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Abstract Lynch syndrome is one of the most common

hereditary colorectal cancer (CRC) syndrome and is caused

by germline mutations of MLH1, MSH2 and more rarely

MSH6, PMS2, MLH3 genes. Whereas the absence of MSH2

protein is predictive of Lynch syndrome, it is not the case

for the absence of MLH1 protein. The purpose of this study

was to develop a sensitive and cost effective algorithm to

select Lynch syndrome cases among patients with MLH1

immunohistochemical silencing. Eleven sporadic CRC and

16 Lynch syndrome cases with MLH1 protein abnor-

malities were selected. The BRAF c.1799T[ A mutation

(p.Val600Glu) was analyzed by direct sequencing after

PCR amplification of exon 15. Methylation of MLH1 pro-

moter was determined by Methylation-Sensitive Single-

Strand Conformation Analysis. In patients with Lynch

syndrome, there was no BRAF mutation and only one case

showed MLH1 methylation (6%). In sporadic CRC, all

cases were MLH1 methylated (100%) and 8 out of 11 cases

carried the above BRAF mutation (73%) whereas only 3

cases were BRAF wild type (27%). We propose the fol-

lowing algorithm: (1) no further molecular analysis should

be performed for CRC exhibiting MLH1 methylation and

BRAF mutation, and these cases should be considered as

sporadic CRC; (2) CRC with unmethylated MLH1 and

negative for BRAF mutation should be considered as Lynch

syndrome; and (3) only a small fraction of CRC with MLH1

promoter methylation but negative for BRAF mutation

should be true Lynch syndrome patients. These potentially

Lynch syndrome patients should be offered genetic coun-

selling before searching for MLH1 gene mutations.
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Abbreviations

CRC Colorectal cancer

HNPCC Hereditary nonpolyposis colorectal cancer

MMR Mismatch repair

MSI Microsatellite instability

MSI-H MSI-high

IHC Immunohistochemistry

Introduction

Lynch syndrome or hereditary nonpolyposis colorectal

cancer (HNPCC) syndrome is one of the most common

hereditary colon cancer syndrome, accounting for 3–6% of

the total colorectal cancer burden [1], and is caused by

germline mutations of mismatch repair (MMR) genes [2, 3].

MLH1 and MSH2 are the most commonly mutated MMR

genes in HNPCC, with mutations in MSH6 and PMS2 being

significantly less common and MLH3 mutations very rare

[3, 4]. Complete inactivation in any of the MMR genes

result in genomic instability, most evident within repeti-

tive mononucleotide or dinucleotide microsatellite DNA
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sequences which are particularly prone to replication errors

[5]. The resulting microsatellite instability (MSI) is widely

used as a prescreen in patients candidates for HNPCC

according to standardised methodology, and tumours with a

significant instability are referred to as MSI-high (MSI-H)

[6]. Nevertheless, approximately 10–15% of all sporadic

CRCs are also MSI-H, although these show no association

with HNPCC [7]. These common MSI-H sporadic tumours

do not result from a predisposing constitutive MMR gene

mutation, and typically show loss of expression of MLH1

protein consecutive to mono- or bi-allelic hypermethylation

of the gene promoter [8].

Sporadic MSI-H colorectal cancers and Lynch syn-

drome superficially resemble each other in that they are

frequently located in the proximal colon and share

morphological features such as mucin production and

tumour-infiltrating lymphocytes [9]. However, they have

been shown to differ in terms of demographics, molec-

ular alterations and natural history [10–12]. These two

subsets of MSI-H colorectal cancer need to be distin-

guished and investigated separately since the identifica-

tion of Lynch syndrome warrants specific management

policies with respect to genetic screening and surveil-

lance measures in both the patients and their first-degree

relatives.

The most effective strategy for the diagnosis of Lynch

syndrome is the compilation of a thorough family history

of colorectal cancer and fulfilment of the Amsterdam cri-

teria [13, 14]. However, this information is often not

available and about 20% of Lynch syndrome families with

germline mutations do not meet these criteria [15]. Current

laboratory testing algorithms for patients with suspected

Lynch syndrome typically include a prescreen step, in

which MSI testing and/or MMR protein immunohisto-

chemistry (IHC) are performed on tumour tissue prior to

more laborious and costly efforts aimed at identifying

mutations in the responsible MMR genes. Patients whose

tumours show loss of MSH2 expression almost invariably

have an underlying MSH2 or MSH6 germline mutation [16,

17]. As mentioned above MSI-H CRC cancers with loss of

MLH1 protein expression are more difficult to classify into

familial versus sporadic CRC categories because the

underlying germline MLH1 mutation or methylation of the

MLH1 gene promoter cannot be distinguished a priori.

