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Supplementary Table 1. NGSclassifier accuracy on somatic mutations from
sequences shorter than an exome.

Shown are the average accuracy and standard deviation of 1,000 random exome subsets
comprising sequence of each of the indicated lengths. Accuracy was assessed on the
training and test sets combined. These data are plotted in Figure 3 in the main text.

Sequenced length (Mb)

41
(whole 25 15 9.4 47 25 13 094 0.54
exome)
Average 98.78  98.64 9856  98.38 97.79 9504 94.48 9352 89.70
accuracy (%)
Standard N/A 0199 0260 0319 0506 1232 1.007 1175 1.464
deviation
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Supplementary Figure 1. Trinucleotide mutation spectra of hypermutated tumors.

The first 6 tumors show strong signatures of mutations in the gene POLE [polymerase (DNA

directed), epsilon, catalytic subunit] (TCT > TAT and TCG > TTG). The last two are

hypermutated but show no evidence of the POLE signature. See also Table 2 in the main

text.
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(Supplementary Figure 1, continued)
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