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Abstract. We report the performance evaluation of a non-quantitative reverse-hybridization assay (KRAS-BRAF StripAssay)
designed for the simultaneous detection of 10 mutations in codons 12 and 13 of the KRAS gene and BRAF mutation V600E.
Dilution experiments using DNA from tumor cell lines or from formalin-fixed paraffin-embedded (FFPE) colorectal cancer (CRC)
tissue were performed to assess assay sensitivity. Using 50 ng of total DNA (mutant and wild-type), the KRAS-BRAF StripAssay
demonstrated a detection limit of 1% mutant sequence in a background of wild-type DNA. With respect to BRAF V600E, the
KRAS-BRAF StripAssay was evaluated using 60 FFPE CRC samples previously analyzed by high resolution melting (HRM).
Test strip hybridization identified 2/60 (3%) samples to carry the BRAF V600E mutation, and results were in agreement with
those obtained by HRM analysis. This work demonstrates the KRAS-BRAF StripAssay to be a robust and sensitive method for
the detection of common KRAS/BRAF mutations in genomic DNA isolated from FFPE tissue samples.
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1. Introduction

Testing for KRAS mutation is an accepted prereq-
uisite to select patients with colorectal cancer (CRC)
for epidermal growth factor receptor (EGFR)-targeted
therapies; typically, only individuals with wild-type
KRAS respond to anti-EGFR therapy [1]. However,
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nostics GmbH, Vienna, Austria. Tel.: +43 1 8120 15610; Fax: +43
1 8120 15619; E-mail: kriegshauser@viennalab.co.at.

KRAS mutations account for approximately 35–45%
of non-responders, only [2]. Relatively recently addi-
tional activating mutations in EGFR downstream effec-
tors, such as the BRAF kinase, have been identified [3].
BRAF V600E (a thymidine to adenine transversion at
nucleoside 1799 in exon 15) is the most prominent
among more than 40 known BRAF mutations leading
to a valine to glutamate transversion at residue 600
and constitutive kinase activity [3]. Overall, BRAF be-
longs to the commonest oncogenes mutated in 7–9%
of all solid malignant tumors [4], and is well known
to be present already in benign lesions, such as ser-
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rated colorectal adenoma, benign nevi, and indolent
micro-papillary thyroid cancers (PTCs) [4–6]. Thus
BRAF mutation might be a founder event in carcino-
genesis, but by itself is not sufficient to induce can-
cer, as only mutations secondary to BRAF can accel-
erate the growth to clinically evident disease [4,7].
BRAF mutation occurs in 10–18% of CRC overall, but
is more frequently encountered in microsatellite insta-
ble carcinomas (MSI) with preferentially MLH1 pro-
motor hypermethylation and CpG island methylation
phenotype (CIMP) [8,9]. Patients with BRAF V600E
colorectal tumors show impaired responsiveness to the
anti-EGFR therapeutic antibodies cetuximab and pan-
itumumab [10]. Because KRAS and BRAF mutations
are mutually exclusive in CRC [11], BRAF V600E test-
ing may further empower the selection of patients el-
igible for anti-EGFR antibody treatment [2]. In con-
junction with the very recently described PI3KCA ac-
tivating mutations and the inactivation of PTEN phos-
phatase (a PI3K inhibitor),Bardelli et al. established the
term “quadruple negative” tumors as having the highest
probability of response to anti-EGFR therapies [2].

Melanoma is the malignancy with the highest BRAF
mutation frequency ranging from 40–70%; V600E ac-
counts for 95% of all BRAF mutations, thereby playing
an important role in tumor progression in cooperation
with PI3K-induced signaling [12].

In PTCmutantBRAF is found in 29–87%of all cases.
As PTC possesses a very favourable overall prognosis,
the value of BRAF as a molecular prognostic marker is
still under discussion [4].

We have recently evaluated a non-quantitative
reverse-hybridization assay (KRAS StripAssay) for the
simultaneous detection of 10 frequent mutations in
codons 12 and 13 of the KRAS gene [13]. The KRAS
StripAssay has an analytical sensitivity of 1% and has
been shown to be fully compatible with KRAS muta-
tion analysis in genomicDNA extracted from formalin-
fixed paraffin-embedded (FFPE) tissue [13–15].

