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SNPs (single nucleotide polymorphisms) have potential to play a useful role in human identification testing. Small PCR amplicon sizes associated with SNP typing technologies make SNPs
attractive for typing degraded DNA or other low copy number situations. SNP markers can be useful in combination with STRs for resolving complex paternity issues (e.g. incest), identifying
victims of mass disasters where insufficient family references are available and possibly inferring population of origin. Important considerations for SNP markers are the larger number required
to equal the discriminatory power compared to traditional STRs, their inability to resolve complex mixtures, issues related to databasing new loci, and the availability of a standard analysis

platform. However, in appropriate situations SNPs can be useful as a supplementary tool complementary to STR markers.
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The exact p-value for all loci > 5 % due to stochastic amplification:
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Poster available for download from STRBase http://www.cstl.nist.gov/biotech/strbase/pub_pres/VallonelSFG2005.pdf
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As part of a collaboration we are typing global populations with our SNP panels. Fg values
will be estimated to evaluate allele frequency variation between populations.

Exact p-values < 5% are highlighted in yellow.

Population samples were provided by Dr. Kenneth K. Kidd (Yale University School of Medicine)