Therefore, analysis of MLH1 promoter methylation status

can be a valuable mean to spare unnecessary genetic testing

in patients with sporadic MSI-H tumours [18, 19]. How-

ever, as our results strongly suggest, this strategy is not

sufficient because MLH1 promoter methylation is not

exclusive to sporadic CRC [20–24].

Recently, activating mutations in the BRAF protoonco-

gene have been associated with MSI-H tumours in general

[25], and subsequently with the sporadic subset in

particular, providing a further avenue for distinction

between familial and sporadic MSI-H tumours [26–29].

Here, we present the results of a comparative study

where we determined the methylation status of MLH1, and

the presence of BRAF mutations in both sporadic MSI-H

cancers with loss of expression of MLH1 protein, and

MLH1 mutated HNPCC patients. The aim of the study was

(1) to determine whether MLH1 methylation and BRAF

mutations might be used as negative predictors for HNPCC

in patients with MSI-H tumours, and (2) to design a cost

effective algorithm for the detection of MLH1 mutated

HNPCC patients.

Methods

Patients

Sixteen patients with Lynch syndrome harbouring an

MLH1 constitutive mutation were selected from an anon-

ymised series investigated at the Institut Central des

Hôpitaux Valaisans in Sion, Switzerland. In addition, ele-

ven patients with sporadic MSI-H CRC and lacking of

MLH1 protein expression were selected from a previously

studied series after clinical genetic screening [19].

Immunohistochemistry

Immunohistochemical expression of MLH1 was investi-

gated as follows for each slide, dewaxed paraffin sections

were immunostained using the streptavidin–biotin peroxi-

dase complex method. Four micrometre thick tissue sec-

tions were mounted on aminopropylmethoxysilane-coated

glass slides, deparaffinized in xylol, taken through to

absolute alcohol, and blocked for endogenous peroxidase

with 1% hydrogen peroxide in methanol for 45 min. Slides

were then heated in a microwave oven for 15 min in

10 mM citrate buffer pH 6.0. To reduce nonspecific binding,

they were incubated in normal goat serum (Pel-Freez

Biologicals, Rogers, Arkansas) diluted 1:30 in TBS for

10 min. Sections were then incubated for 30 min with the

primary monoclonal antibodies for the gene products of

MLH1 (1:100, Pharmingen, Basel). Following the primary

antibody incubation, the sections were incubated for

30 min with goat anti-mouse IgG (Sternberger, Baltimore,

MD, USA) diluted 1:100 in NFDM/TBS, and with PAP-

complex diluted 1:600 in NFDM/TBS. Peroxidase activity

was revealed with 3,30-diaminobenzidine as the chromo-

gen, and the sections were counterstained with Mayer’s

acid-free hematoxylin. As a negative control, the mono-

clonal primary antibody was replaced by hybridoma

supernatant of a similar isotype but without reactivity in the

tissue examined.
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MSI analysis

For MSI analysis, microdissection was performed after

selection of tumour tissue by a pathologist (H.B.). DNA

was extracted from tumour cells and from normal mucosa

from two different blocks to avoid contamination. Purified

DNA was amplified by PCR, using the reference panel of

microsatellite primers recommended for colorectal cancer

by the National Cancer Institute which includes the markers

BAT25, BAT26, D5S346 (APC), D2S123 (-MSH2), and

D17S250 (p53). The presence of additional bands in the

PCR products from tumour DNA that were not observed in

DNA from corresponding normal tissue was scored as

unstable at that particular locus. Tumour samples were

classified as reflecting high-frequency microsatellite insta-

bility (MSI-H) when instability was observed for 2 or more

of the loci screened, low-frequency microsatellite insta-

bility when less than 2 of the loci screened were unstable,

or microsatellite stability, when stability was present at all

the loci tested.

MLH1 methylation analysis

Methylation was by Methylation-Sensitive Single-Strand

Conformation Analysis [30]. After deparaffinization and

staining in 0.1% toluidine blue, histologically selected

areas in tissue sections were manually microdissected.

