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Abstract Methods and Results

Improvements are being made in STR human identification chemistries and instrumentation to increase the information
gathered from evidence. To minimize analyst intervention when processing this additional information, tools are being ol | f’ Report ) i ~ | iJ Report T ~ % Help
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Figure 4: Limit of Detection Validation Tool
e Determining the limit of detection (LOD) or analytical threshold (AT) for a lab’s data is an important but very time-consuming step in the validation process Figure 5: Stutter Ratio Validation Tool
| e Manually calculating LOD generally involves using genotyping software to analyze validation data so that every single peak is called. Then, it is necessary to manually ® Labs often want to estimate the stutter expected when following their SOP in
= "y sasa delete the calls for true peaks, stutter, and artifacts in order to export the peak heights of all of the noise peaks. The average of the noise peak heights is determined for order to optimize their stutter filter settings, which can be a time-consuming
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Refe re n Ces | each dye and then a certain number of standard deviations is added to determine the analytical threshold. This process was performed for five samples and took 38 process.
Figure 3: Quality Sensor Flagging minutes to complete. e |t took 20 minutes to analyze these five samples without any stutter filters,
Adamowicz, M.S.; Rambo, T.N.; Clarke, J.L. Internal Validation of MaSTR ™ Probabilistic Genotyping Software for the e Certain PCR kits include quality sensor peaks that help the analyst determine ® The Limit of Detection tool in GeneMarkerHID automates this process so that it can be performed in less than five minutes for any number of samples. A) then manually remove artifacts and shared stutter peaks in preparation for
Interpretation of 2-5 Person Mixed DNA Profiles. Genes 2022, 13, 1429 https://doi.org/10.3390/genes13081429. if there is degradation, inhibition, or amplification failure. Electropherogram for visual confirmation of deleted alleles, stutter, and other artifacts (red box). B) Noise table displaying peak heights used in the LOD determination calculating average stutter in a spreadsheet. Generally, labs have many more
Investigator® Quality Sensor Technical Information, www.Qiagen.com. e GeneMarkerHID automatically analyzes the two gS peaks in each sample and (Noise Peak tab in purple box). C) LOD Table (aqua box) showing results per sample, per dye, including average peak heights, standard deviation, and LOD per number of samples than this in their stutter validation study so the time required can be
John E. Schienman, et al. The Evaluation and Implementation of GeneMarker®HID (Softgenetics), PowerPlex® Fusion provides a pop-up message with the findings (green boxes). standard deviations specified at the top (green box). significant.
6C (Promega), and STRmix™ (ESR) for Forensic Casework. ISHI 2016 Convention, Minneapolis, MN, United States. ® |n addition to the pop-up message, qS designation is also displayed in the file e The Stutter Ratio Tool in GenemarkerHID can provide a chart like the one
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Casework Using Electrophoresis Platforms, Organization of Scientific Area Committees for Forensic Science,
2021-S-0003



https://doi.org/10.3390/genes13081429

