
IN THE CIRCUIT COURT OF COOK COUNTY, ILLINOIS 
COUNTY DEPARTMENT, CRIMINAL DIVISION 

              
 
PEOPLE OF THE STATE OF ILLINOIS,  )  16 CR 08715-01 
      )  16 CR 08715-02  
 Plaintiff,    )  16 CR 08715-03 
      ) 
 v.     )   
      )   
COREY MORGAN,    ) 
DWRIGHT DOTY, and    ) 
KEVIN EDWARDS,    ) 
      )  Hon. Thaddeus L. Wilson 
 Defendants.    )  Judge Presiding 
              
 

Order on Admissibility of Probabilistic Genotyping Evidence 
Pursuant to Evidence Rule 702 

 
Introduction 

 As we mark the 50th anniversary of the Apollo 11 mission to the moon. A recent 

documentary reminds us that two years before, a fire during a test claimed the lives of 

the Apollo 1 crew.1 The tragedy exposed major flaws in the capsule’s design and systems. 

NASA’s Chief Flight Director Gene Kranz said of the incident, “We were too ‘gung-ho’ 

about the schedule and we blocked out all of the problems we saw each day in our 

work.”2  

 Yet, this was hardly the first time (nor the last) that pressure to “get with the 

program” – that is, adopt the prevailing view – has led to calamity or to a miscarriage of 

justice. All of these episodes share much in common: strong belief in a solution or 

                                                           
1 American Experience: Chasing the Moon, Part 2 (PBS television broadcast July 8, 2019). 
2 EUGENE KRANZ, FAILURE IS NOT AN OPTION: MISSION CONTROL FROM MERCURY TO APOLLO 13 AND BEYOND (Berkley Books 
2000). 
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strategy, lack of outside scrutiny, stifled dissent. The phenomena underlying the failures 

are cited as examples of cognitive bias. Cognitive biases occur in many forms including 

groupthink, bandwagon effect, overconfidence, confirmation bias, or wishful thinking.3 

We can become blind to the errors in our thinking especially when we endeavor to solve 

a problem or answer a difficult question under uncertainty. It can be tempting to jump 

on the bandwagon and accept what everyone “knows” and miss signs that point to the 

contrary or that warrant caution. This human fallibility can lead to folly or even disaster 

without proper safeguards. Sadly, as the examples demonstrate, our delusions are often 

not recognized until it is too late. 

Faulty Forensics 

 Beginning in the 1960s, researchers developed methods to analyze the chemical 

composition of bullet lead and believed the technique enabled examiners to determine 

whether a bullet recovered from a crime scene was “analytically indistinguishable” from 

a known sample and thereby point toward a suspect. The technique, known as 

comparative bullet lead analysis (CBLA), offered criminal investigators a tool to help 

identify a perpetrator through recovered bullets when traditional tool-mark comparison4 

couldn’t, typically because bullets were deformed. The FBI conducted around 2,500 such 

analyses over more than two decades. The practice came under criticism and the FBI’s 

own research showed a substantial error rate. The FBI asked the National Research 

                                                           
3 See DANIEL KAHNEMAN, THINKING, FAST AND SLOW (Farrar, Straus and Giroux 2011); NASSIM TALEB, FOOLED BY 
RANDOMNESS: THE HIDDEN ROLE OF CHANCE IN LIFE AND IN THE MARKETS (Random House 2001); LEONARD MLODINOW, THE 
DRUNKARD’S WALK: HOW RANDOMNESS RULES OUR LIVES (Pantheon Books 2008). 
4 Objections to that methodology were covered in a prior motion and ruling.  
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Council (NRC) to study CBLA’s scientific merit. Among other things, the NRC reported 

that CBLA relied on certain assumptions—a significant one being that the molten source 

for a batch of bullets is uniform and unique. But studies in chemistry and metallurgy 

showed that the chemical composition of metal from the same molten source could vary 

and identical compositions from separate sources could occur. For those reasons, CBLA’s 

major assumption was not generally accepted in the relevant scientific community. See 

Clemons v. State, 392 Md. 339, 363-72 (2006). In 2005, the FBI discontinued bullet lead 

examinations. 

 Similarly, for decades forensic analysts purported to identify defendants by 

“matching” strands of hair found at crime scenes by microscopic examination. The 

practice was deemed “highly unreliable” by the National Academy of Sciences in 2009. 

