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Data: use everything, add nothing
Objective: never consider suspect reference
General: same for investigative & evidentiary
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TrueAllele® Genotype Identification on DNA Mixtures
Containing up to Five Unknown Contributors*

ABSTRACT: Computer methods have been developed for mixed and 1 plate DNA. The genotype model-
ing approach computationally separates out the contributors to a mixture, with uncertainty represented through probability. Comparison of
inferred genotypes calculates a likelihood ratio (LR). which measures on i fon. This study statistically examined the genotype
modeling performance of Cybergenetics TrueAllele® computer system. High- and low-template DNA mixtures of known randomized composi-
tion containing 2, 3, 4, and 5 contributors were tested. Sensitivity, specificity, and were through LR in

cach of these cight groups. Covariance analysis found LR behavior to be relatively invariant to DNA amount or contributor number. Analysis
of variance found that consistent solutions were produced, once a sufficient number of contributors were considered. This study demonstrates
the reliability of TrueAllele interpretation on complex DNA mixtures of representative casework composition. The results can help predict an
information outcome for a DNA mixture analysis.
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Inclusion probability

2005 NIST study

Some Differences in Reporting Statistics

Casel

LablD Kits Used Caucasians | Afri a iqans  Hispanics
90 | ProPlus/Cofiler | 1.18E+15 3.09E+15
34 | ProPlus/Cofiler | 2.40E+11 e+ 9.80E+10
33 | ProPlus/Cofiler | 2.94E+08 1.12E+08 1.74E+09
6 ProPlus/Cofiler | 40,000,000 3,500,000 280,000,000
9 ProPlus/Cofiler | 1.14E+07 1.97E+07 1.54E+08
79 | ProPlus/Cofiler | 930,000 . 1,350,000
16 ProPlus/Cofiler | 434 600 GT??ED'\ 393,100
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Remember that these labs are interpreting
the same MIX05 electropherograms

When not
“inconclusive”:

213 trillion (14)

31 thousand (4)

Government failure

National Institute of
Standards and Technology
U.S. Department of Commerce
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Random counting
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Research Article

Inclusion probability for DNA mixtures is a subjective one-sided
match statistic unrelated to identification information
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Genome of the marsupial Monodelphis domestica reveals innovation in non-
coding sequences
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Transparency

* open crime lab data to outside scrutiny

» open CODIS database to everyone

* DNA mixtures solved ten years ago

* no more money for failed government

* replace bad government with good science
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