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Resource Information

URL: http://mips.gsf.de/simap/

Proper Citation: SIMAP (RRID:SCR_007927)

Description: It provides a database based on a pre-computed similarity matrix covering
the similarity space formed by >4 million amino acid sequences from public databases and
completely sequenced genomes. The database is capable of handling very large datasets
and is updated incrementally. For sequence similarity searches and pairwise alignments,
we implemented a grid-enabled software system, which is based on FASTA heuristics and
the Smith Waterman algorithm. SimpleSIMAP and AdvancedSIMAP retrieve homologs for
given protein sequences that need to be contained in the SIMAP database. While
SimpleSIMAP provides only selected parameters and preconfigured search spaces, the
AdvancedSIMAP allows the user to specify search space, filtering and sorting parameters
in a flexible manner. Both types of queries result in lists of homologs that are linked in turn
to their homologs. So the web interfaces allow users to explore quickly and interactively
the protein world by homology. Sponsors: SIMAP is supported by the Department of
Genome Oriented Bioinformatics of the Technische Universitt Mnchen and the Institute for
Bioinformatics of the GSF-National Research Center for Environment and Health.

Abbreviations: SIMAP
Synonyms: The Similarity Matrix of Proteins, Similarity Matrix of Proteins
Resource Type: data or information resource, database

Keywords: genome, alignment, amino acid, homolog, matrix, protein, protein domain and
protein classification databases, sequence

Resource Name: SIMAP
Resource ID: SCR_007927

Record Creation Time: 20220129T080244+0000



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_007927/resolver
http://mips.gsf.de/simap/

Record Last Update: 20260729T044214+0000

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

No alerts have been found for SIMAP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 14 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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