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Proper Citation

HIV Sequence Database (RRID:SCR_002906)

Resource Information

URL: http://hiv-web.lanl.gov/

Proper Citation: HIV Sequence Database (RRID:SCR_002906)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on January
4, 2023. HIV Sequence Database is a database of annotated HIV sequences, plus a
variety of tools and information for researchers studying HIV and SIV. The main aim of this
website is to provide easy access to our sequence database, alignments, and the tools
and interfaces we have produced. The HIV Sequence Database focuses on five primary
goals: * Collecting HIV and SIV sequence data (all sequences since 1987) * Curating and
annotating this data, and making it available to the scientific community * Computer
analysis of HIV and related sequences * Production of software for the analysis of
(sequence) data * The data and analyses on this site and published in a yearly printed
publication, the HIV sequence Compendium, which is available free of charge.

Abbreviations: HIV Sequence Database

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

Keywords: drug resistance, genetics, mutation, vaccine, human immunodeficiency virus,
siv, sequence, alignment, simian immunodeficiency virus, FASEB list

Related Condition: Human immunodeficiency virus, Simian immunodeficiency virus

Funding: NIAID

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: HIV Sequence Database

Resource ID: SCR_002906

Alternate IDs: nif-0000-02967
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Record Creation Time: 20220129T080216+0000

Record Last Update: 20260729T044034+0000

Ratings and Alerts

No rating or validation information has been found for HIV Sequence Database.

No alerts have been found for HIV Sequence Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 108 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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