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Total: $363,613.00 
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Co-PI; Enhanced Sample Preparation and Data Interpretation Strategies for 
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PI; DNA Capacity Enhancement and Backlog Reduction Program, FY15, Awarded by 
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– 12/32/2017; $507,165.00. 
 
PI; Using DNA Technology to Identify the Missing, FY15, Awarded by the 
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PI; Management and Support of the National and Missing Persons System, FY15, 
Awarded by the National Institute of Justice; Award Number: 2011-MU-BX-K063; 
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PI; DNA Analysis of Sexual Assault Evidence, Interagency Agreement Texas 
Department of Public Safety, 09/01/2016 – 12/31/2016; $192,990.00. 
 
PI; Typing Highly Degraded DNA Using Circularized Molecules and Target 
Enrichment; Awarded by the National Institute of Justice; Award Number: 2016-
DN-BX-0154; 01/01/2017 – 12/31/2018; $682,474.00. 
  
PI; Application for Funding to Support the National Missing and Unidentified 
Persons System (NamUs); Awarded by the National Institute of Justice; Award 
Number: 2016-MU-BX-K007; 10/01/2016 – 09/30/2017; $4,700,000.00. 
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PI; FY 2016 DNA Capacity Enhancement and Backlog Reduction Program; Awarded 
by the National Institute of Justice; Award Number: 2016-DN-BX-0114; 
01/01/2017 – 12/31/2018; $473,465.00. 
 
PI; Evaluation and Implementation of High Throughput Second Generation 
Sequencing for Mitochondrial DNA Testing in Missing Persons and Forensic 
Casework at the UNT Center for Human Identification; Awarded by the National 
Institute of Justice; Award Number: 2016-DN-BX-K001; 01/01/2017 – 12/31/2018; 
$727,072.00. 
 
PI; FY17 Graduate Research Fellowship in Science, Technology, Engineering, 
and Mathematics; Awarded by the National Institute of Justice; Award Number: 
Award 2017-IJ-CX-0010; 08/01/2017 – 07/31/2018; Total: $46,155.00. 
 
PI; Reducing Human Trafficking Through Forensics in Central America; Awarded 
by the U.S. Department of State; Award Number: S-INLEC-17-GR-1013; 09/20/2017 
– 09/20/2018; $3,301,122.48. 
 
PI; Development of a Mitochondrial Mixture Database and Interpretation Tool; 
Awarded by the National Institute of Justice; Award Number: 2017-DN-BX-0134; 
01/01/2018 – 12/31/2019; Total: $556,910.00. 
 
PI; Application for Funding to Support the National Missing and Unidentified 
Persons System (NamUs); Awarded by the National Institute of Justice; Award 
Number: 2016-MU-BX-K007 (continuation); 10/01/2017 – 09/30/2018; 
$7,455,832.00. 
 
PI; FY 2017 DNA Capacity Enhancement and Backlog Reduction Program; Awarded 
by the National Institute of Justice; Award Number: 2016-DN-BX-0114; 
01/01/2018 – 12/31/2019; $494,555.00. 
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Masters 
Shamika Kelley, Masters, Thesis Practicum: Assessment of DNA transfer events 
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David Warshauer, Masters, Thesis Practicum: An evaluation of saliva-based DNA 
transfer, August 2011. 
 
Alyssa Koehn, Masters Thesis: Identification of unknown PCR products 
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Andrea Moore, Masters Thesis: STR typing of reference samples with rapid DNA 
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Doctoral 
Pamela Marshall, Doctoral Dissertation: Improved tools for the robust 
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David Warshauer, Doctoral Dissertation: Development of a comprehensive 
massively parallel sequencing panel of single nucleotide polymorphism and 
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125(3):341‐8 

 
M.K. Jones, S.R. Hughes‐Stamm, T.H. Cribb. (2000) Ultrastructure of the digestive tract of Gyliauchen 
nahaensis (Platyhelminthes, Digenea), an inhabitant of the hind-‐gut of herbivorous fishes. Journal of 
Morphology 246 (3):198‐211 

