 or 1+ 68 (80) 1.70 (1.04–2.29) p<0.0001 64 (94.1) 4 (5.9)
2+ 4 (4.7) 5.67 (1.99–8.02) 1 (25) 3 (75)
3+ 13 (15.3) 2.64 (1.8–19.02) 1 (7.7) 12 (92.3)

CISH
Negative 66 (77.7) 1.67 (1.26–2.29) p<0.0001 62 (93.9) 4 (6.1)
LGA 10 (11.8) 2.63 (1.89–8.02) 2 (20) 8 (80)
HGA 9 (10.6) 2.64 (1.75–19.02) 2 (22.2) 7 (77.8)

LGA: low gene amplification.
HGA: high gene amplification.
a All comparisons used Kruskal–Wallis test.
(3+) (p<0.0001) and CISH positive (HGA) (p<0.0001) cases
than in the corresponding IHC negative and CISH negative cases.
As can be seen in Table 1, results assessed as negative by CISH
gave a median ratio of 1.67 (range 1.26–2.29) and results
assessed as negative by IHC gave a median ratio of 1.7 (range
1.04–2.29). A ratio greater than 2.00 was observed in 19 (22.4%)
out of 85 patients' samples.

Comparison of HER-2 gene amplification by real-time PCR
and CISH

HER-2 gene amplification was measured in the same 85
samples by CISH. There was no amplification in 66 (77.7%) out
of the 85 samples, while 19 (22.4%) out of the 85 samples
showed HER-2 gene amplification. In these positive samples, a
low gene amplification (LGA) was observed in 10 (11.8%) out
of the 85 samples and a high gene amplification (HGA) in 9
(10.6%) out of the 85 samples (Table 1).

Concordance rate between real-time PCR and CISH was
90.6%. Fifteen (79%) out of 19 CISH positive (LGA, HGA)
samples had also a ratio greater than 2.00. Discrepancies were
found among 4 samples, which were amplified by real-time
PCR and did not amplify by CISH, as well as in 4 samples
which were amplified by CISH but did not amplify, by real-time
PCR (Table 1).

Comparison of HER-2 gene amplification by real-time PCR
and HER-2 over-expression by IHC

All samples were also evaluated by IHC and scored forHER-
2 immunoreactivity. As shown in Table 1, 3 (75%) out of 4 and
12 (92.3%) out of 13 samples scored as 2+ and 3+ respectively,
presented gene amplification (ratio ≥2.00) by real-time PCR.

Concordance rate between real-time PCR and IHC was
92.7%. There were discrepancies among 4 (5.9%) out of 68
samples that were scored as 1+ by IHC but showed HER-2 gene
amplification (ratio ≥2.00) by real-time PCR.

Comparison of IHC and CISH

Three (4.4%) out of 68 samples which were scored negative
by IHC were found positive by CISH, while all 13 samples
scored (3+) positive by IHC showed HER-2 high gene
amplification (HGA) by CISH (Table 2). Three (75%) out of
4 samples that were moderate by IHC (2+) showed LGA by
CISH. Therefore, the concordance rate between IHC and CISH
was 95.3%.



Fig. 1. Comparison of real-time PCR, CISH and IHC analysis ofHER-2 status in
85 breast cancer biopsies. Data are displayed as a function of real-time PCR,
CISH and IHC values. Values with ratio ≥2.00 for real-time PCR (grey color)
and ≥10 copies/nucleus for CISH were considered as positive. For IHC, values
3+ were considered as positive. Axis: x represents CISH (15–25: negative;
35–45: low gene amplification; 55–65: high gene amplification), y represents
IHC (10–20: scores 0 or 1+; 30–40: scores 2+; 50–60: scores 3+) and z
represents real-time PCR (ratios).
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Correlation of HER-2 gene amplification by CISH, real-time
PCR and HER-2 over-expression by IHC

There is a strong concordance between real-time PCR, CISH
and IHC, since 15 samples were estimated as positive and 62
samples as negative by all three methods [(77/85, 90.6%)].
Sixty-eight samples were scored as 0 or 1+ by IHC; four (5.9%)
out of these 68 samples showed HER-2 gene amplification by
real-time PCR (Table 1) and 3 (4.4%) of them were amplified by
CISH (Table 2). Thirteen (15.3%) out of the 85 samples were
scored as 3+ by IHC. All of them were amplified by CISH,
while only 1 sample did not show HER-2 gene amplification by
real-time PCR. Moreover, there was only 1 sample among the 4
samples that were scored as 2+ by IHC, which did not show
HER-2 gene amplification by real-time PCR and CISH. On
the other hand, there were 3 samples out of these 4 that were
amplified by real-time and CISH (Tables 1 and 2). Results are
illustrated graphically in Fig. 1.

