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Type: Tool

Proper Citation

QMRLFS-finder (RRID:SCR_014584)

Resource Information

URL.: http://rloop.bii.a-star.edu.sg/?pg=gmrlfs-finder

Proper Citation: QmRLFS-finder (RRID:SCR_014584)

Description: A software which predicts R-loop Forming Sequences (RLFSSs) in nucleic
acid sequences based on the experimentally supported structural models of RLFSs. The
tool identifies and visualizes RLFS coordinates from natural or artificial DNA or RNA input
seqguences and creates standard-compliant output files for later annotation and analysis.

Synonyms: QmRLFS finder
Resource Type: software application, software resource, data analytics software

Defining Citation: PMID:26400173, PMID:25883153

Keywords: r-loop, r loop, rif, rlfs, dna, rna, input sequences, output files, annotation,
analysis, bio.tools

Funding: Singapore Agency for Science Technology and Research

Availability: Open Source

Resource Name: QmRLFS-finder

Resource ID: SCR_014584

Alternate IDs: biotools:gmrlfs-finder

Alternate URLSs: https://omictools.com/gmrlfs-finder-tool, https://bio.tools/gmrlifs-finder
Record Creation Time: 20220129T080321+0000

Record Last Update: 20260812T044248+0000

Ratings and Alerts


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_014584/resolver
http://rloop.bii.a-star.edu.sg/?pg=qmrlfs-finder
https://pubmed.ncbi.nlm.nih.gov/26400173
https://pubmed.ncbi.nlm.nih.gov/25883153

No rating or validation information has been found for QmRLFS-finder.

No alerts have been found for QmRLFS-finder.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 16 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Briggs E, et al. (2018) Genome-wide mapping reveals conserved and diverged R-loop
activities in the unusual genetic landscape of the African trypanosome genome. Nucleic
acids research, 46(22), 11789.

Jenjaroenpun P, et al. (2017) R-loopDB: a database for R-loop forming sequences (RLFS)
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