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Proper Citation

GermOnline (RRID:SCR_002807)

Resource Information

URL: http://www.germonline.org/

Proper Citation: GermOnline (RRID:SCR_002807)

Description: Cross-species microarray expression database focusing on high-throughput 
expression data relevant for germline development, meiosis and gametogenesis as well as 
the mitotic cell cycle. The database contains a unique combination of information: 1) High-
throughput expression data obtained with whole-genome high-density oligonucleotide 
microarrays (GeneChips). 2) Sample annotation (mouse over the sample name and click on 
it) using the Multiomics Information Management and Annotation System (MIMAS 3.0). 3) In 
vivo protein-DNA binding data and protein-protein interaction data (available for selected 
species). 4) Genome annotation information from Ensembl version 50. 5) Orthologs are 
identified using data from Ensembl and OMA and linked to each other via a section in the 
report pages. The portal provides access to the Saccharomyces Genomics Viewer (SGV) 
which facilitates online interpretation of complex data from experiments with high-density 
oligonucleotide tiling microarrays that cover the entire yeast genome. The database displays 
only expression data obtained with high-density oligonucleotide microarrays (GeneChips).

Abbreviations: GermOnline

Resource Type: data or information resource, database

Defining Citation: PMID:21149299

Keywords: fertility, development, germline, microarray, annotation, in vivo, protein-dna 
binding, protein-protein interaction, genome, ortholog, high-density oligonucleotide 
microarray, gene expression, genome annotation, gene orthology, genechip, tiling array, 
development, meiosis, gametogenesis, mitotic cell cycle, data set, data repository, bio.tools
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Funding: Swiss Institute of Bioinformatics ;
bioinformatics platform of Biogenouest ;
National Institute of Health and Medical Research; Rennes; France ;
University of Rennes 1; Rennes; France

Availability: Free, Acknowledgement requested, The community can contribute to this 
resource

Resource Name: GermOnline

Resource ID: SCR_002807

Alternate IDs: biotools:germonline, nif-0000-02906

Alternate URLs: https://bio.tools/germonline

Record Creation Time: 20220129T080215+0000

Record Last Update: 20250507T060102+0000

Ratings and Alerts

No rating or validation information has been found for GermOnline.

No alerts have been found for GermOnline.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 17 mentions in open access literature.

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