In 2015, the FBI announced that testimony on microscopic hair analysis contained 

erroneous statements in at least 90 percent of cases it reviewed.5  Other techniques have 

also been called into question: bite mark analysis, fingerprint analysis, tool-mark analysis, 

blood stain pattern analysis, footwear impression analysis. Some have been relegated to 

pseudoscience and others are still admissible in court subject to limitations.  

 Notably, every discredited forensic methodology was generally accepted among 

the forensic science community and used in criminal prosecutions for a time. But, the 

forensic science community consisted almost entirely of analysts employed by criminal 

                                                           
5 https://www.fbi.gov/news/pressrel/press-releases/fbi-testimony-on-microscopic-hair-analysis-contained-errors-
in-at-least-90-percent-of-cases-in-ongoing-review 
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investigation agencies. Flaws often came to light only when the techniques were subject 

to scrutiny from scientists in other relevant disciplines.  

DNA Analysis 

 For the past few decades, DNA analysis has been a powerful forensic tool. DNA 

encodes the genetic information in all living organisms. The extreme majority (99.9%) of 

human DNA is identical across all human beings. But the slight differences enable 

scientists to identify individuals by creating and comparing profiles. 

 To generate a profile, analysts focus on alleles—inherited sequences of DNA that 

vary from person to person and appear at certain places or loci on the same chromosome. 

Each person has two alleles at each locus, one from each biological parent. First, DNA is 

extracted from a biological sample. Then, an enzymatic process called polymerase chain 

reaction (PCR) replicates small segments known as short tandem repeats (STR) from each 

locus. PCR creates millions of copies. This amplification enables analysts to separate and 

measure the length of each STR using a technique called capillary electrophoresis. 

Fluorescent dyes are added to color code the STRs for each locus. Then an instrument 

measures fluorescence emitted over time. This information is represented on a graph 

called an electropherogram. The profile displays “peaks” at certain positions indicating 

which alleles are present.  

 When a sample contains a large amount of DNA from one or two people, the 

analysis is fairly straightforward and reliable. The peaks from an evidence profile and a 

reference profile (from a suspect or victim for example) can be easily compared by visual 

inspection. When comparing profiles from unrelated people, it wouldn’t be unusual to 
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find that they have a few matching alleles. But it would be incredibly unlikely for all the 

alleles to match. Well-understood statistics from population genetics are used to calculate 

the strength of a match.  

 That kind of DNA analysis is most useful for samples with a large amount of DNA. 

Over time, collection techniques have advanced to enable recovery of trace amounts of 

DNA, even from skin cells left by touch. The greater sensitivity also increases the 

likelihood that samples contain DNA from several people. Further, each person likely 

contributed different amounts and some DNA may be degraded. An attempt to analyze 

such samples introduces more complexity and uncertainty.6  

 That is the predicament presented in this case. Investigators found a basketball 

near the victim’s body. They believe the ball belonged to the victim and he was playing 

with it when he was approached by his killer who also handled it. In addition, police 

located an abandoned vehicle suspected of being connected to the murder. Examiners 

swabbed the basketball and parts of the vehicle such as the steering wheel, gear shifter, 

and door handle. Using conventional techniques, the Illinois State Crime Lab found the 

basketball contained a mixture of DNA from at least three people. They could identify 

the victim as a major contributor, but the profiles for the other contributors were 

incomplete and not suitable for comparison.7 So the State turned to a different tool. 

 

 

                                                           
6 See https://www.nist.gov/featured-stories/dna-mixtures-forensic-science-explainer 
7 See ISP Lab Report: Defendant Edwards’ Motion, Exhibit I.  
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Probabilistic Genotyping and STRmix 

 Probabilistic genotyping (PG) purports to analyze complex mixtures using 

statistical methods and express a probability whether a subject’s DNA is included in the 

sample. The analysis uses PCR and capillary electrophoresis techniques to detect alleles. 

Then a computer program uses algorithms to analyze and interpret that information. The 

software is designed to account for the possibility of distorting effects known as stutter 

(when artificial segments are produced in the PCR process), peak height imbalance (a 

wide disparity in allele amounts on the same locus), drop-in (when small amounts of 

extraneous DNA appear as an allele), and dropout (when an allele doesn’t appear 

because the sample amount is too small or degraded). The analysis also uses statistical 

methods to sort out or “deconvolute” the alleles from different contributors, which 

initially appear atop one another. 

