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Proper Citation

WebApollo: A Web-Based Sequence Annotation Editor for Community Annotation
(RRID:SCR_005321)

Resource Information

URL.: http://icebox.Ibl.gov:8080/ApolloWebDemo/jbrowse/

Proper Citation: WebApollo: A Web-Based Sequence Annotation Editor for Community
Annotation (RRID:SCR_005321)

Description: WebApollo is an extensible web-based sequence annotation editor for
community annotation. No software download is required and the annotations are saved to a
centralized database with real-time annotation updating. (The edit server mediates
annotation changes made by multiple users.) The Web based client uses JBrowse, is fast
and highly interactive. WebApollo accesses many types of genomic data including access to
public data from UCSC, Ensembl, and GMOD Chado databases. Source code (BSD
License) * Client source code: https://github.com/berkeleybop/jbrowse * Annotation editing
engine: http://code.google.com/p/apollo-web * Data model and I/O layer:
http://code.google.com/p/gbol * Trellis server code: http://code.google.com/p/genomancer

Abbreviations: WebApollo

Synonyms: WebApollo - A Web-Based Sequence Annotation Editor for Community
Annotation

Resource Type: production service resource, software resource, source code, service
resource

Keywords: sequence, annotation, genome
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Ratings and Alerts

No rating or validation information has been found for WebApollo: A Web-Based Sequence
Annotation Editor for Community Annotation.

No alerts have been found for WebApollo: A Web-Based Sequence Annotation Editor for
Community Annotation.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 13 mentions in open access literature.

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