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S10 Figure: Error profiles of simulated reads under default ART parameters. Plots are shown
for 30x, 40x, and 50x coverages and are only displayed for GRCh37 (plots for GRCh38 are similar). Note the
high error rates for 100 bp and 70 bp reads. This difference is attributed to the fact that ART automatically
selects one of several built-in read quality profiles according to the read length provided. Mutation rates are
computed by first calculating, for each position in the read, the number of mismatches between the position
of the simulated nucleotide and the original nucleotide. The number of mismatches was then divided by the
total number of reads.