 Since probabilistic genotyping involves complex and numerous mathematical 

calculations, it relies on computer software for practical application. The software used 

in this case is STRmix. STRmix was developed under a joint initiative by the governments 

of New Zealand and Australia. A team of three scientists led its development: John 

Buckleton, Jo-Anne Bright, and Duncan Taylor. STRmix uses a mathematical model 

known as Markov Chain Monte Carlo (MCMC). MCMC derives from statistical methods 

developed by Russian mathematician Andrey Markov in the early 20th century and 

physicists at Los Alamos in the 1940s. MCMC essentially runs a simulation accounting 

for variance in random variables to arrive at a probability estimate. Ultimately, STRmix 

produces a numerical probability whether a reference profile is included in the evidence 
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sample. That probability is expressed as a likelihood ratio8 based on Bayes’ Theorem. 

Bayes’ Theorem is named for Thomas Bayes, an English minister and mathematician, 

based on his writings published in 1763. Bayes’ Theorem provides a logical and 

mathematical method of calculating the probability of one proposition or event based on 

the probability of another, related one. The idea is useful for determining how the 

probability of something should be revised based upon learning new evidence. Markov 

Chain Monte Carlo and Bayes’ Theorem are established principles used across many 

scientific disciplines without controversy.  

 Over 50 peer-reviewed papers have been published in scholarly journals 

supporting STRmix’s validity. To date, 45 forensic laboratories in the United States use 

STRmix in case work, including at the FBI, the US Army Criminal Investigation 

Laboratory, and the California Department of Justice. STRmix is also used in 20 labs in 

New Zealand, Australia, Great Britain, Canada, and Finland. STRmix’s developers have 

conducted validation studies confirming STRmix’s reliability as have the laboratories 

using it. Testimony based on DNA analysis using STRmix has been admitted in foreign 

countries, federal district court, six US States, and the Virgin Islands.  

 Nevertheless, STRmix is not without controversy and the Defendants have put 

forth several reasons to doubt its validity.9 All but two of the papers regarding STRmix 

include one of its three creators—Buckleton, Bright, or Duncan—as a co-author. 

                                                           
8 The result of a likelihood ratio is stated as follows: a match to a suspect is X times more probable than a coincidental 
match.  
9 The Defendants are not truly challenging the validity of the concept of probabilistic genotyping. Rather, they 
challenge whether STRmix has been tested thoroughly enough to show it properly executes probabilistic genotyping 
and produces valid results. 
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Additionally, they or others from New Zealand’s Institute of Environmental Science and 

Research (ESR) participated in nearly every validation conducted by the labs using 

STRmix. Moreover, competing companies have developed and sell other probabilistic 

genotyping programs. STRmix is distributed and sold in the United States through a 

commercial entity called NicheVision Forensics, LLC.10 The price is considerable and, 

more significantly, the software is proprietary. ESR will provide limited licenses for 

academic research, evaluation by potential purchasers, or review by experts retained by 

a defendant. However, ESR requires such users to enter into restrictive non-disclosure 

agreements that expose the signer to civil liability. In some instances, ESR limits the 

manner and conditions in which a non-purchasing user can view and evaluate the 

program.  

 For these reasons, the Defendants argue that STRmix has not been subjected to 

adequate scrutiny. They view the involvement of its creators in practically every scholarly 

analysis and validation as particularly problematic. According to the Defendants, 

STRmix’s review has been limited to an insular community that essentially self-certifies 

its validity: there is little to no fully independent validation. Also, while many labs are 

using STRmix including the premier FBI lab, the Defendants urge the Court to hesitate 

placing weight on this fact: as shown with bullet lead analysis and hair analysis, the FBI 

has been grossly wrong before.  

                                                           
10 See https://nichevision.com/strmix/ 
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 Further, the Defendants argue that cost, non-disclosure agreements, and a 

commercial interest are all barriers to meaningful scrutiny from the broader scientific 

community from related fields. Overall, the Defendants suggest the current lack of 

scientific dispute may actually indicate that STRmix has not been properly scrutinized by 

the relevant scientific community. Moreover, the Defendants urge the Court to reject 

STRmix because, they suppose, doing so will spur its proponents to address these 

problems and subject it to greater scrutiny whereas its acceptance will encourage 

complacency.  

