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Proper Citation
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Resource Information

URL: http://www.orthomcl.org/cgi-bin/OrthoMclWeb.cqgi

Proper Citation: OrthoMCL DB: Ortholog Groups of Protein Sequences
(RRID:SCR_007839)

Description: OrthoMCL is a genome-scale algorithm for grouping orthologous protein
sequences. It provides not only groups shared by two or more species/genomes, but also
groups representing species-specific gene expansion families. OrthoMCL starts with
reciprocal best hits within each genome as putative in-paralog/recent paralog pairs and
reciprocal best hits across any two genomes as putative ortholog pairs. Related proteins
are interlinked in a similarity graph. Then MCL (Markov Clustering algorithm,Van Dongen
2000; www.micans.org/mcl) is invoked to split mega-clusters. This process is analogous to
the manual review in COG construction. MCL clustering is based on weights between
each pair of proteins, so to correct for differences in evolutionary distance the weights are
normalized before running MCL.

Synonyms: OrthoMCL DB

Resource Type: data or information resource, database

Keywords: FASEB list

Resource Name: OrthoMCL DB: Ortholog Groups of Protein Sequences
Resource ID: SCR_007839

Alternate IDs: r3d100012462, nif-0000-03230

Alternate URLS: https://doi.org/10.17616/R3FZ27

Record Creation Time: 20220129T080244+0000
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Ratings and Alerts

No rating or validation information has been found for OrthoMCL DB: Ortholog Groups of
Protein Sequences.

No alerts have been found for OrthoMCL DB: Ortholog Groups of Protein Sequences.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1051 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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