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Proper Citation

Analysis, Visualization, and Informatics Lab-space (AnVIL) (RRID:SCR_017469)

Resource Information

URL.: https://anvilproject.org/

Proper Citation: Analysis, Visualization, and Informatics Lab-space (AnVIL)
(RRID:SCR_017469)

Description: Portal to facilitate integration and computing on and across large datasets
generated by NHGRI programs, as well as initiatives funded by National Institutes of
Health or by other agencies that support human genomics research. Resource for
genomic scientific community, that leverages cloud based infrastructure for democratizing
genomic data access, sharing and computing across large genomic, and genomic related
data sets. Component of federated data ecosystem, and is expected to collaborate and
integrate with other genomic data resources through adoption of FAIR (Findable,
Accessible, Interoperable, Reusable) principles, as their specifications emerge from
scientific community. Will provide collaborative environment, where datasets and analysis
workflows can be shared within consortium and be prepared for public release to broad
scientific community through AnVIL user interfaces.

Abbreviations: AnVIL

Synonyms: Visualization, and Informatics Lab-space, AnVIL, Analysis Visualization and
Informatics Lab-space, Analysis

Resource Type: service resource, data or information resource, project portal, data
repository, storage service resource, portal

Keywords: Dataset, NHGRI, program, NIH, initiative, funded, human, genomic, data,
access, sharing, FAIR, analysis, workflow

Funding: NIH

Availability: Restricted
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Resource Name: Analysis, Visualization, and Informatics Lab-space (AnVIL)
Resource ID: SCR_017469

Alternate URLSs: https://www.genome.gov/Funded-Programs-Projects/Computational-
Genomics-and-Data-Science-Program/Genomic-Analysis-Visualization-Informatics-Lab-
space-AnVIL

Record Creation Time: 20220129T080335+0000

Record Last Update: 20260729T044436+0000

Ratings and Alerts

No rating or validation information has been found for Analysis, Visualization, and
Informatics Lab-space (AnVIL).

No alerts have been found for Analysis, Visualization, and Informatics Lab-space (AnVIL).

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 24 mentions in open access literature.

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