 
S.R. Hughes‐Stamm, T.H. Cribb & M.K. Jones. (1999) Structure of the tegument of Gyliauchen 
nahaensis (Digenea: Gyliauchenidae), with observations on tegument-associated microorganisms. 
Journal of Parasitology 85:1047‐1052 

 
Wen Yang, Malcolm Jones, Jinjiang Fan, Sheree Hughes‐Stamm, Donald McManus. (1999) 
Characterisation of a family of Schistosoma japonicum proteins related to dynein light chains. 
Biochimica et Biophysica Acta 1432: 13-26 

 
 

Books 
N/A 

 
Chapters 
N/A 

 
Proceedings 
Amy Sorensen, MS, David Gangitano, PhD, Sheree Hughes-‐Stamm, PhD. 2014. DNA Preservation 
and Rapid Purification of Decomposing Human Tissue Samples; A DVI Application.  Association    of 
Forensic DNA Analysts and Administrators (AFDAA). 2014 Summer Meeting. Houston, TX 
 
Bodies, Bones and Bombs; Human Identification.  2016.  Esiri Tasker, Charity Beherec, Rachel 
Houston, Sheree Hughes-Stamm  2nd Human Identification Solutions (HIDS) Conference. 
Barcelona, Spain. 
 

 
Artistic Performances 
N/A 

 
Artistic Exhibitions 
N/A 

 
 
 



Research Monographs and Technical Reports 
 
  Final Technical Report - US National Institute of Justice (NIJ) Award #2013-‐DN-‐BX-‐K034      
 
 
Funded External Grants 
 
US National Institute of Justice (NIJ) Award #2015-DN-BX-K066 
(for Jan 2016-Dec 2017) Principal Investigator. Funded for $725,000 
Enhanced Sample Preparation and Data Interpretation Strategies for Massively Parallel Sequencing for 
Human Identification in Missing Persons and DVI Casework 
PI: Sheree Hughes-Stamm ,  Co.PI: Bruce Budowle,   Co-Inv: David Gangitano 
 
US National Institute of Justice (NIJ) Award #2013‐DN-BX‐K034      
(for Jan 2014‐Dec 2014) Principal Investigator. Funded for $170,000 
Preservation of high throughput methods for Human Tissue Samples in Tropical Climates. PI: Sheree 
Hughes-‐Stamm , Co.PI: David Gangitano 

 
SHSU Enhancement Research Grant (ERG) $15,000 (2015) Forensic Next Generation DNA tools for 
decomposed tissues. Co‐PIs: Sheree Hughes‐Stamm and David Gangitano  

 
SHSU Enhancement Research Grant (ERG) $10,000   (2014) 
Biological and environmental factors related to stalking. 
PI: Danielle Boisvert 
Co.Inv: Todd Armstrong, Matt Nobles, Brian Boutwell, David Gangitano, Sheree Hughes-Stamm 

 
Bond University Faculty of Health Science & Medicine Research Grants (two grants in 2008) 

  $15,000 each 
 

Bond University Research and Consultancy Services (BURCS/BUGSR) Student Support Scheme Grants 
(2009 and 2011) $3000 each. 
 

 
 

Peer-Review Presentations/Posters 
 
Amanda Wheeler, Natalia Czado, David Gangitano, and Sheree Hughes-Stamm. Comparison of DNA Yield & 
STR Success Rates from Various Tissues in Embalmed Bodies. Proceedings of the American Academy of 
Forensic Sciences (Feb 2016). 
 
Amy Sorensen, Clare Berry, David Bruce, Michelle Gahan, Sheree Hughes-Stamm, and Dennis McNevin. 
Tissue Preservation with Direct-to-PCR for DNA Profiling: An Alternative DVI Approach. Proceedings of the 
American Academy of Forensic Sciences (Feb 2016). 
 
