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Proper Citation

Nextstrain (RRID:SCR_018223)

Resource Information

URL: https://nextstrain.org/

Proper Citation: Nextstrain (RRID:SCR_018223)

Description: Open source project to harness scientific and public health potential of
pathogen genome data. Provides continually updated view of publicly available data
alongside powerful analytic and visualization tools for use by community. Used to aid
epidemiological understanding and improve outbreak response. Open source SARS-CoV-
2 genome data and analytic and visualization tools.

Synonyms: nextstrain.org

Resource Type: portal, project portal, data set, data or information resource

Keywords: Pathogen genome data, data, analytic tool, visualization tool, epidemiology,
outbreak response

Related Condition: COVID-19

Availability: Free, Freely available

Resource Name: Nextstrain

Resource ID: SCR_018223

Alternate URLs: https://nextstrain.org/ncov/global

Record Creation Time: 20220129T080339+0000

Record Last Update: 20260807T042918+0000

Ratings and Alerts

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_018223/resolver
https://nextstrain.org/


No rating or validation information has been found for Nextstrain.

No alerts have been found for Nextstrain.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 342 mentions in open access literature.

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