Standard for Admission of Scientific Evidence 

 For admission of scientific evidence, Illinois follows the general acceptance 

standard established in Frye v. United States, 293 F. 1013 (D.C. Cir. 1923). Donaldson v. Cent. 

Ill. Pub. Serv. Co., 199 Ill. 2d 63, 76-77 (2002) (“Illinois law is unequivocal: the exclusive 

test for the admission of expert testimony is governed by the standard first expressed in 

Frye”). Under the Frye standard, “scientific evidence is only admissible at trial if the 

methodology or scientific principle upon which the opinion is based is sufficiently 

established to have gained general acceptance in the particular field in which it belongs.” 

Id. at 77, quoting Frye, 293 F. at 1014.  

 The federal courts and some states have abandoned Frye for the standard 

established in Daubert v. Merrell Dow Pharmaceuticals, Inc., 509 U.S. 579 (1993). Daubert 

requires trial courts to perform a gatekeeper role to “ensure the reliability and relevancy 

of expert testimony.” Kumho Tire Co. v. Carmichael, 526 U.S. 137, 152 (1999). Other states 

have adopted a hybrid standard that examines general acceptance and reliability. At one 
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point, our appellate court stated that Illinois follows a two-part “Frye-plus-reliability” 

standard. Harris v. Cropmate Co., 302 Ill. App. 3d 364, 368 (1999). Under that modified 

standard, a court considers the following questions: “(1) Can the scientific technique or 

method employed be empirically tested, and if so, has it been? (2) Has the technique or 

method been subjected to peer review and publication? (3) What is the technique or 

method’s known or potential error rate? (4) Are its underlying data reliable? (5) Is the 

witness proposing to testify about matters growing naturally and directly out of research 

she has conducted independently of the litigation, or has the witness developed her 

opinion solely for the purpose of testifying? and (6) Did the witness form her opinion and 

then look for reasons to support it, rather than doing research that led her to her 

conclusion?” Harris, 302 Ill. App. 3d at 375. 

 However, our supreme court emphatically rejected Daubert and Frye-plus-

reliability. Donaldson, 199 Ill. 2d at 81. In so doing, the court stated: 

The trial court is not required to conduct a two-part inquiry into both the 
reliability of the methodology and its general acceptance. The 
determination of the reliability of an expert’s methodology is naturally 
subsumed by the inquiry into its general acceptance in the scientific 
community. Simply put, a principle or technique is not generally accepted 
in the scientific community if it is by nature unreliable. [Citation] 
Additionally, the Frye-plus-reliability test impermissibly examines the data 
from which the opinion flows, while the technique remains generally 
accepted. Questions concerning underlying data, and an expert’s 
application of generally accepted techniques, go to the weight of the 
evidence, rather than its admissibility. [Citations] Trial judges decide the 
general acceptance of the technique; a jury decides whether it will accept 
the expert’s conclusion which is based on that technique. 
 

Id. at 81-82. Thus, our supreme court instructs trial courts not to act as a “gatekeeper” in 

a Frye inquiry. Rather, the court’s role is limited to considering whether a new or novel 
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scientific technique has gained general acceptance. Id. at 78-79. The Illinois Supreme 

Court has adhered to the Frye standard despite several opportunities and requests to 

adopt Daubert or some other heightened test. Id. at 81; People v. McKown, 226 Ill. 2d 245, 

247 (2007); People v. Robinson, 223 Ill. 2d 165 (2006); People v. Miller, 173 Ill. 2d 167, 187 fn. 

3 (1996). 

 With that, the Court turns to general acceptance. “[A] court inquires as to the 

general acceptance of a methodology, not the particular conclusion reached by an 

examiner or the application of the methodology in a particular case.” McKown, 226 Ill. 2d 

at 255, citing Donaldson, 199 Ill. 2d at 77. “[T]he Frye rule is meant to exclude methods 

new to science that undeservedly create a perception of certainty when the basis for the 

evidence or opinion is actually invalid.” Donaldson, 199 Ill. 2d at 78. A technique is not 

“generally accepted” if it is experimental or of dubious validity. Id. The relevant scientific 

community should not be defined so narrowly to make general acceptance inevitable. 

