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Supplementary Fig. S2 Average allele coverage ratio (ACR) for 25 autosomal short tandem repeats (STRs) across four populations. 

Supplementary Fig. S1 Average depth of coverage (DoC) for 25 autosomal short tandem repeats (STRs) across four populations.
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Supplementary Fig. S3 Number of length- and sequence-based alleles for 25 autosomal short tandem repeats (STRs) in African–American (N = 83). 

Dropped out alleles in FGA and vWA were not included, and they are marked with *. The length-based alleles are in blue boxes, the sequence-based alleles 

by repeat region variation are in pink boxes, and the sequence-based alleles by flanking region variation are in green. 
3
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Supplementary Fig. S4 Number of length- and sequence-based alleles for 25 autosomal short tandem repeats (STRs) in Caucasian (N = 82). The length-based 

alleles are in blue boxes, the sequence-based alleles by repeat region variation are in pink boxes, and the sequence-based alleles by flanking region variation are in 

green.  4
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Supplementary Fig. S5 Number of length- and sequence-based alleles for 25 autosomal short tandem repeats (STRs) in Hispanic (N = 82). The length-based 

alleles are in blue boxes, the sequence-based alleles by repeat region variation are in pink boxes, and the sequence-based alleles by flanking region variation are in 

green.  5
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Supplementary Fig. S6 Number of length- and sequence-based alleles for 25 autosomal short tandem repeats (STRs) in Korean((N = 103). The length-based 

alleles are in blue boxes, the sequence-based alleles by repeat region variation are in pink boxes, and the sequence-based alleles by flanking region variation are in 

green.  6


