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CARD
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Type: Tool

Proper Citation

CARD (RRID:SCR_016602)

Resource Information

URL: https://card.niaid.nih.gov

Proper Citation: CARD (RRID:SCR_016602)

Description: Web application for integrated analysis and interactive visualization of RNA
interference (RNAi) screening data.

Abbreviations: CARD

Synonyms: CARD, Comprehensive Analysis of RNAi-screen Data

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

Defining Citation: PMID:26902267

Keywords: integrated, analysis, interactive, visualization, RNA, interfernce, screening,
data, bio.tools

Funding: Australian Cancer Research Foundation ;
Victorian Department of Industry ;
Innovation and Regional Development ;
Australian Government’s Education Investment Fund ;
Australasian Genomics Technologies Association ;
Brockhoff Foundation ;
Peter MacCallum Cancer Centre Foundation

Availability: Free, Freely available

Resource Name: CARD

Resource ID: SCR_016602

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_016602/resolver
https://card.niaid.nih.gov
https://pubmed.ncbi.nlm.nih.gov/26902267


Alternate IDs: biotools:CARD

Alternate URLs: https://bio.tools/CARD

Record Creation Time: 20220129T080331+0000

Record Last Update: 20260731T043004+0000

Ratings and Alerts

No rating or validation information has been found for CARD.

No alerts have been found for CARD.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 20 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Hennart M, et al. (2022) A Dual Barcoding Approach to Bacterial Strain Nomenclature:
Genomic Taxonomy of Klebsiella pneumoniae Strains. Molecular biology and evolution,
39(7).

Králová S, et al. (2021) Flavobacterium flabelliforme sp. nov. and Flavobacterium
geliluteum sp. nov., Two Multidrug-Resistant Psychrotrophic Species Isolated From
Antarctica. Frontiers in microbiology, 12, 729977.

Aradanas M, et al. (2021) Serotypes, Virulence-Associated Factors, and Antimicrobial
Resistance of Streptococcus suis Isolates Recovered From Sick and Healthy Pigs
Determined by Whole-Genome Sequencing. Frontiers in veterinary science, 8, 742345.

Constantinides B, et al. (2020) Genomic surveillance of Escherichia coli and Klebsiella
spp. in hospital sink drains and patients. Microbial genomics, 6(7).

Mahfouz N, et al. (2020) Large-scale assessment of antimicrobial resistance marker
databases for genetic phenotype prediction: a systematic review. The Journal of
antimicrobial chemotherapy, 75(11), 3099.

Kariuki S, et al. (2020) High relatedness of invasive multi-drug resistant non-typhoidal
Salmonella genotypes among patients and asymptomatic carriers in endemic informal
settlements in Kenya. PLoS neglected tropical diseases, 14(8), e0008440.

Sanderson H, et al. (2020) Comparative genomics of multidrug-resistant Enterococcus
spp. isolated from wastewater treatment plants. BMC microbiology, 20(1), 20.


