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+​ Professional Summary 

 

Dr. David Mittelman is a renowned scientist and DNA testing expert with nearly 30 years of experience in 

genetics and genomics. He has co-authored nearly 50 peer-reviewed articles, with his work cited more than 

6,900 times. Dr. Mittelman began his career with the Human Genome Project and trained in Human Genetics at 

Baylor College of Medicine. A pioneer in genome technology, he has advanced DNA sequencing and SNP 

microarray technologies, driving innovation in biomedical research, diagnostics, and forensic science. 

 

+​ Professional Experience 

 

 

Year(s) Positions Held Company 

10/01/2018 - 

Present 

Founder and Chief Executive Officer Othram  

The Woodlands, TX 

09/01/2015 -  

9/30/2018 

Partner and Division President Elite Surgical Affiliates 

The Woodlands, TX 

01/01/2015 - 

08/31/2015 

Investor & Chief Scientific Officer Tute Genomics 

Salt Lake City, UT 

08/01/2013 - 

12/31/2014 

Partner and Chief Scientific Officer Gene by Gene 

Houston, TX 

10/01/2012 - 

07/31/2013 

Founder and Chief Scientific Officer Arpeggi 

Austin, TX 

 
+​ Education  

 

Baylor College of Medicine 

Houston, TX 

Ph.D. Molecular Biophysics, 2007 

University of Texas at Dallas 

Richardson, Texas 

B.S. Neuroscience, 2002 

 

+​ Academic Experience 

 

 

Year(s) Title 

2026 Visiting Senior Research Fellow, Dept of Toxicology & Forensic Science, King’s College  

London 

2010-2013 Associate Professor, Dept of Basic Science, Virginia Tech Carilion School of Medicine. 

(from 2012) 

Associate Professor, Dept of Biological Sciences at Virginia Tech, Department Chair: Dr. 

Brenda Winkel, Ph.D. (from 2011) 
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+​ Forensic Genetic Genealogy Testimony 

 

The cases in the below table signify a sampling of cases in which Othram’s technology was cross-examined in 

court, specifically on the topic of forensic genetic genealogy. As of July 2026, Othram is the only United 

States-based forensic laboratory to defend this technology in a jury trial. An asterisk indicates that Dr. 

Mittelman took the stand. 

 

Year Defendant Court Expertise Verdict 

2024 Clayton Bernard Foreman Jefferson County, 

Texas 

SNP Testing, Forensic Genetic 

Genealogy* 

Guilty 

2021 Glen Samuel McCurley, Jr. Tarrant County, 

Texas 

SNP Testing, Forensic Genetic 

Genealogy 

Guilty 

 

 




