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Figure S1. Distribution of the allele read frequency of heterozygote loci of every 2800 M Control DNA dilution. A
continuous line marks the expected optimum (0.5) while the dotted lines indicate the lower and upper thresholds (0.4
and 0.6, respectively). (a) Allele read frequency of replicates with 1 ng DNA. (b) Allele read frequency of replicates with
0.25 ng DNA. (c) Allele read frequency of replicates with 0.125 ng DNA. (d) Allele read frequency of replicates with 0.05
ng DNA. (e) Allele read frequency of replicates with 0.01 ng DNA.
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Figure S1. Continuation.
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Figure S2. Visualization of sequence alignment of the three replicates of 0.5 ng for rs1393350 with IGV from results obtained with the VISAGE BT A&A (PSeq) assay.
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Figure S3. Visualization of sequence alignment of sample NA18498 for rs2789823 with IGV from results obtained with the VISAGE BT A&A (PSeq) assay.



