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generate recognizable mutational signatures. Some processes are 57 7% of Samplez had Zt least 1 recognizab?e mutational signature. %% sample hady ’ [Normalized Wtation Profile S S — Table 8. Prevalence of Base Excision Repair, MMR, APOBEC and HRR

driven by defects in specific DNA repair pathways whereas others are more than one signature, it was counted twice. signatures in OCAPIus and TML datasets

characteristic of environmental mutagens. Mutation signatures are

: ) Mutational Signatures associated with Base Excision Repair, APOBEC mutations, MMR
generally mined from Whole Genome Sequencing or Whole Exome and others were observed.

Sequencing data. We demonstrate that we can also identify mutation
signatures using amplification-based Targeted Sequencing data. This
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The size of the bubble represents the magnitude of number of variants in the sample.
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