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Proper Citation

BLAST Assembled RefSeq Genomes (RRID:SCR_008420)

Resource Information

URL: http://130.14.29.110/BLAST/

Proper Citation: BLAST Assembled RefSeq Genomes (RRID:SCR_008420)

Description: This portal takes you to the NCBI''s BLAST Assembled RefSeq Genomes. The 
Basic Local Alignment Search Tool (BLAST) finds regions of local similarity between 
sequences. The program compares nucleotide or protein sequences to sequence databases 
and calculates the statistical significance of matches. BLAST can be used to infer functional 
and evolutionary relationships between sequences as well as help identify members of gene 
families. Sponsors: This resource is supported by the National Institutes of Health. 
Keywords: BLAST, Genome, Search engine, Sequence, Biological, Local, Alignment, 
Nucleotide, Protein, Program, Database, Stastical, Functional, Evolutionaary, Gene,

Synonyms: BLAST

Resource Type: data or information resource, topical portal, portal

Funding:

Resource Name: BLAST Assembled RefSeq Genomes

Resource ID: SCR_008420

Alternate IDs: nif-0000-30153

Record Creation Time: 20220129T080247+0000

Record Last Update: 20250426T060031+0000

Ratings and Alerts

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_008420/resolver
http://130.14.29.110/BLAST/


No rating or validation information has been found for BLAST Assembled RefSeq Genomes.

No alerts have been found for BLAST Assembled RefSeq Genomes.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 1135 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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clinical microbiology, 60(1), e0176921.

Etchegaray E, et al. (2022) The neurodevelopmental gene MSANTD2 belongs to a gene 
family formed by recurrent molecular domestication of Harbinger transposons at the base of 
vertebrates. Molecular biology and evolution, 39(8).

Knight DR, et al. (2021) Major genetic discontinuity and novel toxigenic species in 
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