Here we present an extended version of the KRAS
StripAssay that has been modified to contain also the
BRAF V600E mutation (KRAS-BRAF StripAssay). We
evaluated the novel KRAS-BRAF StripAssay by com-
paring it with a high resolution melting (HRM) protocol
designed for the sensitive detection of BRAF V600E
(BRAFHRM assay). Recent work used the BRAFHRM
assay to screen for mutation V600E in 60 FFPE tissue
samples obtained from CRC patients [16]. The same
samples were then analyzed with the KRAS-BRAF Stri-
pAssay, and results were compared with respect to sen-
sitivity, specificity and utility.

2. Patients and methods

2.1. Patient samples

FFPE-extracted DNA samples were available from
60 randomly selected patients aged 41 to 87 years (me-
dian 67) with histologically confirmed CRC. Staging
was performed according to the International Union
Against Cancer (UICC) guidelines including 17 stage
I, 11 stage II, 20 stage III, and 12 stage IV tumors. An
appropriate paraffin block containing tumor tissue was
selected for analysis after reviewing the hematoxilin-
eosin (HE) stained slides. An area of tumor on the HE
stained slide was marked and microdissected on a cor-
responding unstained slide so that samples contained at
least 50% tumor cells. All DNA samples had previous-
ly been screened for BRAF V600E mutation status by
HRM and sequence analysis [16]. Patients gave their
written informed consent and the study was approved
by the local ethical committee.

2.2. Cell lines and DNA dilutions

Real-time PCR was used to quantitate DNA from
tumor cell lines as well as patient DNA samples as de-
scribed previously [13]. Genomic DNA isolated from
tumor cell lines SW480 (KRAS Val12), LS174T (KRAS
Asp12), A549 (KRAS Ser12), SW1116 (KRAS Ala12),
MIA Paca2 (KRAS Cys12), H157 (KRAS Arg12),
H1355 (KRAS Cys13), DLD1 (KRAS Asp13), HT29
(BRAFV600E) and Colo320 (wild-type) served as con-
trol templates. In the absence of suitable cell line DNA,
controls forKRASmutations Ile12 andLeu12were gen-
erated by site-directed mutagenesis [17]. To monitor
assay sensitivity and specificity, PCR was performed
on 0.5 ng mutant genomic DNA mixed with 50 ng
wild-type DNA and on 50 ng wild-type DNA alone.
To evaluate assay sensitivity in FFPE-extracted DNA,
clinical samples carrying the BRAF V600E mutation
were mixed with wild-type DNA at 50%, 10%, 1%,
and 0%.

2.3. KRAS-BRAF StripAssay

The KRAS-BRAF StripAssay (ViennaLab Diagnos-
tics, Vienna, Austria) was performed as described
earlier [13] except for the fact, that the ampli-
fication mix contained BRAF-specific primers 5’-
GGTGATTTTGGTCTAGCTACAG-3’(forward) and
5’-AGTAACTCAGCAGCATCTCAGG-3’(reverse).
Briefly, PCR was done in a 25 µL reaction containing
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Fig. 1. KRAS-BRAF StripAssay analysis of tumor cell lines and mutant DNA plasmids generated by site-directed mutagenesis. Test strips
obtained after reverse-hybridization and enzymatic color development are shown. The StripAssay was performed on 0.5 ng mutant genomic
DNA mixed with 50 ng wild-type DNA (strips 1–11), and 50 ng wild-type DNA alone (strip 12). PCR non-template control (strip 13).

15 µL amplification mix, 5 µL of a dilution contain-
ing Taq DNA polymerase (1U), and 5 µL DNA tem-
plate (up to 50 ng genomic DNA). The amplification
was performed on a PE 9700 thermocycler (Applied
Biosystems, Foster City, CA) starting with an initial
denaturation step at 94◦C for 15 min, then running
35 cycles of 94◦C for 1 min, 70◦C for 50 sec, 56◦C for
50 sec, 60◦C for 50 sec, and a final extension at 60◦C
for 7 min. Biotinylated amplification products were
then hybridized to test strips strictly controlling temper-
ature (45 ± 0.5◦C), and bound sequences were visual-
ized using a streptavidin-alkaline phosphatase conjun-
gate and colour substrates. Reverse-hybridization was
carried out manually using a shaking waterbath (GFL,
Burgwedel, Germany) set to 45◦C, and results were in-
terpreted using the enclosed Collector sheet. The oper-
ator was blinded to the HRM results.

