DNA Only Method Filters on Low Frequency DNA-Variable RNA Simulation Data
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Triple BAM Method Filters on Low Frequency DNA-Variable RNA Simulation Data
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Figure S4: Filters applied in the Low Frequency DNA-Variable RNA bamsurgeon
simulation experiment. The RNA variant allele frequencies were distributed from
1-50% and the DNA was held at 10% or less. Most of the DOM mutations were filtered
because of the low DNA variant allele frequency and tumor strand bias. In the TBM,
most of the mutations were filtered due to the minimum number of alternative alleles
required to make a call (h=4) and the low RNA variant allele frequency.



