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TrueAllele® Casework 
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TrueAllele-first workflow 

•  Full plate of EPG data files 
•  TrueAllele peak analysis and upload 
•  Analyst asks computer all questions 
•  Computer solves, provides answers 
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Visual user interfaces 
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Evidence from multiple scenes 

Food mart 
    • gun 
    • hat  

Hardware 
  • safe 
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Laboratory DNA processing 
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TrueAllele explains STR data 
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TrueAllele computes genotypes 
For each contributor, at every locus 
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Allele pair Probability 

TrueAllele match results 
log(LR) Suspect 1 Suspect 2 Suspect 3 Suspect 4 Suspect 5 
1. Gun 4 
1. Hat 3 4 
2. Safe 
2. Phone 
3. Counter 6 
3. Safe 
4. Keys 
4. Tape 
5. Hat 1 6 
5. Hat 2 
5. Overalls 11 
5. Shirt 3 
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Review data, prepare report 

M. W. Perlin, "Easy reporting of hard DNA: 
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A match between the evidence 
and the suspect is 

553 million times more probable 
than a coincidental match to an 

unrelated Black person 
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TrueAllele genotype database 
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Highly specific, avoids false database hits 
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M. W. Perlin, "Investigative DNA databases that preserve identification information," 
American Academy of Forensic Sciences 64th Annual Meeting, Atlanta, GA, 2012. 
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Kern County workflow 

Harvest database matches 
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More information 
http://www.cybgen.com/information 

• Courses 
• Newsletters 
• Newsroom 
• Patents 
• Presentations 
• Publications 
• Webinars 

http://www.youtube.com/user/TrueAllele 
TrueAllele YouTube channel 

martin@cybgen.com 


