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Type: Tool

Proper Citation

BLASTX (RRID:SCR_001653)

Resource Information

URL.:
http://blast.ncbi.nim.nih.gov/Blast.cgi?PROGRAM=blastx&BLAST PROGRAMS=blastx&PAGE ]

[YPE=

Proper Citation: BLASTX (RRID:SCR_001653)

Description: Web application to search protein databases using a translated nucleotide
guery. Translated BLAST services are useful when trying to find homologous proteins to a
nucleotide coding region. Blastx compares translational products of the nucleotide query
sequence to a protein database. Because blastx translates the query sequence in all six
reading frames and provides combined significance statistics for hits to different frames, it is
particularly useful when the reading frame of the query sequence is unknown or it contains
errors that may lead to frame shifts or other coding errors. Thus blastx is often the first
analysis performed with a newly determined nucleotide sequence and is used extensively in
analyzing EST sequences. This search is more sensitive than nucleotide blast since the
comparison is performed at the protein level.

Abbreviations: BLASTX
Synonyms: Translated BLAST, Translated BLAST: blastx

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

Defining Citation: PMID:28902395, PMID:8485583

Keywords: protein, translated nucleotide, blast, nucleotide, expressed sequence tag,
sequence, genome, wgs, peptide, alignment, dna
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Resource Name: BLASTX
Resource ID: SCR_001653
Alternate IDs: nlx_153933, OMICS_00992

Alternate URLS:

http://blast.ncbi.nim.nih.gov/Blast.cgi?PROGRAM=blastx&PAGE_TYPE=BlastSearch&LINK LO¢

Record Creation Time: 20220129T080208+0000

Record Last Update: 20250503T055441+0000

Ratings and Alerts
No rating or validation information has been found for BLASTX.

No alerts have been found for BLASTX.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 9579 mentions in open access literature.

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