Carrie Mayes and Sheree Hughes-Stamm. Development and Initial Evaluation of a miRNA System for 
Forensically Relevant Body Fluids Using Capillary Electrophoresis. Proceedings of the Gordon Research 
Conference; Forensic Analysis of Human DNA (June 2016). 
  
Esirioghene Tasker, Bobby LaRue, David Gangitano, and Sheree Hughes-Stamm. Analysis of DNA from Post-
blast Fragments for Identification and Determination of Ancestry. Proceedings of the Gordon Research 
Conference; Forensic Analysis of Human DNA (June 2016). 
 



Daniela Anane-Bediakoh, Martin Lopez, Holly Whillock, Sheree Hughes-Stamm, and Amy Castillo. Can DNA 
Data Be Used to Establish a Cut-Off Time for Juvenile Sexual Assault Exams. Proceedings of the American 
Academy of Forensic Sciences (Feb 2016). 
 
Kyleen Elwick, Sheree Hughes-Stamm, Kimberly Andreaggi, and Michelle Peck.  Optimization and 
Validation of the ForensicGEM Rapid Extraction Method for High-throughput Processing of Cotton Buccal 
Swabs. Proceedings of the American Academy of Forensic Sciences (Feb 2016). 

 
Natalia Czado, Bobby LaRue, Jr., Amanda Wheeler, Rachel Houston, Amy Sorensen, David Gangitano, and 
Sheree Hughes-Stamm. The Effectiveness of Various Strategies to Improve DNA Analysis of Formaldehyde-
Damaged Tissues From Embalmed Cadavers for Human Identification (HID) Purposes. Proceedings of the 
American Academy of Forensic Sciences (Feb 2016). 
 
Rachel Houston, Sheree Hughes-Stamm, and David Gangitano. Evaluation of a 13-Loci Short Tandem 
Repeat (STR) Multiplex System for Cannabis sativa Genetic Identification. Proceedings of the American 
Academy of Forensic Sciences (Feb 2016). 
 
 
Rachel Houston, Sheree Hughes-Stamm, David Gangitano. 2015.  Evaluation of a 13-loci STR multiplex 

system for Cannabis sativa genetic identification. The 26
th International Symposium on Human 

Identification. Grapevine, TX. 
 
Elizabeth Rahman, David Gangitano, Gabriel Boselli, Sheree Hughes-Stamm .  2015. Evaluation of a One-

Step DNA Extraction Method for “touch” Samples. The 26
th International Symposium on Human 

Identification. Grapevine, TX. 
 
A. Sorensen, C. Berry, D. Bruce, M. Gahan, S. Hughes-Stamm and D. McNevin.  2015. Direct-to-PCR Tissue 

Preservation for DNA Profiling. The 26
th International Symposium on Human Identification. Grapevine, 

TX. 
 
Amy Sorensen, MS, Elizabeth Rahman, BSc, Cassandra Schield, MS, James White, MS, David Gangitano, 
PhD, Sheree Hughes-‐Stamm, PhD.  2015.  Room Temperature DNA Preservation and Rapid Purification 
of Decomposing Human Tissue Samples; An Alternative DVI Approach.    AAFS 67th Annual Scientific 
Meeting, Orlando, FL 

 
Amy Sorensen, MS, David Gangitano, PhD, Sheree Hughes-‐Stamm, PhD. 2014. Room Temperature DNA 
Preservation and High-‐Throughput Purification of Decomposing Human Tissue Samples; An Improved 
DVI Approach.  The 22nd International Symposium on the Forensic Sciences.  The Australian and New 
Zealand Forensic Science Society.  Adelaide, Australia 

 
Amy Sorensen, MS, David Gangitano, PhD, Sheree Hughes-‐Stamm, PhD. 2014. Room Temperature DNA 
Preservation and Rapid Purification of Decomposing Human Tissue Samples; A DVI Application. The 
25th International Symposium on Human Identification.  Phoenix, AZ. 

