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Proper Citation

GenomeRNAi (RRID:SCR_013088)

Resource Information

URL: http://rnai.dkfz.de

Proper Citation: GenomeRNAi (RRID:SCR_013088)

Description: GenomeRNAi is a database of phenotypes from systematic RNA
interference (RNAi) screens in cultured Drosophila cells. The phenotype database can be
searched by keywords, RNAi identifiers or Drosophila gene sequences. Searches with
homologous sequences from human or C. elegans are also possible. Integrated tools
evaluate the specificity of long double-stranded RNAs (RNAi probes) by similarity
searches against all predicted Drosophila transcripts. This site can also be used to identify
pre-designed RNAi probes from available Drosophila RNAi libraries. Caenorhabditis
elegans genome, human genome

Synonyms: GenomeRNAi, Genome RNAi

Resource Type: storage service resource, service resource, data repository, data or
information resource, database

Keywords: drosophila genome, caenorhabditis elegans, caenorhabditis elegans genome,
c. elegans, drosophila, drosophila cells, human genome, rnai

Resource Name: GenomeRNAi

Resource ID: SCR_013088

Alternate IDs: nif-0000-02901, r3d100011089

Alternate URLs: https://www.ncbi.nlm.nih.gov/gap

Record Creation Time: 20220129T080314+0000

Record Last Update: 20260807T042803+0000

Ratings and Alerts

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_013088/resolver
http://rnai.dkfz.de


No rating or validation information has been found for GenomeRNAi.

No alerts have been found for GenomeRNAi.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 385 mentions in open access literature.

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