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We have developed a web-based annotation tool, Canto, to support community curation on a large scale. Canto is highly configurable, and can be used with minimal
or extensive support from professional curators. It is therefore suitable for use by most research communities, including those not supported by a manual curation
team, who want to contribute gene-specific experimental information from their organism of interest to public biological databases. Canto supports literature-based
curation of a wide, and configurable, set of data types, including Gene Ontology (GO) annotations, phenotypes, interactions, and protein modifications. The tool is
fully accessible online, requiring no software download or setup by the end user. Initial feedback from early community users indicates that Canto is easy to use, with
an intuitive workflow and integrated help documentation. Canto was originally developed for community curation by the S. pombe database (PomBase) and its
research community, who curate the most extensive set of data types. To date, Canto has also been adopted by the K. pastoris (Pichia) community and for GO
annotation workshops at University College London in which researchers and post-graduates are invited to curate their own papers of interest. Ongoing Canto
development ensures that feedback from users guides efforts to improve existing features or to implement new ones.
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Welcome to the PomBase Canto community curation environment.
Researchers are welcome to evaluate existing annotations and
create new annotations from their group's past publications.
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