Only the tumour cells were retained and final histological

control before collection of the tumour cells confirmed that

contamination with other cells was negligible. Extracted

DNA was modified with sodium bisulfite. A 178-bp frag-

ment of the MLH1 gene promoter was amplified by nested

PCR using the following primers: FW 50-GATTTTTTAAG

GTTAAGAG-30 and RV 50-ATAAAACCCTATACCTA

ATC-30 for the outer PCR and FW 50-TTTTTAGGAGTGA

AGGAG-30 and RV 50-AAACCCTATACCTAATCTAT

C-30 for the inner PCR amplification. The outer PCR

amplification was performed with 2 ll of modified DNA in

a total volume of 20 ll for 40 cycles. Twenty cycles were

performed for the inner PCR. Amplification products were

confirmed by visualization on a 2% agarose gel. Single-

strand conformation analysis was performed as previously

described [30]. The percentage of methylated alleles was

semiquantitatively estimated by comparing the intensity of

the methylated and unmethylated bands.

Detection of BRAF V600E mutation

Genomic DNA was extracted from fixed materials using

the DNeasy Tissue Kit (Qiagen, Hilden, Germany). DNA

was eluted with 60 lL of elution buffer and kept at -20�C.

The most common T1799A transversion mutation (BRAF

V600E) was studied by direct sequencing after PCR

amplification of exon 15 of the BRAF gene. DNA was

amplified using the following primers: forward 50-TCTTC

ATAATGCTTGCTCTGATAG-30; reverse 50-TGGAAAA

ATAGCCTCAATTCTTAC-30. Sequencing with the inter-

nal primer 50-TCTACTGTTTTCCTTTACTTACT-30 was

performed colorimetrically using the BigDye Terminator

v3.1 Cycle Sequencing Kit on an ABI PRISM 3770 genetic

analyzer (AppliedBiosystems, Foster City, CA, USA).

Germline mutation analysis

Complete screening for both point mutations and gross

deletions in the MLH1gene (NM 251.2) was performed on

genomic DNA from each proband. Exons and adjacent

splice junctions were amplified by PCR and both DNA

strands were sequenced. To standardize bidirectional

sequencing, M13-21 and M13REV primers were added as

tails at either primer of the pair corresponding to a specific

exon. Genomic rearrangements, mostly as large deletions,

were searched for using multiplex ligation-dependent

probe amplification (MLPA, MRC-Holland). Mutation

nomenclature follows HGVS guidelines (www.hgvs.org)

with number one corresponding to ‘‘A’’ of the initiating

translation codon. The presence of a pathogenic germline

mutation in the proband was confirmed from a second

sample of peripheral blood.

Results

The results are summarised in Table 1. All cases (100%)

of sporadic MSI-H MLH1 silenced CRC were MLH1

methylated. Eight out of 11 cases carried the BRAF

mutation (73%) whereas 3 cases were BRAF wild type

(27%). In MLH1 mutated HNPCC patients, one case

showed MLH1 methylation (6%) and none of the cases was

BRAF mutated (0%). Sporadic MLH1 silenced CRC and

MLH1 mutated HNPCC were subdivided into 4 groups

according to their MLH1 et BRAF status: Group 1 of

sporadic CRC: 8/11 (73%) presented with BRAF mutation

and MLH1 methylation; Group 2 of sporadic CRC: 3/11

(27%) presented with BRAF wild type and MLH1 meth-

ylation; Group 3 of HNPCC: 15/16 (94%) harboured a

BRAF wild type and were MLH1 unmethylated; Goup 4 of

HNPCC: 1/16 (6%) were BRAF wild type and MLH1

methylated.

When we added all sporadic MLH1 silenced CRC and

MLH1 mutated Lynch syndrome we found that 4 cases

(15%) out of 27 MSI-H CRC presented with both BRAF

wild type and MLH1 methylation gene.
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Discussion

Germline mutations in mismatch repair (MMR) genes

affecting mainly MSH2 and MLH1 cause susceptibility to

Lynch syndrome or HNPCC, a dominant inherited disorder

accounting for approximately 2–5% of all cases of CRC [2,

31–33]. The identification of patients with a pathogenic

MMR mutation is a major issue because morbidity and

mortality from CRC can be reduced by early and intensive

screening [1, 18, 34–36]. However, the diagnosis of Lynch

syndrome is hampered by the lack of simple and specific

diagnostic criteria. Because MSI resulting from defective

MMR is a hallmark of tumours arising in the Lynch syn-

drome [1, 3], international criteria have been developed to

combine clinical and molecular features to help identify

patients at high risk of a diagnosis of Lynch syndrome [15].

