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collection tool including a foam pad that 1s rubbed on the inside of the donor’s cheeks and EasiCollect 5.16 1.60 10.8 Dependent Variable: DNA (ng) GenSwab™ 51
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Figure 1: Left — Quantification results for the AutoMate 2
Express™ method. Right — A comparison of the

* N =20 per device, 60 samples total —
* EZ1® Incubation Settings: 850 RPM for 15 minutes at 56°C | | t | 7!
* EZ1® DNA Investigator® Kit ) ,J,,.,\f.lt M. fft JUBN T Nl L/
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Statistical Analyses: ANOVA ,Tukey Test, and Descriptive Statistics were generated to o EasiCollect ‘ 2 s
analyze the amount of DNA collected using each device type and method .
| i Figure 3: Electropherograms from samples GS 5, GS2 10, and EC 2.
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— | Sufficient DNA was obtained after extraction in order to produce complete
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* Four of each sample type with varying DNA concentrations were randomly selected for GS_5 3605.4 -- The Tukey T?St f‘ma Yzmg the thMate Lxpress'™ method demonstrated that
STR genotyping GS 9 620.6 there was a significant difference in performance between the GenSwab™ and
« Amplification Settings: GlobalFiler™ Full Scale Reaction GS 18 651.5 EasiCollect devices (p = 0.0081). There was no significant difference in
* Injection Parameters: 10 second injection Avg. RFU GS1 545.8 performance between GenSwab™ and GenSwab™2 devices or GenSwab™?2
* Electropherogram Software: GeneMapper® IDX GS2 4 170.1 | and EasiCollect devices (p > 0.05).
GS2_10 1034 ; The ANOVA demonstrated that there was no significant difference in
G52_13 679.7 performance between all three devices using the EZ1® method (p > 0.05).
G52 19 1531 The data demonstrated that utilizing the AutoMate Express™ method

AVg-é{gg GS2 ii)il -67 optimized the DNA collection for each of the three devices tested in the study.
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