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Proper Citation

PhenomicDB (RRID:SCR_013051)

Resource Information

URL.: http://www.phenomicdb.de/

Proper Citation: PhenomicDB (RRID:SCR_013051)

Description: PhenomicDB is a multi-organism phenotype-genotype database including
human, mouse, fruit fly, C.elegans, and other model organisms. The inclusion of gene
indices (NCBI Gene) and orthologs (same gene in different organisms) from HomoloGene
allows to compare phenotypes of a given gene over many organisms simultaneously.
PhenomicDB contains data from publicly available primary databases: FlyBase, Flyrnai.org,
WormBase, Phenobank, CYGD, MatDB, OMIM, MGI, ZFIN, SGD, DictyBase, NCBI Gene,
and HomoloGene. We brought this wealth of data into a single integrated resource by coarse-
grained semantic mapping of the phenotypic data fields, by including common gene indexes
(NCBI Gene), and by the use of associated orthology relationships (HomoloGene).
PhenomicDB is thought as a first step towards comparative phenomics and will improve the
understanding of the gene functions by combining the knowledge about phenotypes from
several organisms. It is not intended to compete with the much more dedicated primary
source databases but tries to compensate its partial loss of depth by linking back to the
primary sources. The basic functional concept of PhenomicDB is an integrated meta-search-
engine for phenotypes. Users should be aware that comparison of genotypes or even
phenotypes between organisms as different as yeast and man can have serious scientific
hurdles. Nevertheless finding that the phenotype of a given mouse gene is described as
??similar to psoriasis?? and at the same time that the human ortholog has been described
as a gene causing skin defects can lead to novelty and interesting hypotheses. Similarly, a
gene involved in cancer in mammalian organisms could show a proliferation phenotype in a
lower organism such as yeast and thus, give further insights to a researcher.
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Resource Type: data or information resource, database

Defining Citation: PMID:20562418
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discoideum, yeast, zebrafish

Funding:

Resource Name: PhenomicDB

Resource ID: SCR_013051

Alternate IDs: nif-0000-03274

Record Creation Time: 20220129T080314+0000

Record Last Update: 20250507T060900+0000

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

No alerts have been found for PhenomicDB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 10 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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