Current recommendations include a prescreen phase by

analysis of tumours for the presence of MSI and the

absence of at least one MMR protein expression by

immunohistochemistry (IHC) [6, 37, 38]. Results from IHC

allow to target the relevant gene which needs to be

extensively analyzed. In this context, available data show

that an abnormal immunostaining of MSH2 and MSH6

proteins is most likely the result of germline mutations

[16, 17]. MSI-H CRC with loss of MLH1 protein are more

difficult to interpret and classify as MLH1 extinction is also

observed in approximately 10–15% of sporadic CRC, as a

result of epigenetic silencing of the MLH1 gene by meth-

ylation of the promoter region [8]. The aim of this study

was to evaluate strategy that would select more effectively

MLH1 mutated HNPCC patients. This is of major impor-

tance as the search for a causative germline mutation

remains the most time-consuming and expensive step of

the entire approach.

In a previously published study of a series of MSI-H

CRC patients, we proposed a cost effective and time saving

procedure for MLH1 mutated Lynch syndrome cases

detection algorithm [19]. Selection of MSI and IHC anal-

ysis represented the first step in Lynch syndrome detection

and in cases of abnormal expression of MLH1 protein, the

search for a MLH1 methylation represented the second

step. In the present study, we wished to improve the

selection of MLH1 mutated HNPCC patients by adding the

search for BRAF mutation, and this was evaluated in a

series of sporadic CRC negative for an MLH1 mutation and

familial HNPCC positive for an MLH1 mutation. In this

report, we examined the prevalence of MLH1 methylation

in MLH1 mutated HNPCC and sought to determine whe-

ther the presence of a MLH1 methylator phenotype is

informative to improve selection of true HNPCC patients.

Overall, there was significantly less MLH1 gene-promoter

methylation in HNPCC patients when compared with

sporadic cancers that were MSI-H. Only 6% of HNPCC

cases were methylated in the MLH1 promoter region,

compared to all MLH1 negative sporadic MSI-H cases.

At 100%, the level of MLH1 methylation in sporadic

tumours was consistent with previous findings [8, 21, 22,

39]. It has been suggested that HNPCC cancers, although

characterised by an MSI-H phenotype, show significantly

less methylation than their sporadic counterparts, and by

inference, are driven by an alternative mechanism acting as

the ‘second hit’ required to inactivate the wild-type allele

in HNPCC such as allelic loss [29, 40]. The important

variability of methylation levels reported to be associated

with MLH1 in Lynch syndrome is likely to reflect selection

of different CpG-rich regions of the promoter examined

between studies [24, 41].

Recently, an oncogenic V600E (previously known as

V599E) hotspot mutation in BRAF, a kinase encoding gene

from the RAS/RAF/MAPK pathway, has been found in

colorectal tumours that show MMR deficiency [25, 42, 43].

Moreover, it has been shown that these mutations occur

almost exclusively in tumours located in the proximal

colon and with hypermethylation of MLH1, the gene

involved in the initial steps of development of these

tumours [26, 28]. However, in more detailed analyses,

BRAF mutations were not detected in those cases with or

presumed to have a germline mutation in either MLH1 or

MSH2 [28, 44]. In a recent study, Loughrey et al. [45],

demonstrated the clinical validity and utility of V600E

mutation testing in a familial cancer clinic setting. Since

mutation in BRAF is present in the majority of tumours

with hypermethylation of the MLH1 promoter but not in

cases with germline MLH1 mutations, the combination of

microsatellite instability testing, MLH1 hypermethylation,

and BRAF (V600E) mutation analysis best distinguishes

sporadic CRC from Lynch syndrome. In our series reported

in the present report, we have shown that BRAF-V600E

mutation was absent in 100% of MLH1 mutated HNPCC,

and was detected in 73% of MSI-H MLH1 negative spo-

radic colorectal tumours, thus absent in 27% of this group.

