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Proper Citation

HCV Databases (RRID:SCR_002863)

Resource Information

URL: http://hcv.lanl.gov/

Proper Citation: HCV Databases (RRID:SCR_002863)

Description: The Hepatitis C Virus (HCV) Database Project strives to present HCV-
associated genetic and immunologic data in a user-friendly way, by providing access to
the central database via web-accessible search interfaces and supplying a number of
analysis tools.

Abbreviations: HCV Databases

Synonyms: Hepatitis C Virus Database, Hepatitis C Virus Database Project, HCV
Database, Hepatitis C Virus Databases, Hepatitis C Virus (HCV) Database Project

Resource Type: portal, disease-related portal, topical portal, data or information resource

Keywords: hcv, hepatitis c virus, hepatitis c, database, data analysis service, sequence,
immunology, annotation, FASEB list

Related Condition: Hepatitis C

Funding: NIAID

Availability: Free, Freely available

Resource Name: HCV Databases

Resource ID: SCR_002863

Alternate IDs: nif-0000-02944

Record Creation Time: 20220129T080215+0000

Record Last Update: 20260728T043138+0000

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_002863/resolver
http://hcv.lanl.gov/


Ratings and Alerts

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

No alerts have been found for HCV Databases.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 66 mentions in open access literature.

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