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Proper Citation

genBlastA (RRID:SCR_020951)

Resource Information

URL.: https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2612959/

Proper Citation: genBlastA (RRID:SCR_020951)

Description: Software tool to enable BLAST to identify homologous gene sequences. Graph
based algorithm, which automatically filters High Scoring Pairs into well defined groups, each
representing candidate gene in target genome.Used for identifying homologous sequences.
Used for extracting relevant HSPs that represent candidate homologous genes from the
entire HSP report.

Synonyms: GenBlastA
Resource Type: data processing software, software resource, software application

Defining Citation: PMID:18838612

Keywords: Identify homologous gene sequences, High Scoring Pairs filtering, target
genome, candidate gene, homologous genes,

Funding: Natural Sciences and Engineering Research Council of Canada ;
Michael Smith Foundation for Health Research

Availability: Free, Available for download, Freely available
Resource Name: genBlastA
Resource ID: SCR_020951

Alternate URLSs: http://genome.sfu.ca/genblast/index.html
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Record Creation Time: 20220129T080353+0000

Record Last Update: 20250426T060751+0000

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

No alerts have been found for genBlastA.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 23 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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involved. Frontiers in microbiology, 15, 1479902.
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solani KMZW-1 and Its Efficacy Against Bactrocera dorsalis. Current issues in molecular
biology, 46(10), 11593.
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Wang Y, et al. (2023) Time-ordering japonica/geng genomes analysis indicates the
importance of large structural variants in rice breeding. Plant biotechnology journal, 21(1),
202.
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Scientific data, 10(1), 701.
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littoralis. BMC genomics, 23(1), 353.
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cerebral single-nucleus transcriptomes provide insights into the evolution of karyotype and
neural novelties. BMC biology, 20(1), 289.
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