In addition, our data indicated a significant correlation

Table 1 MLH1 methylation and BRAF mutation in sporadic MLH1 negative CRC and MLH1 mutated HNPCC cases

MLH metlylated MLH unmethylated BRAF mutated BRAF wild type

Sporadic CRC 11/11 (100%) 0/11 (0%) 8/11 (73%) 3/11 (27%)

HNPCC 1/16 (6%) 15/16 (94%) 0/16 (0%) 16/16 (100%)
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between a BRAF mutation and MLH1 methylation in spo-

radic MSI-H MLH1 negative CRC and a significant cor-

relation of a BRAF wild type and MLH1 unmethylation in

Lynch syndrome patients, as observed by others [29, 43,

46]. Overall, tumours that have the BRAF V600E mutation

and exhibit MLH1 promoter hypermethylation are almost

certainly sporadic, whereas tumours that show neither are

most likely inherited.

Although the above strategy allows to classify 85% of

MSI-H CRC into HNPCC and sporadic variants, HNPCC

cases with MLH1 methylation and sporadic CRC cases

without mutation of BRAF gene remain more difficult to

classify. Nevertheless, this group represented only 15% of

all MSI-H CRCs studied. This strategy has helped tight-

ening the analysis on a small group of cancers with unclear

genetic profile and for which a genetic counselling and

sequencing MLH1 mutation should be offered.

On the basis of our results we recommend the incor-

poration of BRAF V600E mutation and MLH1 methylation

testing into the laboratory algorithm for pre-screening

patients with suspected HNPCC, whose CRCs show loss of

expression of MLH1 protein. In summary, our data suggest

the following algorithm (Fig. 1): (1) no further molecular

analysis should be performed in cases of colorectal

tumours with MLH1 methylation and BRAF mutation and

these cases should be considered as sporadic CRC; (2)

colorectal tumours with unmethylated MLH1 and negative

for BRAF mutation should be considered as Lynch syn-

drome; (3) among CRC with MLH1 promoter methylation

but negative for BRAF mutation, only a subset of patients

are expected to be true Lynch syndrome. Genetic

counselling should be offered before searching for MLH1

gene mutations. The proposed algorithm allows to spare

time-consuming and costly efforts associated with unnec-

essary whole gene analysis.

References

1. Aaltonen LA, Salovaara R, Kristo P et al (1998) Incidence of

hereditary nonpolyposis colorectal cancer and the feasibility of

molecular screening for the disease. N Engl J Med 338:1481–

1487

2. de la Chapelle A (2004) Genetic predisposition to colorectal

cancer. Nat Rev Cancer 10:769–780

3. Marra G, Boland C (1995) Hereditary nonpolyposis colorectal

cancer: the syndrome, the genes, and historical perspectives.

