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Proper Citation
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Resource Information

URL: http://wfleabase.org/

Proper Citation: wFleaBase (RRID:SCR_006018)

Description: wFleaBase provides gene and genomic information for species of the genus
Daphnia - commonly known as the water flea. It contains the genome of Daphnia pulex
and other species, including bulk data files, and all gene pages, plus genomics tools
including microsatellites, cDNA, Cosmid and BAC libraries, GSS and ESTs, and
microarrays. It also contains maps of the Daphnia genome, and genome annotation tools.
The freshwater crustacean Daphnia is a model system for ecology, evolution and the
environmental sciences. The rapidly growing genomic data for this organism is stimulating
interdisciplinary research to understand the complex interplay between genome structure,
gene expression, individual fitness, and population-level responses to chemical
contaminants and environmental change.wFleaBase includes data from all species of the
genus, yet the primary species are D. pulex and D. magna, because of the broad set of
genomic tools that have already been developed for these animals. A complete sequence
for Daphnia pulex is now available at this site. Please observe this Data release policy.
The data is a first characterization of the crustacean genome, which was made possible
by the U.S. Department of Energy (DOE) Joint Genome Institute (JGI) in collaboration with
the Daphnia Genomics Consortium (DGC) whose members were funded by the National
Science Foundation. Category: Genomics Databases (non-vertebrate) Subcategory:
Invertebrate genome databases

Synonyms: wFleaBase

Resource Type: data or information resource, database

Keywords: FASEB list

Resource Name: wFleaBase

Resource ID: SCR_006018
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https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_006018/resolver
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Alternate IDs: nif-0000-03642

Record Creation Time: 20220129T080233+0000

Record Last Update: 20260729T044125+0000

Ratings and Alerts

No rating or validation information has been found for wFleaBase.

No alerts have been found for wFleaBase.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 65 mentions in open access literature.

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