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Supplementary Fig. 2 Example of Visual SNP

Four adjustable analysis options are listed in left panel, and the corresponding analysis results are displayed in the right panel.

Marker, 124 target SNPs in the Precision ID Identity Panel; Chr:Pos, chromosomal position of target SNPs; Ref., allele of reference sequence; Obs., 

allele of sample; Cryptic Var., additional variations other than the target SNPs in the reference sequence; Read, read count; Valid, allele coverage ratio 

for read without noise; Gross, allele coverage ratio for read including noise; ACR, alleles outside the threshold for Homopolymer error or allele coverage 

ratio for read including noise