J Natl Cancer Inst 87:1114–1125

4. Peltomaki P, Lothe RA, Aaltonen LA et al (1993) Microsatellite

instability is associated with tumours that characterise the

hereditary non-polyposis colorectal carcinoma syndrome. Cancer

Res 53:5853–5855

5. Thibodeau SN, Bren G, Schaid D (1993) Microsatellite instability

in cancer of the proximal colon. Science 260:816–819

6. Boland CR, Thibodeau SN, Hamilton SR et al (1998) A National

Cancer Institute Workshop on microsatellite instability for cancer

detection and familial predisposition: development of interna-

tional criteria for the determination of microsatellite instability in

colorectal cancer. Cancer Res 58:5248–5257

7. Burgart LJ (2005) Testing for defective DNA mismatch repair in

colorectal carcinoma: a practical guide. Arch Pathol Lab Med

129:1385–1389

8. Kane MF, Loda M, Gaida GM et al (1997) Methylation of the

hMLH1 promoter correlates with lack of expression of hMLH1 in

sporadic colon tumours and mismatch repair defective human

tumor cell lines. Cancer Res 57:808–811

MSI-H

MLH1 IHC -

MLH1 methylation

BRAF mutation BRAF mutation

-

Sporadic CRC

Stop testing

possible HNPCC

MLH1 gene sequencing

+

HNPCC

MLH1 gene sequencing

-+ -

Fig. 1 Algorithm for

investigating HNPCC patients

Algorithm for Lynch syndrome detection 171

123



9. Jass JR, Do KA, Simms LA et al (1998) Morphology of sporadic

colorectal cancer with DNA replication errors. Gut 42:673–679

10. Jass JR, Walsh MD, Barker M et al (2002) Distinction between

familial and sporadic forms of colorectal cancer showing DNA

microsatellite instability. Eur J Cancer 38:858–866

11. Young J, Simms LA, Biden KG et al (2001) Features of colo-

rectal cancers with high-level microsatellite instability occurring

in familial and sporadic settings: parallel pathways of tumori-

genesis. Am J Pathol 159:2107–2116

12. Gryfe R, Kim H, Hsieh ET et al (2000) Tumor microsatellite

instability and clinical outcome in young patients with colorectal

cancer. N Eng J Med 342:69–77

13. Vasen HF, Mecklin JP, Khan PM et al (1991) The international

collaborative group on hereditary non-polyposis colorectal cancer

(ICG-HNPCC). Dis Colon Rectum 34:424–425

14. Vasen HF, Watson P, Mecklin JP et al (1999) New clinical cri-

teria for hereditary nonpolyposis colorectal cancer (HNPCC,

Lynch syndrome) proposed by the international collaborative

group on HNPCC. Gastroenterology 116:1453–1456

15. Rodriguez-Bigas MA, Boland CR, Hamilton SR et al (1997) A

National Cancer Institute workshop on hereditary colorectal

cancer syndrome: meeting highlights and Bethesda Guidelines.

J Natl Cancer Inst 89:1758–1762

16. Jass JR (2004) HNPCC and sporadic MSI-H colorectal cancer: a

review of the morphological similarities and differences. Fam

Cancer 3:93–100

17. Stormorken AT, Bowitz-Lothe IM, Noren T et al (2005) Immu-

nohistochemistry identifies carriers of mismatch repair gene

defects causing hereditary nonpolyposis colorectal cancer. J Clin

Oncol 23:4705–4712

18. Hampel H, Frankel WL, Martin E et al (2005) Screening for the

Lynch syndrome (hereditary nonpolyposis colorectal cancer).

N Engl J Med 352:1851–1860

19. Bouzourene H, Taminelli L, Chaubert P et al (2006) A cost-

effective algorithm for hereditary nonpolyposis colorectal cancer

detection. Am J Clin Pathol 125:823–831

20. Potocnik U, Glavac D, Golouh R et al (2001) Causes of micro-

satellite instability in colorectal tumors: implications for heredi-

tary non-polyposis colorectal cancer screening. Cancer Genet

Cytogenet 126:85–96

21. Herman JG, Umar A, Polyak K et al (1998) Incidence and

functional consequences of hMLH1 promoter hypermethylation

in colorectal carcinoma. Proc Natl Acad Sci USA 95:6870–6875

22. Wheeler JM, Loukola A, Aaltonen LA et al (2000) The role of

hypermethylation of the hhMLH1 promoter region inHNPCC

versus MSI? sporadic colorectal cancers. J Med Genet 37:588–592

23. Yamamoto H, Min Y, Itoh F et al (2002) Differential involve-

ment of the hypermethylator phenotype in hereditary and spo-

radic colorectal cancers with high-frequency microsatellite

instability. Genes Chromosom Cancer 33:322–325

24. Menigatti M, Di Gregorio C, Borghi F et al (2001) Methylation

pattern of different regions of the hMLH1 promoter and silencing

of gene expression in hereditary and sporadic colorectal cancer.

