
MLH1 methylation levels detected by qMSP in YT pedigree
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MLH1 methylation levels detected in lymphoblastoid cells by qMSP in BF pedigreeB
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MLH1 methylation status in BF and family by bisulphite pyrosequencing
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A Immunohistochemistry of the mismatch repair proteins in 
the colorectal tumour of Proband BF
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Allelic methylation of MLH1 C-region in Patient A

Normal colonic mucosa

Promoter SNP rs1800734: A G

1 2 - 4 5 - 9 10 -12 1314 - 16 1 2 - 4 5 - 9 10 -12 1314 - 16 1 2 - 4 5 - 9 10 -12 1314 - 16
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A Retention of heterozygosity at the MLH1 c.A655G SNP
in tumours from Patient A
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