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Proper Citation

Rfam (RRID:SCR_007891)

Resource Information

URL: http://rfam.xfam.org/

Proper Citation: Rfam (RRID:SCR_007891)

Description: The Rfam database is a collection of RNA families, each represented by
multiple sequence alignments, consensus secondary structures and covariance models
(CMs). The families in Rfam break down into three broad functional classes: Non-coding
RNA genes, structured cis-regulatory elements and self-splicing RNAs. Typically these
functional RNAs often have a conserved secondary structure which may be better
preserved than the RNA sequence. The CMs used to describe each family are a slightly
more complicated relative of the profile hidden Markov models (HMMs) used by Pfam.
CMs can simultaneously model RNA sequence and the structure in an elegant and
accurate fashion. Rfam is also available via FTP. You can find data in Rfam in various
ways... * Analyze your RNA sequence for Rfam matches * View Rfam family annotation
and alignments * View Rfam clan details * Query Rfam by keywords * Fetch families or
sequences by NCBI taxonomy * Enter any type of accession or ID to jump to the page for
a Rfam family, sequence or genome

Abbreviations: Rfam, RFAM

Synonyms: RFAM, Rfam database

Resource Type: data or information resource, production service resource, data analysis
service, database, analysis service resource, service resource

Defining Citation: PMID:21062808

Keywords: family, genome, clan, structure, non-coding rna, FASEB list

Funding: Howard Hughes Medical Institute ;
University of Manchester; Manchester; United Kingdom ;
Wellcome Trust WT077044/Z/05/Z

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_007891/resolver
http://rfam.xfam.org/
https://pubmed.ncbi.nlm.nih.gov/21062808


Resource Name: Rfam

Resource ID: SCR_007891

Old URLs: http://rfam.sanger.ac.uk/

Record Creation Time: 20220129T080244+0000

Record Last Update: 20260808T185902+0000

Ratings and Alerts

No rating or validation information has been found for Rfam.

No alerts have been found for Rfam.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 4040 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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