Discussion

IHC is the most widely used method for HER-2 status
assessment since it has a relatively low direct laboratory cost, is
relatively easy to perform and is easily adaptable by most
Pathology Departments. However, the effects of tissue fixation
and subjectivity of scoring remain troubling issues. FISH is
considered to be the most accurate method and the gold
standard for HER-2 amplification. However, FISH is very
expensive, more time consuming than IHC and requires special
equipment. Recently, CISH that uses a robust and unique
sequence probe developed for in situ hybridization has been
introduced as a practical alternative to FISH in detecting HER-2
amplification in paraffin-embedded breast carcinomas samples
[8–14]. Despite the fact that CISH has a slightly lower
sensitivity than FISH, it has numerous advantages since it is a
relatively easy to use and low cost technique, and does not
require expensive equipment as FISH. Real-time PCR has been
compared recently in respect to IHC and FISH for determining
HER-2 status [22–24]. The high speed, automation and ease of
real-time PCR make it feasible to test multiple samples for
HER-2 at the same time. Moreover, HER-2 gene quantification
by real-time PCR is highly sensitive, objective and offers good
precision particularly when the robust mathematical model of
efficiency adjusted relative quantification is used [24].

The present study reports for the first time the comparison of
real-time PCR with CISH in order to assess HER-2 status in 85
paraffin-embedded breast carcinomas from patients with early
breast cancer. At the present, only differential PCR (dPCR) has
been compared to CISH in order to verify the HER-2 status
[25]. The results demonstrate a very good concordance of real-
time PCR with CISH (90.6%) and IHC (92.9%), which is in
good agreement with previous reports (20, 23). In addition, we
have found a high concordance between IHC and CISH (95.3%)
and this is in keeping with the reported concordance values of
85%–95% when IHC is interpreted as either negative (0, 1+), or
strongly positive (3+) [14,24].

When comparing real-time PCR, IHC and CISH, the
concordance among them was 90.6% (Fig. 1). Real-time PCR
could reveal 19 paraffin-embedded breast carcinomas from
patients with early stage breast cancer in which the HER-2 gene
amplification was above the cut-off value (ratio ≥2.00). Seven
(36.8%) of these cases strongly over-expressed HER-2 protein
(IHC score 3+) and showed high HER-2 gene amplification
with CISH. Interestingly, five among the remaining 12 breast
carcinomas that were scored as 3+ by IHC, showed low HER-2
gene amplification by CISH and three samples that were scored
as 2+ by IHC showed low HER-2 gene amplification by CISH.
Surprisingly, there were four samples out of the 19 samples
found positive with real-time PCR that did not amplify with
CISH and did not over-express HER-2 protein.

The mean ratios of these four samples (2.13±0.11, n=4)
were very close to the cut off value of 2.00 (as proposed by
Roche), while all the remaining positive samples had ratios
>2.2 (range: 2.23–19.02, median: 3.81, n=15). Moreover, in a
recent relevant study [24], Tse et al. considered a ratio >2.2 as
being positive for HER2 gene amplification. It is also
noteworthy that the relevant tissue sections were old and of
poor quality, while FISH and CISH guidelines recommend that
cut tissue sections should not be stored for more than 6–12
months.

The majority of the samples (15/19, 79%) that were
classified as positive by real-time PCR were also positive
with IHC and CISH. On the other hand, only one sample that
was negative with real-time PCR was found positive with both
IHC (3+) and CISH (HGA). There were four samples scored as
2+ by IHC; three of these samples were found positive and one
did not show HER-2 gene amplification with real-time PCR. In
three samples, there was HER-2 gene amplification with CISH,
while there was no amplification with real-time PCR. This
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could possibly be due to a dilution of tumor cells with normal
cells in the DNA preparation [20].

