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Abstract - The STR Sequencing Project (STRSeq)! was initiated to facilitate the description of  The BioProject will initially contain aggregate alleles across 4,612 samples submitted by four
sequence-based alleles at Short Tandem Repeat (STR) loci targeted in human identification laboratories: National Institute of Standards and Technology (NIST, the project organizer),

assays. STRSeq data are maintained as GenBank records at the U.S. National Center for  Kings College London (KCL), University of North Texas Health Sciences Center (UNT),

STRSeq: A resource for sequence-based STR analysis INJIEST senseris i Techmotoay

Biotechnology Information (NCBI). Each GenBank record contains: 1) observed sequence of an  and University of Santiago de Compostela (USC)?®.

STR region, 2) annotation of the repeat region (“bracketing” consistent with the guidance of
the International Society for Forensic Genetics) and flanking region polymorphisms, 3)
information regarding the sequencing assay and data quality, and 4) backward compatible
length-based allelic designation. STRSeq GenBank records are organized within a BioProject at
NCBI www.ncbi.nlm.nih.gov/bioproject/380127, which is sub-divided by:

e Commonly used autosomal STR Loci

e Alternate autosomal STR Loci

evaluation and confirmation. STRSeq is meant to continually grow

* Y-chromosomal STR loci

as new data sets are developed and new sequences are reported

e X-chromosomal STR loci )
and confirmed.

ING'S

laboratories and samples
provided for evaluation

(Verogen), 2) PowerSeq 46GY (beta version, Promega), and 3) GlobalFiler NGS (Thermo Fisher). All of the samples currently represented in STRSeq have

been sequenced with ForenSeq. NIST has sequenced subsets of >600 samples with PowerSeq (included in the current STRSeq records) and >200 samples
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sequence.

Discussion —The next sets of autosomal, X, and Y STRSeq records representing the remainder of the current samples
will be uploaded to the STRSeq BioProject over the next year. Future plans for this NlJ-funded effort include a
pathway for researchers to submit additional alleles and customized interface tools, which would allow users to easily
search the STRSeq data set. In addition to providing a framework for communication among laboratories, the ability

to search the BioProject can be leveraged as QC for rare sequences encountered in forensic casework.
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potentially be uploaded to the STRSeq Project after additional

Method — Data from three Forensic STR sequencing kits are currently being evaluated for inclusion in STRSeq: 1) ForenSeq DNA Signature Prep Kit

Currently, 1145 records have been uploaded into STRSeq. These submitted
records represent the evaluation of approximately 25% of the current
data set for 28 autosomal STR loci. The plot to the right is a representation
of 35 autosomal STR loci from the four data sets representing 1739

unique sequences, the additional 594 autosomal sequences will

DE SANTIAGO
DE COMPOSTELA

REFERENCE 1 (bases 1 to 1286)
AUTHORS Gettings,K.B., Borsuk,L.A., Ballard,D., Bodner,M., Budowle,B.,

TITLE

JOURNAL  Forensic Sci Int Genet 31, 111-117 (2017)
PUBMED 28888135
REFERENCE 2 (bases 1 to 126)
AUTHORS NIST,A.G.G.

TITLE

JOURNAL Submitted (06-APR-2018) Applied Genetics Group, National Institute

COMMENT

FEATURE
=1e]

misc feature 1..105

misc feature 6..126

repeat_region  62..105

ORIGIN

1
/i

urce 1..126

Catarrhini; Hominidae; Homo.

Devesse,L., King,J., Parson,W., Phillips,C. and Vallone,P.M.
STRSeq: A catalog of sequence diversity at human identification
Short Tandem Repeat loci

Direct Submission

of Standards and Technology, 100 Bureau Drive, MS-8314,
Gaithersburg, Maryland 20899, United States of America
Annotation ('bracketing') of the repeat region is consistent with
the guidance of the ISFG (International Society of Forensic
Genetics), PMID: 26844919. Lower case letters in the 'Bracketed
repeat’' region below denote uncounted bases. The given
length-based allele value was determined using the designated
length-based technology. Variation in the length-based allele
between individuals or assays can result from indels in flanking
regions. The length of reported sequence is dependent on the assay
and the guality of the flanking sequence. This information is
provided as part of the STR Sequencing Project (S5TRseq), a
collaborative effort of the international forensic DNA community.
The purpose of this project is to facilitate the description of
sequence-based STR alleles. Additional resources can be found at
strseq.nist.gov. For gquestions or feedback, please contact
strsegénist.gov. Allele frequency data can be accessed in the
strider.online database.

##HumanSTR-START##

STR locus name :: D151656
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What am | looking at?

1739 unique sequences plotted in a hierarchical representation of the STR
Sequencing Project (STRSeq), which is divided into four subprojects: 1)
Commonly used autosomal STR loci, 2) Alternate autosomal STR loci, 3) Y-
chromosomal STR loci, and 4) X-chromosomal STR loci. Currently only the
autosomal STR subprojects contain sequence records. Circles within the loci
represent observed length-based alleles, which contain colored dots
representing unique sequences.

What do the colors represent?

Colors designate the laboratory from which the unique sequence was identified:
Multiple Labs D NIST KCL . UNT . USC .
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