Genes Chromosom Cancer 31:357–361

25. Rajagopalan H, Bardelli A, Lengauer C et al (2002) Tumori-

genesis: RAF/RAS oncogenes and mismatchrepair status. Nature

418:934

26. Domingo E, Espin E, Armengol M et al (2004) Activated BRAF

targets proximal colon tumors with mismatch repair deficiency

and hMLH1 inactivation. Genes Chromosom Cancer 39:138–142

27. Koinuma K, Shitoh K, Miyakura Y et al (2004) Mutations of

BRAF are associated with extensive hhMLH1 promoter methyl-

ation in sporadic colorectal carcinomas. Int J Cancer 108:237–242

28. Wang L, Cunningham JM, Winters JL et al (2003) BRAF

mutations in colon cancer are not likely attributable to defective

DNA mismatch repair. Cancer Res 63:5209–5212

29. McGivern A, Wynter CV, Whitehall VL et al (2004) Promoter

hypermethylation frequency and BRAF mutations distinguish

hereditary non-polyposis colon cancer from sporadic MSI-H

colon cancer. Fam Cancer 3:101–107

30. Benhattar J, Clément G (2004) Methylation-sensitive single-

strand conformation analysis: a rapid method to screen for and

analyze DNA methylation. Methods Mol Biol 287:181–193

31. Lynch HT, de la Chapelle A (2003) Hereditary colorectal cancer.

N Engl J Med 348:919–932

32. Lynch HT, Boland CR, Gong G et al (2006) Phenotypic and

genotypic heterogeneity in the Lynch syndrome: diagnostic,

surveillance and management implications. Eur J Hum Genet

14:390–402

33. Jass JR (2006) Hereditary non-polyposis colorectal cancer: the rise

and fall of a confusing term. World J Gastroenterol 12:4943–4950

34. Salovaara R, Loukola A, Kristo P et al (2000) Population-based

molecular detection of hereditary nonpolyposis colorectal cancer.

J Clin Oncol 18:2193–2200

35. Jarvinen HJ, Aarnio M, Mustonen H et al (2000) Controlled 15-

year trial on screening for colorectal cancer in families with

hereditary nonpolyposis colorectal cancer. Gastroenterology

118:829–834

36. de Jong AE, Hendriks YM, Kleibeuker JH et al (2006) Decrease

in mortality in Lynch syndrome families because of surveillance.

Gastroenterology 130:665–671

37. de la Chapelle A (2002) Microsatellite instability phenotype of

tumors: genotyping or immunohistochemistry? The jury is still

out. J Clin Oncol 20:897–899

38. Losi L, Di Gregorio C, Pedroni M et al (2005) Molecular genetic

alterations and clinical features in early-onset colorectal carci-

nomas and their role for the recognition of hereditary cancer

syndromes. Am J Gastroenterol 100:2280–2287

39. Cunningham JM, Christensen ER, Tester DJ et al (1998) Hy-

permethylation of the hMLH1 promoter in colon cancer with

microsatellite instability. Cancer Res 58:3455–3460

40. Kuismanen SA, Holmberg MT, Salovaara R et al (2000) Genetic

and epigenetic modification of hMLH1 accounts for a major share

of microsatellite-unstable colorectal cancers. Am J Pathol

156:1773–1779

41. Deng G, Peng E, Gum J, Terdiman J et al (2002) Methylation of

hhMLH1 promoter correlates with the gene silencing with a region-

specific manner in colorectal cancer. Br J Cancer 86:574–579

42. Kumar R, Angelini S, Hemminki K (2003) Activating BRAF and

N-Ras mutations in sporadic primary melanomas: an inverse

association with allelic loss on chromosome 9. Oncogene 22:

9217–9224

43. Davies H, Bignell GR, Cox C et al (2002) Mutations of the BRAF

gene in human cancer. Nature 417:949–954

44. Deng G, Bell I, Crawley S et al (2004) BRAF mutation is fre-

quently present in sporadic colorectal cancer with methylated

hMLH1, but not in hereditary nonpolyposis colorectal cancer.

Clin Cancer Res 10:191–195

45. Loughrey MB, Waring PM, Tan A et al (2007) Incorporation of

somatic BRAF mutation testing into an algorithm for the inves-

tigation of hereditary non-polyposis colorectal cancer. Fam

Cancer 6:301–310

46. Bettstetter M, Dechant S, Ruemmele P et al (2007) Distinction of

hereditary nonpolyposis colorectal cancer and sporadic microsat-

ellite-unstable colorectal cancer through quantification of MLH1

methylation by real-time PCR. Clin Cancer Res 13:3221–3228

172 H. Bouzourene et al.

123


	Selection of patients with germline MLH1 mutated Lynch syndrome by determination of MLH1 methylation and BRAF mutation
	Abstract
	Introduction
	Methods
	Patients
	Immunohistochemistry
	MSI analysis
	MLH1 methylation analysis
	Detection of BRAF V600E mutation
	Germline mutation analysis

	Results
	Discussion
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Gray Gamma 2.2)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (ISO Coated v2 300% \050ECI\051)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Perceptual
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /sRGB
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts false
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 149
  /ColorImageMinResolutionPolicy /Warning
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 150
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /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 149
  /GrayImageMinResolutionPolicy /Warning
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 150
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /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 599
  /MonoImageMinResolutionPolicy /Warning
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 600
  /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 (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /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.)
    /DEU <>
  >>
  /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 [595.276 841.890]
>> setpagedevice


