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Type: Tool

Proper Citation

Short Read Sequence Typing for Bacterial Pathogens (RRID:SCR_015870)

Resource Information

URL.: https://github.com/katholt/srst2

Proper Citation: Short Read Sequence Typing for Bacterial Pathogens
(RRID:SCR_015870)

Description: Software that is designed to take Illumina sequence data, a MLST database
and/or a database of gene sequences (e.g. resistance genes, virulence genes, etc) and
report the presence of STs and/or reference genes.

Abbreviations: SRST2

Synonyms: SRST2: Short Read Sequence Typing for Bacterial Pathogens, Short Read
Sequence Typing v2

Resource Type: sequence analysis software, source code, software resource, data analysis
software, software application, data processing software

Defining Citation: PMID:25422674

Keywords: genotype analysis, illumina sequence data, mist database, gene sequence, st,
reference gene, short read

Related Condition: infectious disease

Funding: NHMRC of Australia 1043830;

NHMRC of Australia 1061409;

NHMRC of Australia 1061435;

Victorian Life Sciences Computation Initiative (VLSCI) VR0082



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_015870/resolver
https://github.com/katholt/srst2
https://pubmed.ncbi.nlm.nih.gov/25422674

Availability: Free, Available for download

Resource Name: Short Read Sequence Typing for Bacterial Pathogens
Resource ID: SCR_015870

Alternate IDs: OMICS 12777

Alternate URLSs: http://katholt.github.io/srst2/, https://sources.debian.org/src/srst2/
Old URLSs: http://srst.sourceforge.net/

License: New BSD 3-clause License

License URLSs: https://github.com/katholt/srst2/blob/master/LICENSE.txt

Record Creation Time: 20220129T080327+0000

Record Last Update: 20250521T061627+0000

Ratings and Alerts

No rating or validation information has been found for Short Read Sequence Typing for
Bacterial Pathogens.

No alerts have been found for Short Read Sequence Typing for Bacterial Pathogens.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 17 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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