People v. Luna, 2013 IL App (1st) 072253, ¶ 75. Rather, “[t]he community of experts must 

include a sufficiently broad sample of experts so that the possibility of disagreement 

exists.” Id., quoting Bernardoni v. Industrial Com’n, 362 Ill. App. 3d 582, 595 (2005). In 

addition to forensic practitioners, the relevant scientific community should include 

“those with a scientific background and training sufficient to allow them to comprehend 

and understand [the methodology] and form a judgment about it.” Id. ¶ 76. But, “the 

mere existence of a dispute does not preclude a finding that the procedure is generally 

accepted.” Donaldson, 199 Ill. 2d at 78. “[G]eneral acceptance of methodologies does not 

mean ‘universal’ acceptance” (id. at 77); nor does it “require that the methodology be 
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accepted by unanimity, consensus, or even a majority of experts” (id. at 78). A 

methodology may be considered generally accepted if it is reasonably relied upon by 

experts in the relevant field. People v. Simons, 213 Ill. 2d 523, 530 (2004). 

 “A court may determine the general acceptance of a scientific principle or 

methodology in either of two ways: (1) based on the results of a Frye hearing; or (2) by 

taking judicial notice of unequivocal and undisputed prior judicial decisions or technical 

writings on the subject.” McKown, 226 Ill. 2d at 254. The proponent of the evidence bears 

the burden of establishing general acceptance. People v. New, 2014 IL 116306, ¶ 39; Ill. R. 

Evid. 702. Testimony by an expert witness that a technique is accepted by a scientific 

community is sufficient to establish general acceptance. See, e.g., Ruffin v. Boler, 384 Ill. 

App. 3d 7, 24 (2008); People v. Vercolio, 363 Ill. App. 3d 232, 236-37 (2006); Turner v. 

Williams, 326 Ill. App. 3d 54, 554-55 (2001). 

Analysis   

 Here, the State presented the testimony of Dr. John Buckleton, one of STRmix’s 

developers. The Court qualified him as an expert in DNA analysis, probabilistic 

genotyping, and STRmix. He explained the underpinnings of DNA analysis using 

STRmix including PCR, capillary electrophoresis, MCMC, and Bayes’ Theorem. Each of 

these concepts and techniques are well-established and widely used across many 

scientific disciplines.  

 Buckleton explained that the leading policy-making body for DNA analysis is the 

Scientific Working Group for DNA Analysis Methods (SWGDAM), which was convened 

by the FBI and includes members from the US, Canada, and abroad. SWGDAM 
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promulgated guidelines for validating probabilistic genotyping software. SWGDAM 

guidelines call for a lab to undergo “sensitivity and specificity” testing for internal 

validation before use in casework. In this process, labs test mixtures of mock samples for 

the presence of true and false donors. Validation occurs when the tests result in a strong 

indication of inclusion for the true donors and a strong indication of exclusion for the 

false donors. Every lab using STRmix has completed validation under SWGDAM 

guidelines.  

 Buckleton also testified STRmix has been peer-reviewed. He acknowledged that 

most of the 53 published papers do include one of the developers. But, he stated the 

papers include others and meet the standard for independence established by the 

President’s Council of Advisors on Science and Technology (PCAST). He also noted that 

two papers are fully independent. Buckleton further explained that before publication, 

each journal has two anonymous qualified referees review the submitted manuscript: the 

referees report back and indicate required amendments in order to satisfy the standards 

for publication. 

 For the Defense, the Court qualified Nathanial Adams as an expert in software 

engineering and bioinformatics—the application of computing in biology. Adams 

testified STRmix lacks sufficient documentation to be considered verified and validated 

under software engineering standards promulgated by the Institute of Electrical and 

Electronics Engineers (IEEE). Upon his review of the source code, manuals, and 

developmental validation materials, he believes STRmix is missing documents setting 

forth requirements and specifications, how the software was assessed, or a risk analysis. 
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 On cross-examination, Adams agreed no entity requires a PG program to comply 

with software engineering standards and also acknowledged IEEE standards are 

voluntary. Adams also conceded that his criticisms of STRmix’s source code and 

documentation had no material effect on its operation. 

