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ABSTRACT RESULTS MATERIALS AND METHODS

Improvised explosive devices (IEDs), such as pipe The genotyping success of 25 post-blast samples using the GlobalFiler® Amplification Kit and the INDEL multiplex was evaluated using  « An epithelial cell suspension was created from buccal
bombs, are weapons used to cause bodily harm or death, the number of correct alleles detected and the resulting Random Match Probability (RMP) values. In addition, the success of swabs and the number of cells counted using a

property damage, and/or cause fear. Tannerite® genotyping 7 post-blast touch samples with the HID-lon AmpliSeq™ Identity Panel was also examined. All 6 blood samples recovered hemocytometer.

(Tannerite® Sports, LLC) is a brand of exploding targets from the copper wires generated complete STR profiles, but resulted in variable ancestry prediction success via MPS. e PVC pipes (N = 10) were prepared (20 cm in length).
intended to be used by licensed gun enthusiasts, but has ——STRs —INDELs * Insulated copper wire was cut into 8 cm segments, 0.5 cm
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been identified as a potential material for abuse as an 00 100 of insulation was stripped from each end and spiked with
explosive in pipe bombs. The ability to identify a suspect 0.12 10 pL of blood from 1 of 3 sources (Asian, Caucasian, or
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insertions/deletions (INDELS) and single nucleotide 5 9 000 3
polymorphisms (SNPs) may be better suited to recover o -
DNA from challenging samples, or be able to provide 0.02 e Cell suspension (20 pL) was aliquoted 11 times onto the
additional genetic information. . 0 EE_ HEEE HEE 0 shafts and end caps of sterilized pipe bombs.
In this study, we created 10 identical polyvinyl chloride 0.01 003 0.04 0.05 0.1 0.16 0.2 1 2 3 4 5 6 7 e Pipe bombs were filled using 113 g of Tannerite® binary
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(PVC) pipe bombs, each spiked with known amounts of DNA Input (ng) powder (Tannerite® Sports LLC) and 29 g of wrapped
biological material to: 1) recover “touch” DNA from the Figure 1. Comparative percentage of alleles recovered for 25 post-blast samples using Sliiea 2 Gompeiiioe sieeess off STRS, (WBELs, el ShilFs i MIES tor 7 (posl blest sl oz double-base smokeless powder and detonated.

_ STR and INDEL analyses with DNA input ranging from 0.01 to 0.2 ng. . .
surface of the device, and 2) recover traces of blood e DNA was collected with swabs and extracted with the
from the end of the wire (simulated finger prick). The (a) Reported Figure 4. (a) Percentage of QlAamp® DNA Mini Kit and DNA Blood Maxi Kit (Qiagen).
bomb detonated with the binary explosive ol e cofrect ancesty e STRs (0.8 ng) were amplified using the GlobalFiler® PCR
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initiate the reaction. 152(2) European Low = o fN=6). (b) Geographicaf detection of amplified products was performed on a 3500
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IEDs come in several forms, with pipe bombs being the r08 sample. (ThermoFisher Scientific) using the HID-lon AmpliSeq™
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