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Proper Citation

SubtiList (RRID:SCR_007950)

Resource Information

URL: http://genolist.pasteur.fr/SubtiList/

Proper Citation: SubtiList (RRID:SCR_007950)

Description: Subtilist is a database dedicated to the analysis of the genome of Bacillus
subtilis. It provides a complete dataset of DNA and protein sequences derived from the
paradigm strain B. subtilis 168, linked to the relevant annotations and functional
assignments. It also allows one to easily browse through these data and retrieve
information, using various criteria (gene names, location, keywords, etc.). The purpose of
the website is to collate and integrate various aspects of the genomic information from B.
subtilis, the paradigm of sporulating Gram-positive bacteria. The data contained in
SubtiList originated mainly from the worldwide collaborative B. subtilis genome
sequencing project, supplemented with information from the B. subtilis entries present in
the EMBL/GenBank/DDBJ databanks, as well as observations either published in
international journals or communicated directly to us by individual researchers.

Abbreviations: SubtiList, SUBTILISTG

Synonyms: SUBTILISTG

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

Defining Citation: PMID:11752255, PMID:7704253

Keywords: bacillus subtilis, bacillus subtilis genome, b. subtilis, b. subtilis genome, b.
subtilis protein, gram-positive bacteria, sporulating bacteria

Funding: European Union Biotechnology program contract BIO2-CT93-0272;
European Union Biotechnology program contract BIO2-CT94-2011;
European Union Biotechnology program contract BIO4-CT96-0655

Resource Name: SubtiList
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Resource ID: SCR_007950

Alternate IDs: nif-0000-03506

Record Creation Time: 20220129T080244+0000

Record Last Update: 20260728T043257+0000

Ratings and Alerts

No rating or validation information has been found for SubtiList.

No alerts have been found for SubtiList.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 35 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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