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FIG. 4—Sensitivity results for DNA dilutions using the D10S1248 marker. Results are from 10 replicate PCR amplifications and were analyzed on
the ABI 3100. An interpretational threshold of 50 relative fluorescent units (RFUs) was used for genotyping each dilution. Each replicate was typed as
being either correct (matching the genotype at 1 ng amplification), partial (one allele in a heterozygote drops below 50 RFUs), incorrect (allele drop-in
that creates a wrong genotype), or failure (no peaks were observed above 50 RFUs). (A) Results with 28 cycles of PCR amplification and 1U of DNA
polymerase. (B) Results with 32 cycles of PCR amplification and 2U of DNA polymerase. These results show an increase in the successful typing at low
template levels. However, the number of partial profiles and profiles having the incorrect typing can be increased with extra samples and extra polymerase.
(C) Mean Peak Height values from samples amplified at 32 cycles with 2U AmpliTag Gold polymerase for the D10S1248 marker.

a potential alternative to mitochondrial sequencing in the foren-
sic analysis of degraded DNA. It is anticipated that these loci will
be useful for the analysis of shed hair shafts, a common eviden-
tiary material, as previous efforts to use miniSTRs to type telogen
hairs have been successful (15). Finally, the small sizes of these

miniplexes have great potential in application to high-speed micro-
fluidic and mass spectrometric approaches. In general miniSTR as-
says, such as those described here, should offer a new potential
tool for recovering useful information from samples that generated
partial profiles with present STR multiplexes.
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FIG. 5—Comparison of STR allele peak heights obtained from (A) PowerPlex® 16, (B) miniplex01 and (C) miniplex02 loci with equivalent amounts
of the same degraded bone sample (approximately 6 pg/uL quantified using real time PCR—Denise Chung, personal communication). All samples were
amplified for 32 cycles of PCR with 2U of AmpliTaq Gold polymerase in a 25 uL volume. Peak heights are in relative fluorescence units (RFUSs).
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