2.4. Direct PCR sequencing

DNA sequencing was performed as described previ-
ously [13]. Briefly, KRAS-positive PCR products were
column purified using the GenElute PCR CleanUp Kit
(Sigma-Aldrich, St. Louis, MO), and sequence analy-
sis was performed on a ABI 310 automatic sequencer
(Applied Biosystems) according to the manufacturer’s
instructions (BigDye Terminator v1.1 Cycle Sequenc-
ing Kit; Applied Biosystems) using the KRAS sense
primer.

3. Results

3.1. Analytical sensitivity

Recently, the KRAS StripAssay has been successful-
ly applied toKRASmutation analysis in FFPE-extracted

DNA [13–15]. The KRAS-BRAF StripAssay under in-
vestigation here has been modified to contain 10 muta-
tions in codons 12 and 13 of the KRAS gene and BRAF
mutation V600E. It also combines mutant-enriched
PCR based on peptide nucleic acid (PNA) clamping
and reverse-hybridizationof biotinylatedPCR products
to nitrocellulose test strips containing a parallel array
of oligonucleotide probes. The StripAssay’s limit for
detecting KRAS/BRAF mutations was exemplified us-
ing 0.5 ng of tumor cell line DNA mixed with 50 ng
of wild-type DNA as PCR templates. Suppression of
wild-type amplification by PNA clamping using 50 ng
of wild-type DNA was found to be complete, where-
as KRAS/BRAF mutations contained in cell line DNA
were unambiguously identified, demonstrating an ana-
lytical sensitivity of 1% for the StripAssay (Fig. 1). As-
say sensitivity was unaltered when DNA input ranged
from 10 to 50 ng. For some KRAS-negative samples,
however, nonspecific background signal could be ob-
served when DNA input exceeded 50 ng (data not
shown).

3.2. Detection of KRAS/BRAF mutations in clinical
samples

All 60 FFPE CRC samples could be analysed with
the KRAS-BRAF StripAssay, thus identifying 28 (47%)
and 2 (3%) samples to harbourmutantKRAS andBRAF,
respectively (Table 1). Of 28 KRAS mutant samples,
23 (82%) and 5 (18%) were positive for codon 12
and codon 13 mutations, respectively. Of note, 2 sam-
ples contained 2 codon 12 mutations. Ten (36%) of
28 KRAS mutant samples were Asp12, followed by 8
(29%) tumors containing the Val12 mutation. Less fre-
quent KRAS mutations were Asp13 (4 samples), Ser12
(4 samples), Cys 12 (3 samples), and Cys13 (1 sample).
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Fig. 2. Detection of BRAF V600E in dilutions of DNA extracted from 2 mutant FFPE samples (DNA samples 23 and 29). Test strips obtained
after reverse-hybridization and enzymatic color development are shown. The KRAS-BRAF StripAssay was performed on a total of 50 ng of
sample 23 (strips 1–4) and sample 29 (strips 5–8) mixed with wild-type DNA at 50% (strips 1 and 5), 10% (strips 2 and 6), 1% (strips 3 and 7),
0% (strips 4 and 8), and 50 ng wild-type DNA alone (strip 9). PCR non-template control (strip 10).

Table 1
KRAS/BRAF mutations detected by reverse-hybridization and refer-
ence methods