 Adams also testified that he has co-authored articles critical of PG software makers 

for resisting disclosure based on asserted propriety concerns. In his prior reviews of 

STRmix and with some other programs, he was required to enter into non-disclosure 

agreements. Adams felt this encumbered his ability to discuss and analyze the programs 

because that would require getting ESR’s permission to do so.  

 On cross-examination, Adams admitted he never asked ESR for permission so he 

could pursue further inquiry and he was not similarly constrained for this case. He 

further admitted that he hasn’t worked with relevant organizations or practitioners in 

DNA analysis to try to address his concerns about PG software: rather, he believes his 

criticisms help “move the discussion.”  

 Marc Scott Taylor also testified for the Defense and the Court qualified him as an 

expert in DNA analysis. Echoing a critique Adams mentioned, Taylor testified that 

STRmix’s validity cannot be established by testing samples. In his view, there is no 

“ground truth” for likelihood ratios and the number of contributors to a sample is always 

unknown. Taylor doesn’t believe testing can validate STRmix’s reliability for the complex 

and low-quality samples presented in actual casework.  
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 In rebuttal, Buckleton testified that validation studies include testing samples that 

mimic the challenges faced in real-world case work. These include samples that are 

degraded, very small, or exhibit certain anomalies.  

 Taylor testified that validation studies have not been independent and the internal 

lab validations are more of a technical training on how to use STRmix rather than a 

scientific assessment. He further stated that STRmix analysis cannot be replicated by 

hand due to the inherent randomness within MCMC.  

 Buckleton’s testimony countered that both the California Department of Justice 

and US Army Investigative Laboratory conducted independent studies in which they 

replicated calculations by hand to validate STRmix output. His own group in New 

Zealand repeated over 80 percent of the code by hand to validate STRmix’s calculations.  

 Taylor also opined that STRmix is unreliable because its potential for error is 

unknown and mistakes have occurred, specifically a false exclusion in a case in 

California. Taylor agreed, though, that the false exclusion resulted from the analyst’s 

underestimate of the number of contributors.  

 Buckleton testified that an underestimate will result in a false exclusion for the 

smallest contributor, but also reduce the likelihood ratio for any included contributor. He 

also explained STRmix includes diagnostic tools to assist an analysts to interpret the 

number of contributors and experience has shown that estimates are never off by more 

than one when using those tools.  

 On cross-examination, Taylor admitted he has not done any testing or research on 

PG software himself. He conceded he has not discussed the matter with many DNA 
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analysts or other scientists in other fields. Taylor further acknowledged that those he has 

spoken with have not expressed similar criticisms of STRmix. Instead, Taylor thinks that 

analysts do not fully understand potential issues with the program.  

 Based on the testimony and submitted documentation, the Court finds 

probabilistic genotyping using STRmix is generally accepted in the relevant scientific 

community. The State presented sufficient evidence showing that experts in DNA 

analysis reasonably rely on this methodology. Evidence on the underlying scientific 

principles, validation studies, and the number of States, laboratories, and agencies using 

the software all support finding general acceptance in the relevant scientific community.  

 The Defense evidence did not refute general acceptance. Adams’ critique centered 

on a lack of documentation called for under certain software engineering standards. Yet, 

those standards are largely aspirational and not required by any entity related to DNA 

analysis. Further, Adams offered no substantive criticism of STRmix’s functionality: he 

didn’t address the appropriateness of the algorithms, accuracy of the coding, or give any 

reason to believe the program doesn’t perform correctly. Ultimately, he did not show that 

experts cannot or do not reasonably rely on STRmix. 

 Likewise, Taylor’s criticisms didn’t show a major scientific dispute. His concerns 

were largely abstract and conjectural. The only tangible problem he pointed to concerned   

analyst error by underestimating the number of contributors. But Frye is concerned with 

methodology, not an individual examiner’s application of it.  

 Although the Court finds probabilistic genotyping using STRmix to be generally 

accepted as determined pursuant to a Frye hearing, the Court notes this result is 
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consistent with the conclusions of courts in other jurisdictions, even those applying the 

Daubert standard. See United States v. Pettway, 2016 U.S. Dist. LEXIS 145976 (W.D. NY) 

(applying Daubert); People v. Bullard-Daniel, 2016 N.Y. Misc. LEXIS 3476 (Niagara Cty.) 

