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Resource Information

URL: http://db-mml.sjtu.edu.cn/ICEberg/

Proper Citation: ICEberg (RRID:SCR_006026)

Description: ICEberg is an integrated database that provides comprehensive information
about integrative and conjugative elements (ICEs) found in bacteria. ICEs are conjugative
self-transmissible elements that can integrate into and excise from a host chromosome.
An ICE contains three typical modules, integration and excision, conjugation, and
regulation modules, that collectively promote vertical inheritance and periodic lateral gene
flow. Many ICEs carry likely virulence determinants, antibiotic-resistant factors and/or
genes coding for other beneficial traits. ICEberg offers a unique, highly organized, readily
explorable archive of both predicted and experimentally supported ICE-relevant data. It
currently contains details of 428 ICEs found in representatives of 124 bacterial species,
and a collection of >400 directly related references. A broad range of similarity search,
sequence alignment, genome context browser, phylogenetic and other functional analysis
tools are readily accessible via ICEberg. ICEberg will facilitate efficient, multidisciplinary
and innovative exploration of bacterial ICEs and be of particular interest to researchers in
the broad fields of prokaryotic evolution, pathogenesis, biotechnology and metabolism.
The ICEberg database will be maintained, updated and improved regularly to ensure its
ongoing maximum utility to the research community.

Abbreviations: ICEberg

Synonyms: ICEberg: a web-based resource for integrative and conjugative elements
found in Bacteria

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

Defining Citation: PMID:22009673

Keywords: dna, protein, sequence, chromosome, element, gene, similarity search,
sequence alignment, genome, phylogenetic, functional analysis, bio.tools, FASEB list
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Ratings and Alerts

No rating or validation information has been found for ICEberg.

No alerts have been found for ICEberg.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 77 mentions in open access literature.

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