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Establish core group 

Identify first case type 
Side-by-side comparison 
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Assessment of comparison 
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Implementation Timeline 

Deployment Metrics 

Concordance 
Productivity 
Information Content 
Objectivity 
Ease of Use 
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Software Concept 

•  Data quality assessment  

A software tool that will provide… 

Software Concept 

•  Data quality assessment  
•  Unattended parallel processing of multiple data inquiries. 
•  Access to the relevant data at any point in the analysis.  
•  Challenge to the software responses with alternative scenarios. 
•  Resolves mixtures 
•  Maximum information from the data 

A software tool that will provide… 
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Standard 3.2.2. 
• • • The laboratory must establish alternative  
criteria (e.g., quantitation values or use of a  
probabilistic genotype approach) for addressing  
potential stochastic amplification. The criteria  
must be supported by empirical data and internal 
validation and must be documented in the  
standard operating procedures. 
     - SWGDAM Interpretation Guideline for Autosomal STR Typing 

Software Concept 

•  Data quality assessment  
•  Unattended parallel processing of multiple data inquiries. 
•  Access to the relevant data at any point in the analysis.  
•  Challenge to the software responses with alternative scenarios. 
•  Resolves mixtures 
•  Maximum information from the data 
•  Objective genotype inference for STR DNA patterns (including 

perpetrators contributing to mixtures). 

A software tool that will provide… 

TrueAllele® Process Steps 

1. Data 
2. Request 
3. Solve 
4. Review 
5. Explain 
6. Report 
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Easy Mixture Case 

•  50:50 Mixture Data 
•  One Unknown Contributor 
•  Victim Reference 
•  Suspect Reference 

1. STR Evidence Data 

5-FAM Dye View 
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D18S51 Locus 

2. Request  

Evidence 

Evidence 

Victim 

Victim 

Suspect 

Suspect 

Create Victim Item 

Evidence 

Evidence 

Victim 

Victim 

Suspect 

Suspect 

Victim 
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Create Victim Request 

Evidence 

Evidence 

Victim 

Victim 

Suspect 

Suspect 

Victim Victim 

Create Evidence Request 

Evidence 

Evidence 

Victim 

Victim 

Suspect 

Suspect 

Victim Victim 

Evidence Evidence 

Interpretation Requests 

Evidence 

Evidence 

Victim 

Victim 

Suspect 

Suspect 
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3. Solving with TrueAllele 

Parallel Interpretation 

4. Review: Mixture Weight 
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Definite Genotype 

5. Explain Reasoning 

6. Report: Likelihood Ratio 

Suspect Evidence 

log(LR) 
17.65 

log(CLR) 
13.52 
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TrueAllele LR Calculation  

Interesting Mixture Case 

•  65:35 Mixture Data 
•  Two Unknown Contributors 
•  No Victim Reference 
•  Suspect Reference 

D5S818 Locus Data 
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Interpretation Requests 

Evidence 

Evidence 

Suspect 

Suspect 

Solving with TrueAllele 

Review: Mixture Weight 
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Genotype: Major Contributor 

Better Fit’s More Likely It 

10, 12 10, 11 

Likelihood Ratio 

Evidence Suspect Evidence 

log(LR) 
14.54 

log(CPI)
 7.01 

theta = 1% 
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Report: LR Calculation 

Hard Mixture Case 

•  60:40 Mixture Data 
•  Two Unknown Contributors 
•  No Victim Reference 
•  Two Suspect References 

vWA Locus Data 
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Interpretation Requests 

Evidence 

Suspect 1 

Other 

Evidence 

Suspect 1 

Suspect 2 

Suspect 2 

Other 

Solving with TrueAllele 

Review: Mixture Weight 
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Genotypes 

Reports: Likelihood Ratio 

Suspect 1 
9.78 

Suspect 2 
9.63 

theta = 1% 
log(LR) 

Human Review: 
No Match Statistic 
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TrueAllele® 2 Validation 
NYS DNA Databank and Cybergenetics 

STATUS: EXPERT SYSTEM FUNCTIONS 

Without human intervention, the software 

1.  Identifies peaks, assigns allele designations   

2.  Performs lab-defined quality checks  

5.  Assigns mixture weights 

6.  Perform mixture deconvolution  

7.  Matches DNA patterns 

8.  Assigns statistics 

9.  Prepares reports 

TrueAllele Information: 
86 Match Stats (100%) 

Preserves all the identification information 

Human Review Information: 
24 Match Stats (28%) 

Preserves 20% of the identification information 


