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Type: Tool

Proper Citation

MfunGD - MIPS Mouse Functional Genome Database (RRID:SCR_007783)

Resource Information

URL: http://mips.gsf.de/genre/proj/mfungd

Proper Citation: MfunGD - MIPS Mouse Functional Genome Database
(RRID:SCR_007783)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on August
16, 2019.Database for annotated mouse proteins and their occurrence in protein
networks. It contains cDNA and protein sequences, annotation, gene models and
mapping, FunCat, UCSC Genome Viewer, SIMAP, pseudogenes (Genome Viewer Track),
InterPro, and splice variants. Protein function annotation is performed using the Functional
Catalogue (FunCat) annotation scheme, which is a hierarchically structured classification
system. To provide up-to-date similarity search results and InterPro domain analyses, the
protein entries are interconnected with the SIMAP database. The gene models are based
on the RefSeq mouse cDNAs. The work of our group is focussed on the annotation of
biological systems. Therefore, results from the Mammalian Protein-Protein Interaction
Database and the Comprehensive Resource of Mammalian Protein Complexes are linked
to the MfunGD dataset. Links to external resources are also provided. MfunGD is
implemented in GenRE, a J2EE based component oriented multi-tier architecture.

Abbreviations: MfunGD
Synonyms: Mouse Functional Genome Database
Resource Type: data or information resource, database

Defining Citation: PMID:16381934

Keywords: bio.tools

Funding: GSF National Research Center for Environment and Health ;
German Federal Ministry of Research and Education

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
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Resource Name: MfunGD - MIPS Mouse Functional Genome Database
Resource ID: SCR_007783

Alternate IDs: nif-0000-03121, biotools:mfungd

Alternate URLSs: https://bio.tools/mfungd

Record Creation Time: 20220129T080243+0000

Record Last Update: 20260729T044213+0000

Ratings and Alerts

No rating or validation information has been found for MfunGD - MIPS Mouse Functional
Genome Database.

No alerts have been found for MfunGD - MIPS Mouse Functional Genome Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 89 mentions in open access literature.

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