The assessment of HER2 status in breast cancer is critical for
the management of advanced disease and therefore a priority for
pathological standardization. This approach to therapy is
heavily dependent on reliable and accurate laboratory results
assessing the expression of HER2 in both the diagnostic
evaluation and ultimately the selection of the most appropriate
treatment for patients with breast cancer. Although FISH is
currently regarded as the most accurate method and the gold
standard for detecting HER-2 amplification and CISH has
recently gained in popularity, we believe that real-time PCR is
an alternative technique, given its many advantages.

In conclusion, our data obtained for amplification of HER-2
status by real-time PCR on the LightCycler are comparable with
those obtained by IHC and CISH. Our results confirm previous
studies, which show that real-time PCR is more precise and
reproducible than IHC. In comparison to CISH, we showed for
the first time that real-time PCR gives comparable results. Since
real-time PCR is reliable, semi-automated, and fast and
moreover has advantages from an economical point of view,
we recommend it for the determination of HER-2 status.

Acknowledgments

This work was supported by the Cretan Association for
Biomedical Research (CABR) and Roche Diagnostics (Roche
Hellas). M. Ntoulia is a recipient of a CABR (Cretan
Association for Biomedical Research) fellowship.
References

[1] Ross JS, Fletcher JA. TheHER-2/neu oncogene: prognostic factor, predictive
factor and target for therapy. Semin Cancer Biol 1999;9(2):125–38.

[2] Vogel CL, Cobleigh MA, Tripathy D, et al. Efficacy and safety of
trastuzumab as a single agent in first-line treatment of HER2-over-
expressing metastatic breast cancer. J Clin Oncol 2002;20:719–26.

[3] BilousM,DowsettM,HannaW, et al. Current perspectives onHER2 testing:
a review of national testing guidelines. Mod Pathol 2003;16(2):173–82.

[4] Ginestier C, Charafe-Jauffret E, Penault-Llorca F, et al. Comparative multi-
methodological measurement of ERBB2 status in breast cancer. J Pathol
2004;202(3):286–98.

[5] Rampaul RS, Pinder SE, Gullick WJ, Robertson JFR, Ellis IO. HER-2 in
breast cancer-methods of detection, clinical significance and future
prospects for treatment. Crit Rev Oncol Hem 2002;43:231–44.

[6] Ellis CM, Dyson MJ, Maltby EL. HER2 amplification status in breast
cancer: a comparison between immunohistochemical staining and
fluorescence in situ hybridisation using manual and automated quantitative
image analysis scoring techniques. J Clin Pathol 2005;58:710–4.

[7] Tanner M, Gancberg D, Di Leo A, et al. Chromogenic in situ hybridization:
a practical alternative for fluorescence in situ hybridization to detect HER-
2/neu oncogene amplification in archival breast cancer samples. Am J
Pathol 2000;157(5):1467–72.

[8] Carlsson J, Nordgren H, Sjostrom J, et al. HER2 expression in breast
cancer primary tumours and corresponding metastases. Original data and
literature review. Br J Cancer 2004;90(12):2344–8.

[9] Zhao J, Wu R, Au A, Marquez A, Yu Y, Shi Z. Determination of HER2
gene amplification by chromogenic in situ hybridization (CISH) in
archival breast carcinoma. Mod Pathol 2002;15(6):657–65.

[10] Arnould L, Denoux Y, MacGrogan G, et al. Agreement between
chromogenic in situ hybridisation (CISH) and FISH in the
determination of HER2 status in breast cancer. Br J Cancer
2003;88(10):1587–91.

[11] Loring P, Cummins R, O'Grady A, Kay EW. HER2 positivity in breast
carcinoma: a comparison of chromogenic in situ hybridization with
fluorescence in situ hybridization in tissue microarrays, with targeted
evaluation of intratumoral heterogeneity by in situ hybridization. Appl
Immunohistochem Mol Morphol 2005;13(2):194–200.

[12] Bhargava R, Lal P, Chen B. Chromogenic in situ hybridization for the
detection of HER-2/neu gene amplification in breast cancer with an
emphasis on tumors with borderline and low-level amplification: does it
measure up to fluorescence in situ hybridization? Am J Clin Pathol
2005;123(2):237–43.

[13] Gong Y, Gilcrease M, Sneige N. Reliability of chromogenic in situ
hybridization for detecting HER-2 gene status in breast cancer: comparison
with fluorescence in situ hybridization and assessment of interobserver
reproducibility. Mod Pathol 2005;18(8):1015–21.

