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FACIL

RRID:SCR_004375
Type: Tool

Proper Citation

FACIL (RRID:SCR_004375)

Resource Information

URL.: http://facil-host.cmbi.umcn.nl/facil

Proper Citation: FACIL (RRID:SCR_004375)

Description: Genetic code prediction tool that infers the genetic code directly from any set
of nucleic acid sequences and assigns a Random Forest-based reliability score to its
predictions.

Abbreviations: FACIL

Synonyms: FACIL genetic code prediction tool, Genetic code prediction tool FACIL: Fast
and Accurate genetic Code Inference and Logo

Resource Type: service resource, data analysis service, software resource, production
service resource, analysis service resource

Defining Citation: PMID:21653513

Keywords: unix/linux

Availability: Commercial license, Free

Resource Name: FACIL

Resource ID: SCR_004375

Alternate IDs: OMICS 00299

Record Creation Time: 20220129T080224+0000

Record Last Update: 20260729T044058+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_004375/resolver
http://facil-host.cmbi.umcn.nl/facil
https://pubmed.ncbi.nlm.nih.gov/21653513

No rating or validation information has been found for FACIL.

No alerts have been found for FACIL.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 8 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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Nucleic acids research, 47(13), 6858.
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codons reassigned as sense codons in the syndinean Amoebophrya sp. ex Karlodinium
veneficum. PloS one, 14(2), e0212912.
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