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ABSTRACT Figure 1. Bootstrapped ancestry prediction Profiles from the Kenyan and Nigerian groups showed FinaIIy, a number of simulated admixtures were run
very little variability in predictions, with ancestry through the classifier, with Figure 8 showing a individual
averaging close to 100% African. with half Japanese ancestry and half Kenyan ancestry.
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alon93|de phenOtype informative markers to limit a - Figure 4. Mean of bootstrapped ancestry predictions for Kenyan and Kenyan individual. Each bar represents a single bootstrap prediction. The
Suspect pool or provide investigative leads when Nigerian individuals. Each bar represents a single individual. graph to the right shows the mean for each root group along with the
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biogeographic prediction accuracy and error Prediction Results

estimation. We propose a bootstrapped maximum \\ /

likelihood approach to ancestry admixture prediction Likewise, Southern Han Chinese, Han Chinese in

' F ' ' - . Figure 9. Error of Mean for each population group using a sampling size of
and assess Its ablllty to assign blogeographlcal BeIJ_Ingf and Japanes.e pOPUIatIOnS Sh(.)WG.d near full 50% of SNPs, a 99% confidence interval, and 100 iterations of bootstrapping.

ancestry to samples from the 1000 Genomes attribution to East Asia, but as shown in Figure 5, a

Project and from samples typed for the ALFRED small percentage of Americas is also bleeding into the

database®. Admixed profiles were then created by Figure 2. Bootstrap iteration ancestry results prediction. This variability is captured in the probable i o i i
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I N T RO D U C TI O N CEU individual (CEPH Utah) run through algorithm with 50% of SNPs sampled 100 times. Each bar represents results from one prediction.

With rising interest in the application of forensic

phenotyping and biOgeographiC ancestry, the . Individuals of Finland, Great Britain, and Utah were CONCLUSIONS

interpretation of genotypes to ancestry result has To assess the accuracy of this method, we have run mostly predicted to be European, with a base line noise

become one of the key considerations®. While the ancestry module in silico on individual profiles from around 10% or less. In summary, the bootstrapped predictions across the

STRUCTURE? has been regarded one of the gold the below IGSR populations. Profiles for the Precision IGSR individuals show strength in some prediction

standards in interpretation, there has been ID Ancestry Panel were extracted from the 1000 Figure 6. Mean of bootstrapped ancestry predictions for Finnish, British, capabilities (Africa, Northern Europeans) as well as

discussion around the use of alternative methods as Genomes FTP site using tabix. The population groups and Utah individuals. Each bar represents a single individual. some populations where there may be less clarity

a complement. Here, we discuss a bootstrapped represent both individuals who would likely assign to a o between the reported ancestries (i.e. Southern

method of predictin g, admixture ratios in single ancestry as well as those who would likely Q . o Europeans). In the latter situations, we rely on the

Converge™. The Precision ID Ancestry Panel was appear admixed (e.g. PUR). ; ;: variability between iterations of bootstrapped

used as an example here, but the software enable :- : 8- predictions to indicate less confidence in the reported

custom panel use along V\,/ith user defined genotype Predictions for all individuals were performed by ancestry means. As shown in Figure 9, some

frequencies for user defined population groups sampling 50% of SNPs 100 times with replacement N populations have higher error of the mean, so users
(due to small panel size). A 99% confidence interval can adjust expectations accordingly.
was used to allow for a more conservative estimate. - -
FIN: Finnish in Finland GBR: British in England and Scotland CEU: Utah Residents (CEPH) with
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