
Resource Summary Report

Generated by nidm-terms on Jul 29, 2026

mrsFAST
RRID:SCR_003128
Type: Tool

Proper Citation

mrsFAST (RRID:SCR_003128)

Resource Information

URL: http://mrsfast.sourceforge.net/

Proper Citation: mrsFAST (RRID:SCR_003128)

Description: A cache-oblivious algorithm designed to map short reads to reference
genome assemblies in a fast and memory-efficient manner. It optimizes cache usage to
get higher performance. Currently Supported Features: * Mistmatches, No indels * Paired-
end Mapping Mode * Discordant Paired-end Mapping Mode (to be used in conjuction with
Variation Hunter)

Abbreviations: mrsFAST

Synonyms: mrsFAST: micro-read substitution-only Fast Alignment Search Tool, micro-
read substitution-only Fast Alignment Search Tool

Resource Type: software resource

Defining Citation: PMID:20676076

Keywords: next-generation sequencing, bio.tools

Availability: Free, Available for download, Freely available

Resource Name: mrsFAST

Resource ID: SCR_003128

Alternate IDs: biotools:mrsfast, nlx_156780

Alternate URLs: https://bio.tools/mrsfast

Record Creation Time: 20220129T080217+0000

Record Last Update: 20260725T190537+0000

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_003128/resolver
http://mrsfast.sourceforge.net/
https://pubmed.ncbi.nlm.nih.gov/20676076


Ratings and Alerts

No rating or validation information has been found for mrsFAST.

No alerts have been found for mrsFAST.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 20 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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