
Accepted Manuscript

Title: Potential highly polymorphic short tandem repeat
markers for enhanced forensic identity testing

Authors: Nicole M.M. Novroski, August E. Woerner, Bruce
Budowle

PII: S1872-4973(18)30331-4
DOI: https://doi.org/10.1016/j.fsigen.2018.08.011
Reference: FSIGEN 1954

To appear in: Forensic Science International: Genetics

Received date: 7-6-2018
Revised date: 2-8-2018
Accepted date: 21-8-2018

Please cite this article as: Novroski NMM, Woerner AE, Budowle B,
Potential highly polymorphic short tandem repeat markers for enhanced
forensic identity testing, Forensic Science International: Genetics (2018),
https://doi.org/10.1016/j.fsigen.2018.08.011

This is a PDF file of an unedited manuscript that has been accepted for publication.
As a service to our customers we are providing this early version of the manuscript.
The manuscript will undergo copyediting, typesetting, and review of the resulting proof
before it is published in its final form. Please note that during the production process
errors may be discovered which could affect the content, and all legal disclaimers that
apply to the journal pertain.

https://doi.org/10.1016/j.fsigen.2018.08.011
https://doi.org/10.1016/j.fsigen.2018.08.011


Title: Potential highly polymorphic short tandem repeat markers for enhanced forensic 

identity testing 

 

Nicole M.M. Novroski, August E. Woerner, Bruce Budowle 

Center for Human Identification, Graduate School of Biomedical Sciences, University of North 

Texas Health Science Center, 3500 Camp Bowie Blvd. Fort Worth, TX 76107, USA 

Corresponding Author: Nicole MM Novroski 

     Center for Human Identification 

     Graduate School of Biomedical Sciences 

     University of North Texas Health Science Center 

     3500 Camp Bowie Blvd, CBH-250 

     Fort Worth, TX 76107 

     Email: Nicole.Novroski@live.unthsc.edu 

     Tel: 1+ 817 735 2940; fax 1+ 817 735 5016 

 

 

Highlights 

 Scanned thousands of polymorphic short tandem repeats in the human genome for 

potential use in forensic applications 

 Identified 793 potential candidate short tandem repeats with estimated high 

heterozygosity (>80%), reduced allele spread (≤ 10) and repeat motifs of at least four 

nucleotides (tetranucleotides and greater) 

 Sequenced and characterized 248 short tandem repeat candidate markers using the 

Illumina TruSeq Custom Amplicon v1.5 kit, STRait Razor v3, PANDAseq and in-house 

Microsoft Excel workbooks 

 Identification of 53 short tandem repeat markers meeting the desired criteria of high 

heterozygosity, reduced allele spread, and nucleotide motif size that may be suitable for 

enhanced DNA mixture de-convolution efforts 
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