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Assembly/Alignment/Annotation of 12 Related Drosophila Species (RRID:SCR_002921)

Resource Information

URL: http://rana.lbl.gov/drosophila

Proper Citation: Assembly/Alignment/Annotation of 12 Related Drosophila Species
(RRID:SCR_002921)

Description: A single source for sequences, assemblies, annotations and analyses of the
genomes of members of the fruitfly genus Drosophlia. It is meant as resource for
Drosophilists and other researchers interested in comparative analysis of these species
and their genomes. There are pages for each species, as well as pages for different types
of multi-species resources (e.g. alignments). If you have a public resource that will help
this project, please consider making it available through this page by emailing
multiple_at_fruitfly.org.

Synonyms: AAA: 12 Drosophila Genomes

Resource Type: data set, data or information resource, organism-related portal, topical
portal, portal

Keywords: sequence, annotation, analysis, genome, fruitfly, drosophila, research,
comparative, alignment, assembly

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: Assembly/Alignment/Annotation of 12 Related Drosophila Species

Resource ID: SCR_002921

Alternate IDs: nif-0000-30021

Record Creation Time: 20220129T080216+0000

Record Last Update: 20260729T044034+0000
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Ratings and Alerts

No rating or validation information has been found for Assembly/Alignment/Annotation of
12 Related Drosophila Species.

No alerts have been found for Assembly/Alignment/Annotation of 12 Related Drosophila
Species.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 35 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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