Supplemental Table S2. 
	Genotype
	indelPost
	MuTect2
	VarScan2
	Pindel

	Het. 
	0.450
	(0.125)
	0.400
	(0.183)
	0.037
	(0.474)
	0.000
	(0.5)

	Hom.
	1.0
	(0.0)
	1.0
	(0.0)
	0.094
	(0.906)
	0.526
	(0.474)



Table S2.  Allele quantification benchmarking (RNA). Median VAF ratio and median absolute error (in parentheses) are shown for the ground truth genotypes. Het.: heterozygous (true VAF = 0.5). Hom.: homozygous (true VAF = 1.0)
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