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Proper Citation

HIV Databases (RRID:SCR_000614)

Resource Information

URL: http://www.hiv.lanl.gov/content/index

Proper Citation: HIV Databases (RRID:SCR_000614)

Description: Contains comprehensive data on HIV genetic sequences and immunological 
epitopes. This collection of databases contains tools to visualize and analyze HIV-related 
data.

Resource Type: database, software resource, data or information resource

Keywords: HIV, AIDS, HIV genetic sequences and immunological epitopes data, tools to 
visualize and analyze HIV-related data, FASEB list

Related Condition: HIV, AIDS, SIV

Funding: NIAID

Resource Name: HIV Databases

Resource ID: SCR_000614

Alternate IDs: SCR_014940, nlx_151409

Record Creation Time: 20220129T080202+0000

Record Last Update: 20250425T055133+0000

Ratings and Alerts

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_000614/resolver
http://www.hiv.lanl.gov/content/index


No rating or validation information has been found for HIV Databases.

No alerts have been found for HIV Databases.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 495 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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capacity of Chinese HIV-1 B'-LTR for driving gene expression. Scientific reports, 6, 34532.

Lu Z, et al. (2016) Identifying possible sites for antibody neutralization escape: Implications 
for unique functional properties of the C-terminal tail of Human Immunodeficiency Virus Type 
1 gp41. Immunology letters, 175, 21.

Johnson AL, et al. (2016) A Highly Conserved Residue in HIV-1 Nef Alpha Helix 2 Modulates 
Protein Expression. mSphere, 1(6).

McCoy LE, et al. (2016) Holes in the Glycan Shield of the Native HIV Envelope Are a Target 
of Trimer-Elicited Neutralizing Antibodies. Cell reports, 16(9), 2327.

Timilsina U, et al. (2016) Identification of potent maturation inhibitors against HIV-1 clade C. 
Scientific reports, 6, 27403.

Scharf L, et al. (2016) Structural basis for germline antibody recognition of HIV-1 
immunogens. eLife, 5.

Han X, et al. (2015) A Large-scale Survey of CRF55_01B from Men-Who-Have-Sex-with-
Men in China: implying the Evolutionary History and Public Health Impact. Scientific reports, 
5, 18147.

Liu Z, et al. (2015) The highly polymorphic cyclophilin A-binding loop in HIV-1 capsid 
modulates viral resistance to MxB. Retrovirology, 12, 1.

Jia L, et al. (2015) A considerable proportion of CRF01_AE strains in China originated from 
circulating intrasubtype recombinant forms (CIRF). BMC infectious diseases, 15, 528.

Li X, et al. (2015) HIV-1 Genetic Diversity and Its Impact on Baseline CD4+T Cells and Viral 
Loads among Recently Infected Men Who Have Sex with Men in Shanghai, China. PloS one, 
10(6), e0129559.


