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Disclaimer 

Points of view in this document are those of the author and 
do not necessarily represent the official position or policies 

of the U.S. Department of Commerce. 

Certain commercial equipment, instruments, and materials 
are identified in order to specify experimental procedures 

as completely as possible. 

In no case does such identification imply a recommendation 
or endorsement by NIST, nor does it imply that any of the 

materials, instruments, or equipment identified are 
necessarily the best available for the purpose. 
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ISFG DNA Commission STR 
Nomenclature 

Considerations

Devil’s in the Details STR Nomenclature 
Meeting and 
Summary Report

ISFG DNA Commission 
STR Nomenclature 
Recommendations 

Convenes

ISFG EB Approves 
formation of DNA 
Commission
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ISFG DNA Commission 
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ISFG DNA Commission on STR Sequence Nomenclature
2016 Consideration 2021 Recommendation
1. Software that allows STR sequences to be exported and stored in 
databases as sequence strings

1.STRINGS

Sequenced STR alleles should be maintained as sequence strings 
oriented to the forward strand of the current genome assembly. 
Sequences should include the minimum genomic coordinate range 
described herein, which is designed to provide sufficient flanking 
region to distinguish the termini of the repeat region.

Recommended minimum range

2. The forward strand direction can be used to align STR sequences

3. GRCh38 is recommended as the framework Continued discussions are 
necessary to decide whether or not to adapt to novel genome assemblies

4. Translate the nomenclature of reverse strand loci and repeat region start and 
end points. 

6. STR sequence strings should include flanking sequences as well as the 
genome coordinates of the sequence

STR Sequence Nomenclature
Defined Coordinates

Supplementary File - 24 auSTRs

PowerSeq 46GY GeneMarker NGS Range
ForenSeq DNA Signature Prep Kit UAS Flanking Region Report Range
Precision ID GlobalFiler NGS v2 Converge .bed file range

STR Sequence Nomenclature
Defined Coordinates

Short Designator

Adapted from Table 2

Adapted from Figure 1

STR Sequence Nomenclature
Formats for STR Sequences

ISFG DNA Commission on STR Sequence Nomenclature
2016 Consideration 2021 Recommendation
1. Software that allows STR sequences to be exported and stored in 
databases as sequence strings

1.STRINGS

Sequenced STR alleles should be maintained as sequence strings 
oriented to the forward strand of the current genome assembly. 
Sequences should include the minimum genomic coordinate range 
described herein, which is designed to provide sufficient flanking 
region to distinguish the termini of the repeat region.

Recommended minimum range

2. The forward strand direction can be used to align STR sequences

3. GRCh38 is recommended as the framework Continued discussions are 
necessary to decide whether or not to adapt to novel genome assemblies

4. Translate the nomenclature of reverse strand loci and repeat region start and 
end points. 

6. STR sequence strings should include flanking sequences as well as the 
genome coordinates of the sequence

5. Comprehensive STR nomenclature systems are preferred for early adopters. 
Backward compatibility

2. BRACKETED REPEAT
Connection between length and seq representation
Universal parameters for all loci

STR Sequence Nomenclature
Formats for STR Sequences

Bracketed Repeat

► STRNaming

Automated conversion of string into bracketed format

Based on defined set of parameters

CE length is maintained in the full allele name

Bracketing might not indicate CE length, e.g. D13S317

Flank polymorphisms oriented relative to repeat
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ISFG DNA Commission on STR Sequence Nomenclature
2016 Consideration 2021 Recommendation
1. Software that allows STR sequences to be exported and stored in 
databases as sequence strings

1.STRINGS

Sequenced STR alleles should be maintained as sequence strings 
oriented to the forward strand of the current genome assembly. 
Sequences should include the minimum genomic coordinate range 
described herein, which is designed to provide sufficient flanking 
region to distinguish the termini of the repeat region.

Recommended minimum range

2. The forward strand direction can be used to align STR sequences

3. GRCh38 is recommended as the framework Continued discussions are 
necessary to decide whether or not to adapt to novel genome assemblies

4. Translate the nomenclature of reverse strand loci and repeat region start and 
end points. 

6. STR sequence strings should include flanking sequences as well as the 
genome coordinates of the sequence

5. Comprehensive STR nomenclature systems are preferred for early adopters. 
Backward compatibility

2. BRACKETED REPEAT
Connection between length and seq representation
Universal parameters for all loci or only new loci

7. Updated allele frequency databases will be necessary 3. RESOURCES
8. Future forensic MPS multiplexes would benefit from retention of past markers 4. NEW LOCI

NIJ Award for STR Nomenclature Resources

Existing Forensic STR Loci

► Update STRSeq BioProject Records to match ISFG Recommendations

► Expand Capability of STRidER for STR Sequence-Based Frequencies

► Develop tool allowing users to format strings and link to resources

New STR Loci

► Align historical STR names to modern reference sequence

► Catalog exemplar sequences for new loci

BioProject Structure

Links to 
BioProjects

Record Structure

Record Structure

STRidER MPS Dataset QC
July 2017 – December 2021

Total submissions: 31
Total n = 8,576

Passed QC: 23
Mean n = 277/dataset

Withdrawal during QC: 7

Rejected: 1

NIJ FUNDS
will support expanding 

STRidER WEBSITE
to provide SEQUENCE-BASED

STR ALLELE FREQUENCIES
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Thank 
You!

STRAND Working Group
Jonathan King – UNTHSC

Lisa Borsuk – NIST
Chris Phillips – USC

Martin Bodner – MUI
David Ballard – KCL

Walther Parson – MUI

ISFG Executive Board & DNA Commission 
on STR Nomenclature Recommendations

NIST Applied Genetics Group
Kevin Kiesler 

Becky Steffen
Lisa Borsuk

Tunde Huszar
Peter Vallone

Funding Sources
NIST Special Programs Office
NIJ Interagency Agreement
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