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Proper Citation

Genotyping (RRID:SCR_016645)

Resource Information

URL: https://www.ncbi.nlm.nih.gov/projects/genotyping/formpage.cgi

Proper Citation: Genotyping (RRID:SCR_016645)

Description: Web tool to identify the genotype of a viral sequence. A window is slid along 
the query sequence and each window is compared by BLAST to each of the reference 
sequences for a particular virus.

Resource Type: software resource, sequence analysis software, data analysis software, 
data processing software, data access protocol, software application, web service

Keywords: identify, genotype, viral, sequence, bio.tools

Funding:

Availability: Free, Freely available

Resource Name: Genotyping

Resource ID: SCR_016645

Alternate IDs: biotools:ncbi_genotyping

Alternate URLs: https://bio.tools/ncbi_genotyping

Record Creation Time: 20220129T080331+0000

Record Last Update: 20250422T055942+0000

Ratings and Alerts

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_016645/resolver
https://www.ncbi.nlm.nih.gov/projects/genotyping/formpage.cgi


No rating or validation information has been found for Genotyping.

No alerts have been found for Genotyping.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 27 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Li M, et al. (2023) Development and clinical validation of a one-step pentaplex real-time 
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Sarker MS, et al. (2023) High Diversity and Transmission Dynamics of HIV-1 Non-C 
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