Sample UICC stage KRAS-BRAF Reference
StripAssay

1 II KRAS Asp12 KRAS Asp12a

2 III KRAS Cys12 KRAS Cys12a

3 II KRAS Asp12 KRAS Asp12a

4 II KRAS Asp13 KRAS Asp13a

5 I KRAS Asp13 KRAS Asp13a

6 I KRAS Asp12 KRAS Asp12a

7 II KRAS Asp12 KRAS Asp12a

8 IV KRAS Asp12 KRAS Asp12a

9 III KRAS Val12 KRAS Val12a

10 III KRAS Cys12 KRAS Cys12a

11 I KRAS Asp13 KRAS Asp13a

12 III KRAS Ser12 KRAS Ser12a

13 III KRAS Cys13 KRAS Cys13a

14 IV KRAS Asp13 KRAS Asp13a

15 I KRAS Asp12 KRAS Asp12a

16 IV KRAS Val12 KRAS Val12a

17 IV KRAS Val12 KRAS Val12a

18 I KRAS Val12 KRAS Val12a

19 III KRAS Val12 KRAS Val12a

20 III KRAS Val12 KRAS Val12a

21 IV KRAS Asp12/Ser12 KRAS Asp12/Ser12a

22 II KRAS Asp12/Ser12 KRAS Asp12/Ser12a

23 II BRAF V600E BRAF V600Eb

24 IV KRAS Ser12 KRAS Ser12a

25 I KRAS Asp12 KRAS Asp12a

26 III KRAS Cys12 KRAS Cys12a

27 IV KRAS Val12 KRAS Val12a

28 I KRAS Val12 KRAS Val12a

29 III BRAF V600E BRAF V600Eb

30 I KRAS Asp12 KRAS Asp12a

aDNA sequencing; bHRM.

All KRAS mutations were verified by direct PCR se-
quencing (Table 1). Moreover, test strip hybridization
identified 2/60 (3%) samples to carry the BRAF V600E
mutation. The same samples had previously been found
to be mutated by HRM analysis (Table 1).

To investigate whether the KRAS/BRAF StripAssay
is capable of detecting mutations with the same sen-
sitivity in clinical specimens (ie, an analytical sensi-
tivity of 1% was determined using cell line dilutions),
we prepared serial dilutions of FFPE-extracted genom-
ic DNA obtained from those 2 samples that had been
identified to contain BRAF V600E. Figure 2 shows that
test strip hybridization again was able to detect mutant
DNA present at a 1% level.

4. Discussion

Enormous progress occurred in our understanding
of the role of the RAS-RAF-MEK-ERK pathway of
both inherited genetic variations and somatic genet-
ic changes arising during cancer development [18,19].
This has prepared the way to an individualized ther-
apeutic approach in the medical treatment of a vari-
ety of human cancers, such as CRC, ovarian cancer,
lung cancer, melanoma and PTC [20–26]. The selec-
tion of appropriate candidates for these therapies is of
great clinical importance, especially to spare patients
from inappropriate treatment. Considering the fact that
KRAS mutations only account for approximately 35–
45%, and BRAF V600E adds another 10–18% of non-
responders to targeted therapy in CRC, combined test-
ing for KRAS/BRAF mutations is useful to select ap-
propriate patients for anti-EGFR therapies [20].

In this study, we evaluated a non-quantitative
reverse-hybridization assay (KRAS-BRAF StripAssay)
designed for the simultaneous detection of 10 mu-
tations in codons 12 and 13 of the KRAS gene and
BRAF mutation V600E. First, dilution experiments us-
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ing different amounts of tumor cell line DNA were per-
formed to determine the StripAssay’s limit for detect-
ing KRAS/BRAF mutations. Subsequently, the KRAS-
BRAF StripAssay was used to screen 60 FFPE primary
tumor samples previously analyzed for the presence of
BRAF V600E by HRM.

Test strip hybridization was able to detect KRAS/
BRAF mutations present in 0.5 ngmutant cell line DNA
diluted with 50 ng wild-type DNA, thus demonstrat-
ing an analytical sensitivity of 1% for the KRAS-BRAF
StripAssay. Assay sensitivity was maintained for total
DNA input amounts between 10 and 50 ng. Too much
inputDNA (i.e. > 50 ng), however, was associated with
a higher chance of background signal in KRAS-negative
samples most probably caused by aberrant coamplifi-
cation of wild-type sequence and non-specific binding
of resulting PCR products to mutant-specific capture
probes.