 
James White, B.S.*; Sarah Bahlmann, M.S.; Sheree Hughes-‐Stamm, Ph.D.; David Gangitano, Ph.D. 2014.  
Development and Evaluation of a Rapid PCR Method for a Commercially Available MiniSTR Kit for 
Human Identification.     AAFS 66th Annual Scientific Meeting, Seattle, WA 

 
Elizabeth Rahman, B.S.*; Sheree Hughes-‐Stamm, Ph.D.  2014. Preservation of Human Tissue Samples in 
Tropical Climates.  AAFS 66th Annual Scientific Meeting, Seattle, WA 

 



Kourtni Woods, B.S.*, Frank Warnke, DDS, Sheree Hughes-‐Stamm, Ph.D.  2014.  An Improved Method 
of DNA Extraction From Environmentally Challenged Teeth  AAFS 66th Annual Scientific Meeting, 
Seattle, WA 

 
Sarah Bahlmann, Sheree Hughes-‐Stamm, David Gangitano. 2013.  Development and Evaluation of a 
Rapid PCR Method for the Powerplex®S5 System for Forensic DNA Profiling.  The 23rd International 
Symposium on Human Identification, Atlanta, USA 

 
S.R. Hughes-‐Stamm. 2012. The 200 year-‐old HMS Pandora shipwreck: Combined Forensic Anthropology 
and Genetic Analysis of the Skeletal Remains Recovered.  Australian and New Zealand Forensic Science 
Society (ANZFSS) Symposium. Hobart, AUSTRALIA 

 
Sheree Hughes-‐Stamm, Kevin Ashton, Angela van Daal. 2011.  STR Genotyping of Environmentally 
Challenged Skeletal Samples.  The 22nd International Symposium on Human Identification, Washington 
DC, USA 

 
Mark Barash, Wenji Liu, Sheree Hughes-‐Stamm, Angela van Daal.  2011  Identification of Single 
Nucleotide Polymorphisms (SNPs) Involved in the Determination of Physical Appearance. 
The 22nd International Symposium on Human Identification, Washington DC, USA 

 
Sheree Hughes-‐Stamm, Kevin Ashton, Angela van Daal . 2010.  Assessment of DNA Degradation and 
the Predictive Genotyping Success of Highly Degraded Samples. 
The 21st International Symposium on Human Identification, San Antonio, TX, USA 

 
S.R. Hughes-‐Stamm, K.A. Ashton, A. van Daal. 2009.   Assessment of DNA Degradation and the 
Genotyping Success of Highly Degraded Samples. 
6th International Society of Applied Biological Sciences (ISABS) Conference Human Genome Project 
Based Applications in Forensic Science, Anthropology and Individualized Medicine.    Split, Croatia. 

 
S.R. Hughes-‐Stamm, K.A. Ashton, A. van Daal. 2008. Measures of DNA Degradation and the Presumptive 
Genotyping Success of Highly Degraded Samples.  Australian and New Zealand Forensic Science 
Society (ANZFSS) Symposium. Melbourne, AUSTRALIA 

 
M.K. Jones , S.R. Hughes-‐Stamm, T.H. Cribb. (2000) Morphology of the digestive system of the digenean 
trematode Gyliauchen nahaensis -‐  An endocommensal flatworm with a herbivorous diet. New Zealand 
Society for Parasitology/ Australian Society for Parasitology.  Wellington, NZ 

 
 

Pantaleon M., Hughes-‐Stamm S.R., Kaye P.L. 1999. Glucose is essential for GLUT3 expression and 
blastocyst formation in the mouse. 
Australian Society for Biochemistry and Molecular Biology Incorporated   (ASBMB)       Australian and 
New Zealand Society for Cell & Developmental Biology Incorporated Combined Conference Abstracts. 
Sym-‐35-‐05 (Abstract) 

 
M. Pantaleon, S.R. Hughes-‐Stamm, P.L.Kaye. 1998. A role for glucose in cleavage stage mouse 
development.   Australian Society for Reproductive Biology. Pg.43 

 
 

Work or Professional Experiences 
 
Assistant Professor, Forensic Science (2012-current) 
Director of Graduate Programs, Department of Forensic Science 
Forensic Science Department, Sam Houston State University, Huntsville, TX. 



