
Anonymous liquid blood samples with self-identified ethnicities
were purchased from Interstate Blood Bank (Memphis, TN) and
Millennium Biotech, Inc. (Ft. Lauderdale, FL) and extracted using
a modified salt out procedure (1). The extracted DNA was then
quantified using UV spectrophotometry at 260 nm and a PicoGreen
assay (2). A 150-�L aliquot of the extracted DNA solution was di-
rectly quantified in a Cary 100 double-beam spectrophotometer
(Varian Analytical Instruments, Walnut Creek, CA). Low volume
micro-cuvettes allowed for accurate absorbance measurements 
(A � 0.2 to 0.6) without prior dilution of the stock extracted DNA.
Sample concentrations were adjusted to 1 ng/�L for typing pur-
poses using the PicoGreen assay values. Fifteen autosomal STR
markers (the 13 CODIS core loci and D19S433 and D2S1338)
were typed along with amelogenin using the Applied Biosystems
AmpF�STR® Identifiler™ kit (3). PCR amplification was carried
out on a GeneAmp® 9700 (Applied Biosystems) using 1 ng of
DNA according to kit protocols (3) with the exception of reduced
volume reactions (5 �L instead of 25 �L) and reduced cycles (26
instead of 28). Amplification products were diluted 1:15 in Hi-
Di™ formamide and GS500-LIZ internal size standard (Applied
Biosystems) and analyzed on the 16-capillary ABI Prism® 3100
Genetic Analyzer without prior denaturation of samples. POP™-6
(Applied Biosystems) rather than POP™-4 was utilized for higher
resolution separations on a 36 cm array. Samples were injected

electrokinetically for either 10 s at 3 kV (default value) or 5 s at 2
kV. Allele calls were made in Genotype® 3.7 by comparison with
kit allelic ladders using the Kazaam macro (20% filter).

A total of 700 unique STR profiles were evaluated: 302 Cau-
casian, 258 African American, and 140 Hispanic. There were 660
males and 40 females. The resultant data were evaluated using the
DNATYPE program (4). The allele frequencies with observed and
expected heterozygosity values from Hardy-Weinberg tests in the
three U.S. populations are listed in Tables 1–3. The complete
dataset is available at http://www.cstl.nist.gov/biotech/strbase.
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TABLE 1—U.S. Caucasian allele frequencies for 15 autosomal STR loci (N �302).

H(ob): observed heterozygosity; H(ex): expected heterozygosity; P: Hardy-Weinberg equilibrium, exact test based on 2000 shufflings.
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TABLE 2—U.S. African American allele frequencies for 15 autosomal STR loci (N � 258).

H(ob): observed heterozygosity; H(ex): expected heterozygosity; P: Hardy-Weinberg equilibrium, exact test based on 2000 shufflings.
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TABLE 3—U.S. Hispanic allele frequencies for 15 autosomal STR loci (N � 140).

H(ob): observed heterozygosity; H(ex): expected heterozygosity; P: Hardy-Weinberg equilbrium, exact test based on 2000 shufflings.


