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Proper Citation

InParanoid: Eukaryotic Ortholog Groups (RRID:SCR_006801)

Resource Information

URL: http://inparanoid.sbc.su.se/cgi-bin/index.cgi

Proper Citation: InParanoid: Eukaryotic Ortholog Groups (RRID:SCR_006801)

Description: Collection of pairwise comparisons between 100 whole genomes generated by 
a fully automatic method for finding orthologs and in-paralogs between TWO species. 
Ortholog clusters in the InParanoid are seeded with a two-way best pairwise match, after 
which an algorithm for adding in-paralogs is applied. The method bypasses multiple 
alignments and phylogenetic trees, which can be slow and error-prone steps in classical 
ortholog detection. Still, it robustly detects complex orthologous relationships and assigns 
confidence values for in-paralogs. The original data sets can be downloaded.

Abbreviations: InParanoid

Synonyms: Inparanoid eukaryotic ortholog database

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

Defining Citation: PMID:19892828, PMID:18055500, PMID:15608241, PMID:11743721
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Keywords: protein, ortholog, genome, drosophila pseudoobscura, duplication, entamoeba 
histolytica, escherichia colik12, eukaryotic, gasterosteus aculeatus, gene, aedes aegypti, 
apis mellifera, bos taurus, caenorhabditis remanei, candida glabrata, canis familiaris, ciona 
intestinalis, cryptococcus neoformans, debaromyces hansenii, dictyostelium discoideum, 
genomic, homolog, inparalog, kluyveromyces lactis, macaca mulatta, monodelphis 
domestica, orthology, oryza sativa, outparalog, proteome, tetraodon nigroviridis, xenopus 
tropicalis, blast, proteome, ortholog cluster, cluster, in-paralog, paralog, automatic clustering, 
genome comparison, FASEB list
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Availability: Acknowledgement requested

Resource Name: InParanoid: Eukaryotic Ortholog Groups

Resource ID: SCR_006801

Alternate IDs: nif-0000-03024

Old URLs: http://www.cgb.ki.se/inparanoid/

Record Creation Time: 20220129T080238+0000

Record Last Update: 20250407T215619+0000

Ratings and Alerts

No rating or validation information has been found for InParanoid: Eukaryotic Ortholog 
Groups.

No alerts have been found for InParanoid: Eukaryotic Ortholog Groups.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 185 mentions in open access literature.

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