Of 60 FFPE CRC samples, test strip hybridization
identified 28 (47%) and 2 (3%) samples to be positive
for KRAS and BRAF mutations, respectively. BRAF
V600E results concurred with those obtained by HRM
analysis and DNA sequencing.Additionally, KRAS and
BRAF mutations were found to be mutually exclu-
sive. These findings are consistent with published stud-
ies that detected mutant KRAS and BRAF in 20% to
45% [27,28], and 2% to 10% of CRC cases [29], re-
spectively.

Using a cell line dilution model, the BRAF HRM as-
say demonstrated an analytical sensitivity of 1%mutant
sequence in a background of wild-type DNA, however,
sensitivity fell to 20% when the assay was performed
on FFPE samples at a DNA template concentration of
2 ng/µL [16]. In contrast, KRAS-BRAFStripAssay sen-
sitivity remained unaltered using the same FFPE sam-
ple at the same DNA template concentration. This re-
sult corroborates other studies that found test strip hy-
bridization suitable for the sensitive detection of KRAS
mutations in FFPE DNA samples derived from ovarian
and colorectal tissue [13–15]. It seems worth mention-
ing that high sensitivity KRAS/BRAF analysis might
detect subclonal mutations in samples with tumor cell
contents > 30%, and little is known about the clini-
cal significance of such mutations. However, recent re-
search demonstrated, that KRAS mutations present in
minor clones may have an important impact on EGFR-
directed therapies. This was shown by studying 83 lung
cancer patients treated with tyrosine kinase inhibitors
using direct an mutant-enriched sequencing for KRAS
analysis [30].

Various PCR-based methodologies, such as enriched
PCR-restriction fragment length polymorphism (PCR-

RFLP) [31,32], denaturing high performance liquid
chromatography (DHPLC) [33], amplification refrac-
tory mutation system (ARMS) [34], particle flow cy-
tometry [35], DNA sequencing [36], HRM [16,37–39],
and test strip hybridization [13–15] have been success-
fully applied to KRAS/BRAF mutational screening in a
variety of cancerous tissues.

HRM is a rapid, closed-tube, post-PCR method that
allows high-throughput analysis of mutations, poly-
morphisms and methylation patterns. By studying the
thermal denaturation of double-stranded DNA in the
presence of a saturating dye, the most important HRM
application is gene scanning, however, genotyping pro-
tocols using unlabeled probes have also been report-
ed recently [39]. Although HRM analysis does not re-
quire post-PCR sample handling, subsequent DNA se-
quencing is neccessary to identify specific mutations
when genotyping is performed with saturation dye on-
ly. Unlabeled probe genotyping supersedes the need
for DNA sequencing, however, individual reactions are
necessary for each mutation to be analysed thereby in-
creasing cost as well as DNA input. The KRAS-BRAF
StripAssay allows simultaneous detection of 10 com-
mon KRAS mutations and BRAF mutation V600E with
an analytical senitivity of 1%, whereas the limit of
HRM for detectingKRAS/BRAFmutations ranges from
1% to 6% mutant sequence in a background of nor-
mal DNA [16,37]. In its current version, however, the
KRAS-BRAF StripAssay will miss other V600 BRAF
mutations (e.g. V600D, V600K) that may be present in
cancerous tissue. Test strip hybridization requires stan-
dard laboratory equipment only, and up to 20 samples
may be processed manually in less than 6 hours exclud-
ing DNA isolation. For higher sample throughput, test
strip processing may be automated to a larger extend
by using commercially available equipment [13].

The knowledge of specific genotypes for the assess-
ment of prognosis and therapeutic decisions is rapid-
ly increasing and changing. In this context, the KRAS-
BRAF StripAssay offers a robust tool for the sensitive
detection of KRAS/BRAF mutations in FFPE-extracted
DNA.

Acknowledgments

The authors wish to thank Bettina Rauscher (Vien-
naLab) for excellent technical assistance.



176 V. Buxhofer-Ausch et al. / Simultaneous detection of KRAS/BRAF mutations by reverse-hybridization

References

[1] C.J. Allegra, J.M. Jessup, M.R. Somerfield et al., Ameri-
can Society of Clinical Oncology provisional clinical opinion:
testing for KRAS gene mutations in patients with metastat-
ic colorectal carcinoma to predict response to anti-epidermal
growth factor receptor monoclonal antibody therapy. J Clin
Oncol 27 (2009), 2091-2096.

