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at three different sites (University of
North Texas Health Science Center
(UNTHSC), Bode Technology
(BODE), and Global Forensic and
Justice Center (GFJC); N=120 1In
total). These samples included a
sensitivity series with known volumes
of blood ranging from 0.1 pyL to 20
UL and mock casework samples (e.g.,
touch, blood, and saliva samples).
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Metrics such as profile completeness,
peak height balance, locus balance,
and number of flagged alleles were
evaluated to assess performance.
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Figure 2. A Puritan Cotton Swab (A) was used when selecting the “General” protocol on the RapidHIT ID 1007
Instrument, and the Puritan PurFlock Micro Ultrafine Flock Swab (B) was used when selecting the
“Specialized” protocol on the RapidHIT ID instrument. @
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pmﬂ.les produced were categorized by concordance to kr.lown profiles and the presence of any Figure 5. Bar graphs illustrating the automated genotyping results for the 0.1 pL and 0.5 pL blood input amounts using Results — Concordant with quality flags (PHR) il Drop out heterozygote allele with LPH flag HEALTH SCIENCE CENTER at FORT WORTH
quality flags. Results for the 0.1 pL and 0.5 pL blood input amounts were compared across both the General (n=5 for 0.1 pL; n=6 for 0.5 L) and Specialized (n=6 for 0.1 pL; n=5 for 0.5 pL) protocol. The higher Flagged (PAR or AN) artifact in stutter position - No alleles found in focus
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**Due to space limitations, only a portion of the generated data could be illustrated on this poster.**

Sample Cartridge (Figure 5). in sensitivity provided by the Specialized protocol.



