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Proper Citation

ApiDB CryptoDB (RRID:SCR_013455)

Resource Information

URL.: http://cryptodb.org/cryptodb/

Proper Citation: ApiDB CryptoDB (RRID:SCR_013455)

Description: An integrated genomic and functional genomic database for the parasite
Cryptosporidium. CryptoDB integrates whole genome sequence and annotation along with
experimental data and environmental isolate sequences provided by community researchers.
The database includes supplemental bioinformatics analyses and a web interface for data-
mining. Organisms included in CryptoDB are Cryptosporidium parvum, Cryptosporidium
hominis, Cryptosporidium muris and environmental isolate sequences from numerous
species. CryptoDB is allied with the databases PlasmoDB and ToxoDB via ApiDB, an
NIH/NIAID-funded Bioinformatics Resource Center. Tools include: * BLAST: Identify
Sequence Similarities * Sequence Retrieval: Retrieve Specific Sequences using IDs and
coordinates * PubMed and Entrez: View the Latest Cryptosporidium Pubmed and Entrez
Results * Genome Browser: View Sequences and Features in the genome browser *
CryptoCyc: Explore Automatically Defined Metabolic Pathways * Searches via Web
Services: Web service access to our data

Abbreviations: ApiDB CryptoDB
Synonyms: CryptoDB, Cryptosporidium Genomics Resource
Resource Type: data or information resource, database

Defining Citation: PMID:16381902
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Ratings and Alerts
No rating or validation information has been found for ApiDB CryptoDB.

No alerts have been found for ApiDB CryptoDB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 24 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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