(applying Frye); Virgin Islands v. Blash, 2018 V.I. LEXIS 86 (V.I. Super. Ct.) (applying 

Daubert); People v. Muhammad, 326 Mich. App. 40 (2018) (applying Daubert); United States 

v. Christensen, 2019 U.S. Dist. LEXIS 24623 (C.D. Ill.) (applying Daubert). However, one 

court has refrained from deciding the issue until it hears from independent experts. 

United States v. Gissantaner, 1:17-cr-130 (W.D. Mich.) (unpublished order Mar. 4, 2019).  

Even though Frye requires this result, at least on this record, it leaves the Court 

uneasy. The presentation in support of STRmix before this Court, though adequate, was 

not particularly impressive. This new tool may advance our ability to find the truth as 

hoped or it could turn out to be the next forensic pseudoscience to be debunked. This is 

especially worrisome knowing a Frye decision could become precedent for later cases and 

jurors may attach undue weight to evidence labeled “scientific.” However, the Illinois 

Supreme Court has instructed trial judges not to get into the weeds when conducting a 

Frye hearing.  

Some think Frye is “junk law” that unwittingly admits “junk science.”11 The Frye 

standard itself is not universally accepted but is generally accepted in the legal 

community with a minority of states clinging to it.  

                                                           
11 Andrew R. Stolfi, Student Note, Why Illinois Should Abandon Frye’s General Acceptance Standard for the 
Admission of Novel Scientific Evidence, 78 Chi.-Kent L. Rev. 861 (2003).  
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Increasingly, the criminal justice system is asked to trust software. Computer 

programs are used to predict crime, assess threat levels, and so on. Often these involve 

private, for-profit entities with commercial and proprietary interests. Asserting trade 

secrets for an analytical tool with the potential to determine guilt or innocence is 

incompatible with constitutional rights to a fair trial and to confront one’s accusers.12 ESR 

is acting more like a company hocking herbal supplements with secret proprietary blends 

of unknown and untested substances with enticing promises. But, ESR cannot hide 

behind trade secret protections and expect to participate in deciding the life, liberty, and 

reputations of criminal defendants.  

For those reasons, the Court removed the threat of trade secret litigation. Instead 

of the more cumbersome agreements and restrictions ESR requested, the Court would 

only entertain STRmix’s introduction if defense consultants were allowed access under 

the terms of the Court’s less stringent protective order. ESR had to open STRmix to 

meaningful scrutiny for this Court to admit any evidence generated by use of the 

program. However, it appears the Defendants were either unwilling or unable to take 

advantage of the opportunity.  

Pursuant to case law, the relevant scientific community should not be defined so 

narrowly to make finding general acceptance a fait accompli. This was an opportunity to 

subject STRmix to rigorous, independent testing by scientists in other relevant fields. Yet, 

instead of hearing from qualified experts in biology, mathematics, or other related 

                                                           
12 Katherine Kwong, The Algorithm Says You Did It: The Use of Black Box Algorithms to Analyze Complex DNA 
Evidence, 31 Harv. J. Law & Tec 275 (2017). 
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disciplines who might have offered meaningful perspectives on STRmix, the Court heard 

from two competitors in the DNA expert witness market who seemed to be professional 

contrarians. Despite chances to participate in testing or improvement of the 

methodology, they were content to stay on the outside and throw stones.  

Ultimately, the criminal justice system is left to rely on the adversarial process to 

enlighten the trier of fact who may reject or accept the new forensic science de jour. All of 

the defense arguments are the kind of issues properly considered under a Frye-plus-

reliability inquiry. But, since that is not the standard, they go to weight and not 

admissibility. The Defense will have wide latitude to point out to the jury why more open, 

independent, methodical scrutiny would be prudent before trusting such evidence.   

 Conclusion 

 For these reasons, the Court finds probabilistic genotyping using STRmix is 

generally accepted in the relevant scientific community and thus admissible under 

Evidence Rule 702. Accordingly, the Defendants’ motions to exclude are hereby Denied. 

 

      Entered: 

 

              
        Judge Thaddeus L. Wilson 
        Cook County Circuit Court 
Date: July 19, 2019      Criminal Division   
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