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KBase

RRID:SCR_022162
Type: Tool

Proper Citation

KBase (RRID:SCR_022162)

Resource Information

URL.: https://www.kbase.us/

Proper Citation: KBase (RRID:SCR_022162)

Description: Data science platform for predicting and designing biological function. Platform
to model plant and microbial physiology and community dynamics. Knowledge creation and
discovery environment for biologists and bioinformaticians. Integrates variety of data and
analysis tools from US Department of Energy and other public services into platform that
leverages scalable computing infrastructure and performs systems biology analyses.
Enables scientists to analyze their own data within context of public data and share findings
across system.

Synonyms: DOE Systems Biology Knowledgebase, Department of Energy Systems Biology
Knowledgebase, The Department of Energy Systems Biology Knowledgebase

Resource Type: data or information resource, portal

Defining Citation: DOI:10.1038/nbt.4163

Keywords: Energy Systems Biology Knowledgebase, systems biology analyses, model
plant and microbial physiology, predicting and designing biological function, data science

Funding: U.S. Department of Energy ;
Office of Science ;
Office of Biological and Environmental Research

Availability: Free, Freely available

Resource Name: KBase



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_022162/resolver
https://www.kbase.us/
https://dx.doi.org/10.1038/nbt.4163

Resource ID: SCR_022162
Record Creation Time: 20220421T050139+0000

Record Last Update: 20250516T054244+0000

Ratings and Alerts
No rating or validation information has been found for KBase.

No alerts have been found for KBase.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 19 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Hossain MS, et al. (2024) Whole genome analysis of 26 bacterial strains reveals aromatic
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reports, 14(1), 30685.
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Taxonomy and Diverse Distribution of Virulence Factors in Foodborne Clostridium Strains.
Evolutionary bioinformatics online, 20, 11769343241294153.
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cyanobacteria and cyanotoxins. Current research in microbial sciences, 7, 100289.
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Carneiro J, et al. (2023) Mapping human pathogens in wastewater using a
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Hay MC, et al. (2023) Metagenome-assembled genomes from High Arctic glaciers highlight
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genomics, 9(11).




