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Sequencing of Lynch syndrome tumors reveals the importance
of epigenetic alterations

SUPPLEMENTARY MATERIALS

Relative shares of somatic mutations stratified by mutant allele

frequency and mutation type
A. Epigenetic genes in colorectal specimens (n = 29)
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pigenetic genes in ovarian carcinomas (n = 16)
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C. Top 72 genes mutated in colorectal samples (n = 29)
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D. Top 10 genes mutated in ovarian
carcinoma samples (n = 16)
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Supplementary Figure 1: (A-D) Relative shares of somatic mutations stratified by mutant allele frequency and mutation type.
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Supplementary Table 1: Somatic point mutations as second hits in LS tumors stratified by LOH

See Supplementary File 1

Supplementary Table 2: Correlation between promoter methylation and somatic mutation tendencies

See Supplementary File 2

Supplementary Table 3: Distributions of genes according to their tendency to acquire high-frequency mutations

See Supplementary File 3

Supplementary Table 4: Pathway annotations of top 72 colorectal tumor and top 10 ovarian carcinoma-associated

genes

See Supplementary File 4

Supplementary Table 5: Specification of all somatic mutations detected in 72 colorectal tumor and 10 ovarian
carcinoma-associated genes

See Supplementary File 5

Supplementary Table 6: Performance characteristics of panel sequencing

See Supplememtary File 6



