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Supplementary Figure 1. Overview of approach for sequencing and variant 

detection. T: tumor; N: normal. 

Supplementary Tables 

Supplementary Table 1. All somatic substitutions. Dinucleotide substitutions are 

shown on adjacent lines. Validation status ‘N/A’ indicates the variant was not tested 

for confirmation. Validation status ‘REAL, STATUS UNKNOWN’ indicates the variant 

was present, but sequencing of the normal form this patient failed and therefore the 

confirmation does not indicate whether the variant was somatic or germline. COSMIC 

denotes a previously identified somatic mutation 

(http://www.sanger.ac.uk/genetics/CGP/cosmic/). POLYMERASE_SLIP refers to a 

false positive insertion or deletion generated by polymerase slippage at a 

homopolymer tract. 

Supplementary Table 2. All predicted insertions & deletions, with coding effects 

annotated. Validation status is indicated as in Supplementary Table 1.  

Supplementary Table 3. All somatic structural variants confirmed and mapped to 

the base pair level.

Supplementary Table 4. All coding effects of somatic substitutions. Validation status 

is indicated as in Supplementary Table 1.  

Supplementary Table 5. Copy number segments in COLO-829 genome. 

Supplementary Table 6. Regions of loss of heterozygosity in COLO-829 genome. 
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