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Vertebrate Homology (RRID:SCR_017517)

Resource Information

URL: http://www.informatics.jax.org/homology.shtmi

Proper Citation: Vertebrate Homology (RRID:SCR_017517)

Description: MGI contains homology information for mouse, human, rat, chimp, dog and
other species. Complete set of human, chimpanzee, rhesus macaque, dog, cattle, rat,
chicken, western clawed frog and zebrafish Homology Classes for mouse genes. Report
includes Chromosome and EntrezGene and OMIM IDs. Report of Human and Mouse
Homology Classes sorted by HomoloGene ID includes associated nucleotide and protein
sequences, Chromosome and OMIM IDs. Report of Human and Mouse Homology with
phenotype annotations. Several additional MGI reports are available, including those for
Gene Ontology, Phenotypes and Nomenclature.

Resource Type: data or information resource, service resource

Keywords: Homology, class, mouse, human, rat, chimp, dog, rhesus macaque, cattle,
chicken, zebrafish, frog

Availability: Free, Available for download, Freely available
Resource Name: Vertebrate Homology

Resource ID: SCR_017517

Record Creation Time: 20220129T080335+0000

Record Last Update: 20260808T190052+0000

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

No alerts have been found for Vertebrate Homology.
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 51 mentions in open access literature.

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