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C. elegans RNAI Collection (Ahringer)

RRID:SCR_017064
Type: Tool

Proper Citation

C. elegans RNAI Collection (Ahringer) (RRID:SCR_017064)

Resource Information

URL.: https://www.sourcebioscience.com/products/life-sciences-research/clones/rnai-
resources/c-elegans-rnai-collection-ahringer/

Proper Citation: C. elegans RNAI Collection (Ahringer) (RRID:SCR_017064)

Description: C. elegans RNAI feeding library distributed by Source BioScience Ltd.
Designed for genome wide study of gene function in C. elegans through loss of function
studies.

Resource Type: data or information resource, database

Defining Citation: PMID:12828945

Keywords: Source BioScience Ltd, data, collection, bacterial, strain, Caenorhabditis
elegans, RNA, interference, RNAI, gene, function, analysis, feeding, library

Funding: Howard Hughes Medical Institute Predoctoral Fellow- ship ;
Wellcome Trust Senior Research Fellowship

Availability: Available for purchase

Resource Name: C. elegans RNAI Collection (Ahringer)
Resource ID: SCR_017064

Record Creation Time: 20220129T080333+0000

Record Last Update: 20260729T044428+0000

Ratings and Alerts

No rating or validation information has been found for C. elegans RNAi Collection
(Ahringer).
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No alerts have been found for C. elegans RNAI Collection (Ahringer).

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 14 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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