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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: service resource, data or information resource, data analysis service,
database, production service resource, analysis 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/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_007891/resolver
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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: 20260729T044158+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 3693 mentions in open access literature.

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

Song LCT, et al. (2026) Identification of proteins influencing CRISPR-associated
transposases for enhanced genome editing. Science advances, 12(1), eaea1429.

Wang YH, et al. (2026) Insights into dill (Anethum graveolens) flavor formation via
integrative analysis of chromosomal-scale genome, metabolome and transcriptome.
Journal of advanced research, 79, 847.

Zhou Z, et al. (2026) Chromosome-level genome provides novel insights into the starch
metabolism regulation and evolutionary history of Tetraselmis helgolandica. Journal of
advanced research, 79, 251.

Chen J, et al. (2026) Genomic and transcriptomic analysis of yield enhancement
mechanism of lipopeptide iturin W by tryptone supplementation. Microbiology spectrum,
14(1), e0324725.

Naktang C, et al. (2025) Chromosome-level assemblies of two hexaploid bamboos,
Thyrsostachys oliveri and Thyrsostachys siamensis, provide a foundation for functional
and comparative genomics studies. GigaScience, 14.

Liu C, et al. (2025) A chromosome-scale genome assembly of the pioneer plant
Stylosanthes angustifolia: insights into genome evolution and drought adaptation.
GigaScience, 14.
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Liu H, et al. (2025) A telomere-to-telomere gapless genome reveals SlPRR1 control of
circadian rhythm and photoperiodic flowering in tomato. GigaScience, 14.

Lan T, et al. (2025) Enhancing inbreeding estimation and global conservation insights
through chromosome-level assemblies of the Chinese and Malayan pangolin.
GigaScience, 14.

Mu W, et al. (2025) The haplotype-resolved T2T genome for Bauhinia ?? blakeana sheds
light on the genetic basis of flower heterosis. GigaScience, 14.

Jiang D, et al. (2025) The telomere-to-telomere genome of flowering cherry (Prunus
campanulata) reveals genomic evolution of the subgenus Cerasus. GigaScience, 14.

Huang C, et al. (2025) Impacts of parental genomic divergence in non-syntenic regions on
cotton heterosis. Journal of advanced research, 73, 15.

Terai G, et al. (2025) Deep generative model of RNAs based on variational autoencoder
with context-free grammar. Bioinformatics (Oxford, England), 41(8).

Yue D, et al. (2025) Chromosome-level genome assembly of Ampulex clypecomplana
Chen & Li (Hymenoptera: Ampulicidae). Scientific data, 12(1), 1328.

Zhang J, et al. (2025) The infection of mycovirus down regulates Aa-milR13 to weaken the
pathogenicity of the Alternaria alternata f. sp. mali. Frontiers in plant science, 16, 1598183.

Wang Y, et al. (2025) A chromosome-level genome assembly of Electrophorus voltai, a
species of electric eel. Scientific data, 12(1), 1367.

Xie Y, et al. (2025) MicroRNA analysis of porcine muscle tissue involved in
phosphoinositol metabolism. Frontiers in veterinary science, 12, 1482031.

Wang R, et al. (2025) Chromosome-level genome assembly of Malus niedzwetzkyana, the
mother of Rosybloom crabapple. Scientific data, 12(1), 211.

Ding R, et al. (2025) Chromosome-Level Genome Assembly and Whole-Genome
Resequencing Revealed Contrasting Population Genetic Differentiation of Black Bream
(Megalobrama skolkovii) (Teleostei: Cyprinidae) Allopatric and Sympatric to Its Kin
Species. Ecology and evolution, 15(1), e70874.

Liu J, et al. (2025) Ribosome profiling and single-cell RNA sequencing identify the
unfolded protein response as a key regulator of pigeon lactation. Zoological research,
46(1), 54.

Guo Y, et al. (2025) Chromosome-level genome assembly of the intertidal lucinid clam
Indoaustriella scarlatoi. Scientific data, 12(1), 275.


