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The inference of an individual’s geographic ancestry or origin can be critical in
narrowing the field of potential suspects in a criminal investigation. Most current technologies
rely on single nucleotide polymorphism (SNP) genotypes to accomplish this task. However,
SNPs can introduce homoplasy into an analysis since they are often only identical-by-state. In
addition, genotyping large numbers of SNPs has the potential to be very costly and requires
specialized equipment. Insertion polymorphisms based on short interspersed elements (SINEs)
can overcome these limitations. SINE polymorphisms are identical-by-descent, essentially
homoplasy-free, and inexpensive to genotype using a variety of detection systems. Herein, we
present results of a blinded study using 100 A/u insertion polymorphisms to infer the geographic
ancestry of 18 unknown individuals from a variety of geographic locations. Using a Structure
analysis of the A/u insertion polymorphism based genotypes, we were able to correctly infer the
geographic affiliation of all 18 unknown individuals with high levels of confidence.



