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Proper Citation

BLASTatlas - Mapping of whole genome homology (RRID:SCR_005891)

Resource Information

URL: http://www.cbs.dtu.dk/ws/ws.php?entry=BLASTatlas

Proper Citation: BLASTatlas - Mapping of whole genome homology (RRID:SCR_005891)

Description: The BLASTatlas is a tool that is useful for mapping and visualizing whole
genome homology of genes and proteins within a reference strain compared to other
strains or species of one or more prokaryotic organisms using either blastp, blastn, tblastn,
or blastx. DNA structural information is also included in the atlas to visualize the DNA
chromosomal context of regions. Additional information can be added to these plots. The
tool is SOAP compliant and WSDL (web services description language) files are available
with programming examples available in Perl. The resolution is per-residue or per
nucleotide depending on the regime of the blast search: For each annotation in the
reference genome, the best hit in the database genome is found using one of the above
algorithms. Each matching or mismatching residue/nucleotide of the best hit (based on
BLAST score) is then mapped back to the genome sequence, using the coordinates
provided in the annotations. By providing an interoperable method to carry out whole
genome visualization of homology, this service offers bioinformaticians as well as
biologists an easy-to-adopt workflow that can be directly called from the programming
language of the user, hence enabling automation of repeated tasks. This tool can be
relevant in many pangenomic as well as in metagenomic studies, by giving a quick
overview of clusters of insertion sites, genomic islands and overall homology between a
reference sequence and a data set.

Abbreviations: BLASTatlas
Resource Type: software resource, data access protocol, web service

Defining Citation: PMID:18414733

Keywords: genome, homology, dna, proteome, orf, blastp, blastn, tblastn, blastx, residue,
nucleotide
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Ratings and Alerts

No rating or validation information has been found for BLASTatlas - Mapping of whole
genome homology.

No alerts have been found for BLASTatlas - Mapping of whole genome homology.

Data and Source Information

Source: SciCrunch Registry
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We found 13 mentions in open access literature.
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