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Supplemental Figure 1. True and false positive iSNV in RNA mixture validation
experiment. Each iSNV is shown as a point, with the frequency on the y-axis
and genome position on the x-axis. True positive iSNV are shown in violet and
false positive iISNV are shown in orange. All iSNV displayed have a frequency
of 2% or greater. Viral loads are shown above each facet, in units of genome
copies per microliter of RNA.


Adam Lauring
Supplemental Figure 1. True and false positive iSNV in RNA mixture validation experiment. Each iSNV is shown as a point, with the frequency on the y-axis and genome position on the x-axis. True positive iSNV are shown in violet and false positive iSNV are shown in orange. All iSNV displayed have a frequency of 2% or greater. Viral loads are shown above each facet, in units of genome copies per microliter of RNA.


