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Resource Information

URL: http://www.theseed.org/wiki/Home_of_the_SEED

Proper Citation: SEED (RRID:SCR_002129)

Description: The SEED is a framework to support comparative analysis and annotation of 
genomes. The cooperative effort focuses on the development of the comparative genomics 
environment and, more importantly, on the development of curated genomic data. Curation 
of genomic data (annotation) is done via the curation of subsystems by an expert annotator 
across many genomes, not on a gene by gene basis. From the curated subsystems we 
extract a set of freely available protein families (FIGfams). These FIGfams form the core 
component of our RAST automated annotation technology. Answering numerous requests 
for automatic Seed-Quality annotations for more or less complete bacterial and archaeal 
genomes, we have established the free RAST-Server (RAST=Rapid Annotation using 
Subsytems Technology). Using similar technology, we make the Metagenomics-RAST-
Server freely available. We also provide a SEED-Viewer that allows read-only access to the 
latest curated data sets. We currently have 58 Archaea, 902 Bacteria, 562 Eukaryota, 1254 
Plasmids and 1713 Viruses in our database. All tools and datasets that make up the SEED 
are in the public domain and can be downloaded at ftp://ftp.theseed.org

Abbreviations: SEED

Synonyms: The SEED

Resource Type: data set, service resource, production service resource, data or information 
resource, data analysis service, database, analysis service resource

Defining Citation: PMID:16214803

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_002129/resolver
http://www.theseed.org/wiki/Home_of_the_SEED
https://pubmed.ncbi.nlm.nih.gov/16214803
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Ratings and Alerts

No rating or validation information has been found for SEED.

No alerts have been found for SEED.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 467 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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sativa L.) from drought. Frontiers in microbiology, 15, 1430546.
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Frontiers in microbiology, 15, 1426463.
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preprint server for biology.
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medical Internet research, 26, e41065.
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microbiology, 15, 1378989.
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Partipilo M, et al. (2024) The S-component fold: a link between bacterial transporters and 
receptors. Communications biology, 7(1), 610.


