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Proper Citation

SARS-CoV-2-Sequences (RRID:SCR_018319)

Resource Information

URL: https://www.ncbi.nlm.nih.gov/genbank/sars-cov-2-seqs/

Proper Citation: SARS-CoV-2-Sequences (RRID:SCR_018319)

Description: Collection of SARS-CoV-2 sequences currently available in GenBank genetic 
sequence database and Sequence Read Archive. Updated as additional sequences are 
released.

Synonyms: Severe Acute Respiratory Syndrome CoronaVirus 2 Sequences

Resource Type: data repository, storage service resource, data set, service resource, data 
or information resource

Keywords: SARS-CoV-2, SARS coronavirus, SARS-CoV infection, Coronavirus, data, 
SARS-CoV-2 sequence collection, nucleotide, genome, Betacoronavirus, protein

Related Condition: COVID-19

Funding: The Federal Government

Availability: Free, Available for download, Freely available

Resource Name: SARS-CoV-2-Sequences

Resource ID: SCR_018319

License URLs: https://www.ncbi.nlm.nih.gov/home/about/policies/

Record Creation Time: 20220129T080339+0000
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Record Last Update: 20250420T014901+0000

Ratings and Alerts

No rating or validation information has been found for SARS-CoV-2-Sequences.

No alerts have been found for SARS-CoV-2-Sequences.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 28 mentions in open access literature.

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