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Proper Citation

STRBase (RRID:SCR_013465)

Resource Information

URL.: http://www.cstl.nist.gov/div831/strbase/

Proper Citation: STRBase (RRID:SCR_013465)

Description: A database of information on short tandem repeat systems. It contains facts
and sequence information on each STR system, population data, commonly used multiplex
STR systems, PCR primers and conditions, and a review of various technologies for analysis
of STR alleles. STRBase consolidates and organizes the abundant literature on this subject
to facilitate on-going efforts in DNA typing. Observed alleles and annotated sequence for
each STR locus are described along with a review of STR analysis technologies.
Additionally, commercially available STR multiplex kits are described, published polymerase
chain reaction (PCR) primer sequences are reported, and validation studies conducted by a
number of forensic laboratories are listed. To supplement the technical information,
addresses for scientists and hyperlinks to organizations working in this area are available,
along with the comprehensive reference list of over 1300 publications on STRs used for DNA
typing purposes.

Synonyms: STRBase
Resource Type: database, data or information resource

Defining Citation: PMID:11125125

Keywords: dna typing, short tandem repeat, str, str allele, str loci, str locus
Funding:

Resource Name: STRBase
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Resource ID: SCR_013465
Alternate IDs: nif-0000-03501
Record Creation Time: 20220129T080316+0000

Record Last Update: 20250519T204818+0000

Ratings and Alerts
No rating or validation information has been found for STRBase.

No alerts have been found for STRBase.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 19 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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line authentication. Disease models & mechanisms, 16(10).
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of Sciences of the United States of America, 119(40), e2121024119.
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molecular sciences, 20(22).
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research, 3(2), 111.
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Forensic sciences research, 2(1), 26.
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Genome research, 22(6), 1154.
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