[2] A. Bardelli and S. Siena, Molecular mechanisms of resistance
to cetuximab and panitumumab in colorectal cancer. Clin On-
col 28 (2010), 1254-1261.

[3] H. Davies, G.R. Bignell, C. Cox et al., Mutations of the BRAF
gene in human cancer. Nature 417 (2002), 949-954.

[4] D. Handkiew icz-Junak, A. Czarniecka and B. Jarza̧b, Molec-
ular prognostic markers in papillary and follicular thyroid can-
cer: Current status and future directions. Mol Cell Endocrinol
322 (2010), 8-28.

[5] S. Velho, C. Moutinho, L. Cirnes et al., BRAF, KRAS and
PIK3CA mutations in colorectal serrated polyps and cancer:
primary or secondary genetic events in colorectal carcinogen-
esis? BMC Cancer 8 (2008), 255.

[6] J. Dong, R.G. Phelps, R. Qiao et al., BRAF oncogenic muta-
tions correlate with progression rather than initiation of human
melanoma. Cancer Res 63 (2003), 3883-3885.

[7] N. Dhomen and R. Marais, New insight into BRAF mutations
in cancer. Curr Opin Genet Dev 17 (2007), 31-39.

[8] E. Domingo, E. Espı́n, M. Armengol et al., Activated BRAF
targets proximal colon tumors with mismatch repair deficien-
cy and MLH1 inactivation. Genes Chromosomes Cancer 39
(2004), 138-142.

[9] D.J. Weisenberger, K.D. Siegmund, M. Campan et al., CpG
island methylator phenotype underlies sporadic microsatellite
instability and is tightly associated with BRAF mutation in
colorectal cancer. Nat Genet 38 (2006), 787-793.

[10] F. Di Nicolantonio, M. Martini, F. Molinari et al., Wild-type
BRAF is required for response to panitumumab or cetuximab
in metastatic colorectal cancer. J Clin Oncol 26 (2008), 5705-
5712.

[11] H. Rajagopalan, A. Bardelli, C. Lengauer et al., Tumorigene-
sis: RAF/RAS oncogenes and mismatch-repair status. Nature
418 (2002), 934.

[12] C. Wellbrock and A. Hurlstone, BRAF as therapeutic target in
melanoma. Biochem Pharmacol 80 (2010), 561-567.

[13] C. Ausch, V. Buxhofer-Ausch, C. Oberkanins et al., Sen-
sitive detection of KRAS mutations in archived formalin-
fixed paraffin-embedded tissue using mutant-enriched PCR
and reverse-hybridization. J Mol Diagn 11 (2009), 508-513.
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biochip array for fast and sensitive detection of K-ras muta-
tions in stool. Clin Chem 48 (2002), 428-435.

[18] C.C. Pritchard and W.M. Grady, Colorectal Cancer Molecular
Biology Moves Into Clinical Practice. Gut 60 (2011), 116-129.

[19] Y. Yarden and M.X. Sliwkowski, Untangling the ErbB sig-
nalling network. Nat Rev Mol Cell Biol 2 (2001), 127-137.

[20] M. Scaltriti and J. Baselga, The epidermal growth factor re-
ceptor pathway: a model for targeted therapy. Clin Cancer
Res 12 (2006), 5268-5272.

[21] S. Siena, A. Sartore-Bianci, F. Di Nicolantonio et al., A
Biomarkers PredictingClinicalOutcomeof EpidermalGrowth
Factor-Targeted Therapyin Metastatic Colorectal Cancer. J
Natl Cancer Inst 101 (2009), 1308-1324.

[22] N. Nakayama, K. Nakayama, S. Yeasmin et al., KRAS or
BRAF mutation status is a useful predictor of sensitivity to
MEK inhibition in ovarian cancer. Br J Cancer 99 (2008),
2020-2028.

[23] G. Singer, R. Oldt 3rd, Y. Cohen et al., Mutations in BRAF
and KRAS characterize the development of low-grade ovarian
serous carcinoma. J Natl Cancer Inst 95 (2003), 484-486.

[24] S. Murala, V. Alli, D. Kreisel et al., Current status of im-
munotherapy for the treatment of lung cancer. J Thorac Dis 2
(2010), 237-244.

