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Proper Citation

Eukaryotic Pathogen Database Resources (RRID:SCR_004512)

Resource Information

URL: http://eupathdb.org/eupathdb/

Proper Citation: Eukaryotic Pathogen Database Resources (RRID:SCR_004512)

Description: EuPathDB integrates numerous database resources and multiple data
types. The phylum Apicomplexa comprises veterinary and medically important parasitic
protozoa including human pathogenic species of genera Cryptosporidium, Plasmodium
and Toxoplasma. ApiDB serves not only as database but unifies access to three major
existing individual organism databases, PlasmoDB.org, ToxoDB.org and CryptoDB.org,
and integrates these databases with data available from additional sources. Through
ApiDB site, users may pose queries and search all available apicomplexan data and tools,
or they may visit individual component organism databases. EuPathDB Bioinformatics
Resource Center for Biodefense and Emerging/Re-emerging Infectious Diseases is a
portal for accessing genomic-scale datasets associated with eukaryotic pathogens.

Abbreviations: EuPathDB, ApiDB

Synonyms: EuPath, Apicomplexan Database Resources, Eukaryotic Pathogen Genome
Database, EuPathDB, Eukaryotic Pathogen Database Resources, ApiDB, Apicomplexan
Database

Resource Type: service resource, data or information resource, data repository,
database, data access protocol, software resource, web service, storage service resource,
topical portal, portal

Defining Citation: PMID:19914931, PMID:17098930

Keywords: Data, Apicomplexa, parasitic, protozoa, Cryptosporidium, Plasmodium,
Toxoplasma, database, pathogen, dataset, FASEB list

Related Condition: malaria, kala-azar, african sleeping sickness, chagas disease, aids-
related, aids
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Ratings and Alerts

No rating or validation information has been found for Eukaryotic Pathogen Database
Resources.

No alerts have been found for Eukaryotic Pathogen Database Resources.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 39 mentions in open access literature.

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