 
Senior Teaching Fellow (2006‐2012) 
Faculty of Health Sciences and Medicine, Bond University, Gold Coast, Australia 

 
Teaching Fellow (2002‐2006) 
School of Physiotherapy and Exercise Science, Griffith University, Gold Coast, Australia Postgraduate 
Tutor (2000-‐2001) 
Department of Anatomical Sciences, University of QLD, Brisbane, Australia 

 
Research Assistant (1999) 
Department of Anatomical Sciences, University of QLD, Brisbane, Australia 

 
Laboratory Technician   (1998) 
Science Department, University of the Sunshine Coast, Australia 

 
Research Assistant (1997‐1998) 
Department of Physiology and Pharmacology, University of QLD, Brisbane, Australia Center for 
Microscopy and Microanalysis, University of QLD, Brisbane, Australia 

 
Anatomy Tutor (1996) 
Department of Anatomical Sciences, University of QLD, Brisbane, Australia 

 
 

Honors and Awards 
 
Australian and New Zealand Forensic Science Society (ANZFSS) National Award, 2012  
Bond University Alumni Student Opportunity Award, 2011 
Bond University Open Day Graduate Poster Prize, 2009 
Australian and New Zealand Forensic Science Society (ANZFSS) Allan Hodda Memorial Award, 2009 
Australian Postgraduate Award (APA),   2008 
Australian Federation of University Women Fellowship Award, 2001   Australian Society of 
Reproductive Biology Serono Junior Scientist Award, 1997 
Science Faculty Commendation for High Achievement, UQ (GPA>6.0), 1996 & 1997      
Golden Key National Honour Society Member For outstanding scholastic achievement (UQ) 

 
 
 
Other Competencies 
 
Texas Forensic Science Commissioner, 2014‐current 
Walker County Voluntary Organizations Active in Disaster (VOAD) (2013‐ current) American Academy of 
Forensic Sciences, Trainee Affiliate (2012- current) American Academy of Forensic Sciences, Student 
Affiliate (2011- 2012) 
Australian & New Zealand Forensic Science Society (QLD Branch, Steering Committee) 2008-‐2012 Bond 
University Women’s Network (Steering Committee) (2009-2012) 
Australian Federation of University Women (1997-2000) Advanced Pathology Training Course (1997) 



D.	JODY	KOEHLER	
1700 N Congress Avenue, Austin, TX 78701 | 512-936-0729 | jody.koehler@fsc.texas.gov 

EDUCATION 

Southwest Texas State University 
M.S. in Biology 1996 
Minor: Biochemistry 
Thesis: “Use of Random Amplified Polymorphic DNA (RAPD) to Identify Largemouth Bass Subspecies and Their Intergrades” 
 
Southwest Texas State University 
B.S. in Aquatic Biology 1993 
Minor: Chemistry 

AWARDS 

Graduate Stipend, Southwest Texas State University January 1994 – December 1994 
Academic Excellence Award, Southwest Texas State University May 1993, May 1996 
Fred and Yetta Richan Aquatic Biology Award, Southwest Texas State University May 1993 
Dean’s List, Southwest Texas State University and Texas A&I University May 1989, May 1992, May 1993 
Honor Roll, Texas A&I University  September 1989 
Livestock Show and Rodeo Scholarship, Texas A&I University December, 1988 
Alpha Chi-Member  
Houston Golden Key National Honor Society –member 

TEACHING EXPERIENCE 

Southwest Texas State University 
Laboratory Instructor-Introductory Botany/Aquatic Biology 1994 
Taught laboratory sections of Introductory Botany and Aquatic Biology. 

Austin Community College  
Adjunct Instructor-Introductory Biology/Microbiology 2002-2005 
Taught lecture and laboratory sections of Introductory Biology and Microbiology. Graded all written 
work and developed course curriculum. 

