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Proper Citation

HCV Sequence Database (RRID:SCR_006019)

Resource Information

URL: http://hcv.lanl.gov/content/sequence/HCV/ToolsOutline.html

Proper Citation: HCV Sequence Database (RRID:SCR_006019)

Description: The HCV sequence database collects and annotates sequence data and 
provides them to the public via a website that contains a user-friendly search interface and a 
large number of sequence analysis tools, based on the model of the highly regarded Los 
Alamos HIV database. The hepatitis C virus (HCV) is a significant threat to public health 
worldwide. The virus is highly variable and evolves rapidly, making it an elusive target for the 
immune system and for vaccine and drug design. At present, some 30 000 HCV sequences 
have been published. This central website provides annotated sequences and analysis tools 
that will be helpful to HCV scientists worldwide. Things you can do: * Find sequences in the 
database * Download sequences from the database * Retrieve data about the sequences * 
Analyze sequences * Work with the sequences using our tools * Download ready-made 
alignments The HCV sequence database was officially launched in September 2003. Since 
then, its usage has steadily increased and is now at an average of approximately 280 visits 
per day from distinct IP addresses.

Abbreviations: HCV Sequence Database

Synonyms: Hepatitis C Sequence Database, Hepatitis C Virus Sequence Database, Los 
Alamos hepatitis C sequence database

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

Defining Citation: PMID:15377502

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_006019/resolver
http://hcv.lanl.gov/content/sequence/HCV/ToolsOutline.html
https://pubmed.ncbi.nlm.nih.gov/15377502


Keywords: hepatitis c virus, sequence, annotation

Related Condition: Hepatitis C

Funding: NIAID

Availability: Public

Resource Name: HCV Sequence Database

Resource ID: SCR_006019

Alternate IDs: nlx_151411

Record Creation Time: 20220129T080233+0000

Record Last Update: 20250525T030924+0000

Ratings and Alerts

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

No alerts have been found for HCV Sequence Database.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 19 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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