[25] Shepherd C, Puzanov I, Sosman JA. B-RAF inhibitors: an
evolving role in the therapy of malignant melanoma. Curr
Oncol Rep 12 (2010), 146-152.

[26] D.W. Ball, Selectively targeting mutant BRAF in thyroid can-
cer. J Clin Endocrinol Metab 95 (2010), 60-61.

[27] I.S. Boughdady, A.R. Kinsella, N.Y. Haboubi et al., K-ras
gene mutations in adenomas and carcinomas of the colon. Surg
Oncol 1 (1992), 275-282.

[28] A. Russo, V. Bazan, V. Agnese et al., Prognostic and predictive
factors in colorectal cancer: Kirsten Ras in CRC (RASCAL)
and TP53CRC collaborative studies. Ann Oncol 16 (2005),
Suppl 4: iv44-49.

[29] J.R. Jass, Classification of colorectal cancer based on cor-
relation of clinical, morphological and molecular features.
Histopathology 50 (2007), 113-130.

[30] A. Marchetti, M. Milella, L. Felicioni et al., Clinical implica-
tions of KRAS mutations in lung cancer patients treated with
tyrosine kinase inhibitors: an important role for mutations in
minor clones. Neoplasia 11 (2009), 1084-1092.

[31] J.E. Hardingham, D. Kotasek, B. Farmer et al., Immunobead-
PCR: a technique for the detection of circulating tumor cells
using immunomagnetic beads and the polymerase chain reac-
tion. Cancer Res 53 (1993), 3455-3458.

[32] M. Behn, C. Thiede, A. Neuberger et al., Facilitated detection
of oncogene mutations from exfoliated tissue material by a
PNA-mediated ‘enriched PCR’ protocol. J Pathol 190 (2000),
69-75.

[33] S.L. Lilleberg, J. Durocher, C. Sanders et al., High sensitivity
scanning of colorectal tumors and matched plasma DNA for
mutations inAPC,TP53,K-RAS, andBRAFgeneswith a novel
DHPLC fluorescence detection platform. Ann N Y Acad Sci
1022 (2004), 250-256.

[34] R.G. Amado, M. Wolf, M. Peeters et al., Wild-type KRAS is
required for panitumumab efficacy in patients with metastatic
colorectal cancer. J Clin Oncol 26 (2008), 1626-1634.

[35] W. Laosinchai-Wolf, F. Ye, V. Tran et al., Sensitive multiplex
detection of KRAS codons 12 and 13 mutations in paraffin-
embedded tissue specimens. J Clin Pathol 64 (2011), 30-36.

[36] J. Tol, J.R. Dijkstra, M.E. Vink-Borger et al., High sensitivity
of both sequencing and real-time PCR analysis of KRAS mu-
tations in colorectal cancer tissue. J Cell Mol Med 14 (2010),
2122-2131.

[37] M. Krypuy, G.M. Newnham, D.M. Thomas et al., High res-
olution melting analysis for the rapid and sensitive detection
of mutations in clinical samples: KRAS codon 12 and 13 mu-



V. Buxhofer-Ausch et al. / Simultaneous detection of KRAS/BRAF mutations by reverse-hybridization 177

tations in non-small cell lung cancer. BMC Cancer 6 (2006),
295.

[38] E.S. Ma,C.L. Wong, F.B. Law et al., Detection of KRAS muta-
tions in colorectal cancer by high-resolution melting analysis.
J Clin Pathol 62 (2009), 886-891.

[39] G.H. Reed, J.O. Kent and C.T. Wittwer, High-resolution DNA
melting analysis for simple and efficient molecular diagnos-
tics. Pharmacogenomics 8 (2007), 597-608.



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /CMYK
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV (Za stvaranje Adobe PDF dokumenata najpogodnijih za visokokvalitetni ispis prije tiskanja koristite ove postavke.  Stvoreni PDF dokumenti mogu se otvoriti Acrobat i Adobe Reader 5.0 i kasnijim verzijama.)
    /HUN <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /ENU (Use these settings to create Adobe PDF documents best suited for high-quality prepress printing.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