Concordia University 
Adjunct Instructor-Introductory Biology/Forensic Science 2005-2009 
Taught lecture and laboratory sections of Introductory Biology. Taught Forensic Science. Graded all 
written work and developed course curriculum. 

RELATED EXPERIENCE 

Texas Forensic Science Commission 
Senior Scientific Advisor November 2017 – Present 
Provide technical expertise to the Texas Forensic Science Commission investigations, assist with t 
he Commission’s laboratory accreditation program and provide vital support to the Licensing Advisory  
Committee tasked with implementing the forensic analyst licensing program.  
 
ANSI-ASQ National Accreditation Board (ANAB) 
Contract Lead Assessor January 2017-Present 
Lead assessment teams to determine if forensic laboratories are in compliance with international  
accreditation standards, including standards set by the International Organization for Standardization. 
  
Laboratory Manager, Capitol Area Regional Laboratory March 2017 – October 2017 
Lead the Capitol Area Regional Laboratory, performing performance reviews, implementing process 
improvement to ensure the laboratory is meeting the needs of our clients by producing high quality 
casework in a timely manner, testifying in court, compiling grant progress report data, meeting with 
employees to ensure their needs are met, working with under-performing employees to ensure they 
are can perform the job duties that are required of them, serving as the Quality Manger and DNA 
Technical Leader, and approving expenditures required to operate the laboratory 
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Texas Department of Public Safety Crime Laboratory 
DNA Section Supervisor II/III, Austin Laboratory November 2006 –March 2017 
Lead a team of 20 DNA analysts, performing performance reviews, implementing process 
improvement to ensure the section is meeting the needs of our clients by producing high quality 
casework in a timely manner, testifying in court, compiling grant progress report data, meeting with 
employees to ensure their needs are met, working with under-performing employees to ensure they 
are can perform the job duties that are required of them, serving on a subcommittee to standardize the 
way DNA mixture profiles are interpreted within the crime laboratory, serving as the Technical 
Leader for our Weslaco Regional laboratory, mentoring new Technical Leaders/supervisors in the 
Crime Laboratory system, coordinating and overseeing the CODIS review project with private 
laboratories, and approving expenditures required to operate the DNA Section. 

Texas Department of Public Safety 
DNA Technical Leader/DNA Section Supervisor May 2004 – November 2006 
Provided oversight for the technical operations of the DNA section, trained new analysts, provided 
oversight for proficiency testing of the analysts, troubleshooting instrumentation, evaluated 
employees' abilities and recommended remedial training if required, conducted administrative review 
on DNA cases, validated new equipment, performed DNA casework, and investigated crime scenes. 

 
Austin Independent School District 
Teacher August 2002-August 2003 
Taught 7th grade Magnet Science, Medical Technology, and Marine Biology. Supervised the work of 
28 students in a biology classroom. Kept accurate records of attendance, students' grades, and 
documentation of conversations with students and parents. Met the students' and parents' needs on a 
daily basis in a professional manner. Planned lessons to ensure TEKS guidelines were satisfied. 

Texas Department of Public Safety 
Criminalist/DNA Technical Leader November 1996-July 2001 
Trained new employees to perform DNA analysis for the Austin laboratory as well as the regional 
laboratories. Provided oversight for proficiency testing, quality assurance and quality control, 
troubleshooting instrumentation, and instrument validation. Testified in court as an expert witness, 
investigated contamination incidents, and performed DNA analysis on forensic cases. Served as a 
team member on the system-wide DNA Advisory Board. 

Texas Parks and Wildlife Department 
Microbiologist  December 1994-November 1996 
Established two DNA laboratories within the Inland Fisheries Division. Performed genetic analysis on fish 

       populations within Texas using protein and DNA analysis methods. Investigated fish health issues.  

