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Proper Citation

Ashbya Genome Database (RRID:SCR_007548)

Resource Information

URL: http://agd.vital-it.ch/index.html

Proper Citation: Ashbya Genome Database (RRID:SCR_007548)

Description: AGD is a genome/transcriptome database containing gene annotation and 
high-density oligonucleotide microarray expression data for protein-coding genes from 
Ashbya gossypii and the model organism Saccharomyces cerevisiae. It also provides access 
to comparative genomics data from those two fungi as well as Schizosaccharomyces pombe 
and Neurospora crassa. Comparative DNA and protein-level data is available, including 
synteny information in fungi. Additionally, AGD now displays microarray expression data 
from A.gossypii and S.cerevisiae.

Abbreviations: AGD

Synonyms: AGD: the Ashbya Genome Database

Resource Type: data or information resource, database

Defining Citation: PMID:17212814

Keywords: n. crassa, s. pombe, s. cerevisiae, a. gossypii

Funding:

Resource Name: Ashbya Genome Database

Resource ID: SCR_007548

Alternate IDs: nif-0000-02538

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_007548/resolver
http://agd.vital-it.ch/index.html
https://pubmed.ncbi.nlm.nih.gov/17212814


Record Creation Time: 20220129T080242+0000

Record Last Update: 20250426T055939+0000

Ratings and Alerts

No rating or validation information has been found for Ashbya Genome Database.

No alerts have been found for Ashbya Genome Database.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 11 mentions in open access literature.

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