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Proper Citation

A Classification of Mobile genetic Elements (RRID:SCR_001694)

Resource Information

URL: http://aclame.ulb.ac.be/

Proper Citation: A Classification of Mobile genetic Elements (RRID:SCR_001694)

Description: A database dedicated to the collection and classification of mobile genetic
elements (MGEs) from various sources, comprising all known phage genomes, plasmids
and transposons. In addition to provide information on the full genomes and genetic
entities, it aims at building a comprehensive classification of the functional modules of
MGE's at the protein, gene, and higher levels. Prophinder, a tool dedicated to the
detection of prophages in sequenced bacterial genomes, is available on ACLAME.

Abbreviations: ACLAME

Synonyms: ACLAME: A CLAssification of Mobile genetic Elements

Resource Type: database, data or information resource

Defining Citation: PMID:19933762, PMID:14681355

Keywords: mobile genetic element, phage genome, plasmid, virus, prophage,
transposon, protein, gene, classification, data analysis service, prophage prediction,
bio.tools, FASEB list

Funding: ESTEC contract ESTEC 16370/02/NL/CK

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: A Classification of Mobile genetic Elements

Resource ID: SCR_001694

Alternate IDs: nif-0000-02533, OMICS_01528, biotools:aclame

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

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_001694/resolver
http://aclame.ulb.ac.be/
https://pubmed.ncbi.nlm.nih.gov/19933762
https://pubmed.ncbi.nlm.nih.gov/14681355


Record Creation Time: 20220129T080209+0000

Record Last Update: 20260725T191120+0000

Ratings and Alerts

No rating or validation information has been found for A Classification of Mobile genetic
Elements.

No alerts have been found for A Classification of Mobile genetic Elements.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 31 mentions in open access literature.

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