PUBLICATIONS AND PAPERS 

Kathryn Oostdik, Kristy Lenz, Jeffrey Nye, Kristin Schelling, Donald Yet, Scott Bruski, Joshua Strong, Clint Buchanan, Joel Sutton, Jessica 
Linner, Nicole Frazier, Hays Young, Learden Matthies, Amber Sage, Jeff Hahn, Regina Wells, Natasha Williams, Monica Price, D. Jody 
Koehler, Melisa Staples, Katie L. Swango, et al. 2014. Developmental validation of the PowerPlex® Fusion System for analysis of casework 
and reference samples: A 24-locus multiplex for new database standards. FSI: Genetics, Vol. 12: 69-76 
 
Jonelle M. Thompson, Margaret M. Ewing, William E. Frank, Jill J. Pogemiller, Craig A. Nolde, D. Jody Koehler, Alyssandra M. Shaffer, 
Dawn R. Rabbach, Patricia M. Fulmer, Cynthia J. Sprecher, Douglas R. Storts. 2013. Developmental validation of the PowerPlex® Y23 
System: A single multiplex Y-STR analysis system for casework and database samples. FSI: Genetics Vol 7 (2): 240-250. 
 
Johnson, S.K., L.T. Fries, D.J. Williams, and D.G. Huffman. 1995. Presence of the parasitic swim bladder nematode, Anguillicola crassus, in 
Texas aquaculture. World Aquaculture 26(3):35-36. 
 
Fries, L.T., D.J. Williams, and S.K. Johnson. 1996. Occurrence of Anguillicola crassus, an exotic parasitic swim bladder nematode of eels, in 
the southeastern United States.  Transactions of the American Fisheries Society 125 (5): 794-797. 
 
Williams, D.J., S. Kazianis, and R.B. Walter. 1998. Use of Random Amplified Polymorphic DNA (RAPD) for the Identification of Largemouth 
Bass Subspecies and Their Intergrades. Transactions of the American Fisheries Society 127 (5): 825-832. 
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MEMBERSHIPS 

American Society of Crime Laboratory Directors 
Association of Forensic DNA Analysts and Administrators 

AUDITOR QUALILFICATIONS 

ANSI-ASQ National Accreditation Board-Lead Assessor (2017) 
American Society of Crime Laboratory Directors-Laboratory Accreditation Board-International Assessor (2006) 
American Society of Crime Laboratory Directors-Laboratory Accreditation Board-Legacy Inspector (2005) 
The FBI Quality Assurance Standards for Forensic DNA Testing Laboratories Auditor (STR and Y-STR)-2005, updated training as required 

REFERENCES 

Available upon request 
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The data does not support the theory that the contamination events were directly correlated to the laboratory's 
implementation of the GlobalFiler amplification kit. This amplification kit has a higher sensitivity than the previous 
amplification kit and was implemented in casework in January 2017. If the transition to GlobalFiler was a contributing 
factor, the expectation would have been an increase in contamination events at or around this time frame. However, 
the spike in contamination events occurred much later in the year, thereby discrediting this theory.    
 
While there was a noted increase in contamination of the reagent blanks that are created as part of the QIAcube 
differential procedure, this increase has been categorized as correlation and possible causation. The laboratory had 
an increased amount of differential procedures being performed in the months in which the spike occurred, however 
there is no evidence that the extraction procedure inherently lends itself to increased contamination. The differential 
procedure was not modified at or around the time of the spike. Therefore, if the procedure itself inherently caused 
increased contamination events, a spike would have been expected when the procedure was brought online initially. 
There were no laboratory contamination events for the months of October, November and December 2017 and the 
differential procedure is still being performed consistently.       
 
The data does not support the theory that the contamination events that ultimately resolved upon re-amplification 
were due to poor technique in the original amplification. Upon review of the data, it was not possible to identify a 
particular staff member whose technique could have been contributing to the contamination events. The activity 
observed prior to re-amplification was generally low level in nature. Seventy five percent of the events involved less 
than or equal to one peak above the analytical threshold; ninety percent involved less than or equal to two peaks 
above the analytical threshold. Lastly, for each of these twelve events, the DNA activity was resolved upon re-
amplification and there were no concerns when the amplification procedure was observed.       
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