[14] Kounelis S, Kapranos N, Malamos N, Kouri-Bairaktari E. Evaluation
of HER2 gene status in breast cancer by chromogenic in situ
hybridization: comparison with immunohistochemistry. Anticancer Res
2005;25(2A):939–46.

[15] Yaziji H, Goldstein LC, Barry TS, et al. HER-2 testing in breast cancer
using parallel tissue-based methods. JAMA 2004;291(16):1972–7.

[16] Hammock L, Lewis M, Phillips C, Cohen C. Strong HER-2/neu protein
overexpression by immunohistochemistry often does not predict oncogene
amplification by fluorescence in situ hybridization. Hum Pathol 2003;34
(10):1043–7.

[17] Todorovic-Rakovic N, Jovanovic D, Neskovic-Konstantinovic Z, Nikolic-
Vukosavljevic D. Comparison between immunohistochemistry and
chromogenic in situ hybridization in assessing HER-2 status in breast
cancer. Pathol Int 2005;55(6):318–23.

[18] Lal P, Salazar PA, Hudis CA, Ladanyi M, Chen B. HER-2 testing in breast
cancer using immunohistochemical analysis and fluorescence in situ
hybridization: a single-institution experience of 2,279 cases and
comparison of dual-color and single-color scoring. Am J Clin Pathol
2004;121(5):631–6.

[19] Konigshoff M, Wilhelm J, Bohle RM, Pingoud A, Hahn M. HER-2/neu
gene copy number quantified by real-time PCR: comparison of gene
amplification, heterozygosity, and immunohistochemical status in breast
cancer tissue. Clin Chem 2003;49(2):219–29.

[20] Gjerdrum LM, Sorensen BS, Kjeldsen E, Sorensen FB, Nexo E, Hamilton-
Dutoit S. Real-time quantitative PCR of microdissected paraffin-embedded
breast carcinoma: an alternative method for HER-2/neu analysis. J Mol
Diagn 2004;6(1):42–51.

[21] Masuda N, Ohnishi T, Kawamoto S, Monden M, Okubo K. Analysis of
chemical modification of RNA from formalin-fixed paraffin-embedded
samples and optimization of molecular biology applications for such
samples. Nuclei Acids Res 1999;27:4436–43.

[22] Abrahamsen HN, Steiniche T, Nexo E, Hamilton-Dutoit SJ, Sorensen BS.
Towards quantitative mRNA analysis in paraffin-embedded tissues using
real-time reverse transcriptase-polymerase chain reaction: a methodologi-
cal study on lymph nodes from melanoma patients. J Mol Diagn 2003;
5:34–41.

[23] Schlemmer BO, Sorensen BS, Overgaard J, Olsen KE, Gjerdrum LM,
Nexo E. Quantitative PCR—New diagnostic tool for quantifying specific
mRNA and DNA molecules: HER2/neu DNA quantification with
LightCycler real-time PCR in comparison with immunohistochemistry
and fluorescence in situ hybridization. Scand J Clin Lab Invest 2004;
64:511–22.

[24] Tse C, Brault D, Gligorov J, et al. Evaluation of the quantitative analytical
methods real-time PCR for HER2 gene quantification and ELISA of serum
HER2 protein and comparison with fluorescence in situ hybridization and
immunohistochemistry for determining HER2 status in breast cancer
patients. Clin Chem 2005;51(7):1093–101.

[25] Hauser-Kronberger C, Dandachi N. Comparison of chromogenic in situ
hybridization with other methodologies for HER2 status assessment in
breast cancer. J Mol Histol 2004;35(6):647–53.


	HER-2 DNA quantification of paraffin-embedded breast carcinomas with LightCycler real-time PCR .....
	Introduction
	Methods
	Tissue samples
	Real-time PCR
	IHC
	CISH
	Statistical analysis

	Results
	HER-2 status by real-time PCR on the LightCycler
	Comparison of HER-2 gene amplification by real-time PCR and CISH
	Comparison of HER-2 gene amplification by real-time PCR and HER-2 over-expression by IHC
	Comparison of IHC and CISH
	Correlation of HER-2 gene amplification by CISH, real-time PCR and HER-2 over-expression by IHC

	Discussion
	Acknowledgments
	References


