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Proper Citation

Mammalian Degradome Database (RRID:SCR_007624)

Resource Information

URL.: http://degradome.uniovi.es

Proper Citation: Mammalian Degradome Database (RRID:SCR_007624)

Description: A database of human, chimpanzee, mouse, and rat proteases and protease
inhibitors, as well as as the growing number of hereditary diseases caused by mutations in
protease genes. Analysis of the human and mouse genomes has allowed us to annotate 581
human, 580 chimpanzee, 667 mouse, and 655 rat protease genes. Proteases are classified
in five different classes according to their mechanism of catalysis. Proteases are a diverse
and important group of enzymes representing >2% of the human, chimpanzee, mouse and
rat genomes. This group of enzymes is implicated in numerous physiological processes. The
importance of proteases is illustrated by the existence of 99 different hereditary diseases due
to mutations in protease genes. Furthermore, proteases have been implicated in multiple
human pathologies, including vascular diseases, rheumatoid arthritis, neurodegenerative
processes, and cancer. During the last ten years, our laboratory has identified and
characterized more than 60 human protease genes. Due to the importance of proteolytic
enzymes in human physiology and pathology, we have recently introduced the concept of
Degradome, as the complete repertoire of proteases expressed by a tissue or organism.
Thanks to the recent completion of the human, chimpanzee, mouse, and rat genome
sequencing projects, we were able to analyze and compare for the first time the complete
protease repertoire in those mammalian organisms, as well as the complement of protease
inhibitor genes. This webpage also contains the Supplementary Material of Human and
mouse proteases: a comparative genomic approach Nat Rev Genet (2003) 4: 544-558,
Genome sequence of the brown Norway rat yields insights into mammalian evolution Nature
(2004) 428: 493-521, A genomic analysis of rat proteases and protease inhibitors Genome
Res. (2004) 14: 609-622, and Comparative genomic analysis of human and chimpanzee
proteases Genomics (2005) 86: 638-647.
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Abbreviations: Degradome Database
Synonyms: Mammalian Degradome Database
Resource Type: data or information resource, database

Defining Citation: PMID:18776217

Keywords: degradome, mammalian, protease inhibitor, protease, gene, protease gene,
genetic disease, proteolysis, protease structure, ancillary domain, genomic, genome

Related Condition: Disease of proteolysis

Funding: European Union ;
CancerDegradome-FP6 and FP7 ;

Spanish Ministry of Science and Innovation ;
Fundacion M Botin ;

Fundacion Lilly ;

Obra Social Cajastur

Resource Name: Mammalian Degradome Database
Resource ID: SCR_007624

Alternate IDs: nif-0000-02746

Record Creation Time: 20220129T080242+0000

Record Last Update: 20250404T060614+0000

Ratings and Alerts
No rating or validation information has been found for Mammalian Degradome Database.

No alerts have been found for Mammalian Degradome Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 10 mentions in open access literature.
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