BioSapiens Feature Classification Workshop

Time

Tuesday, 27/2/2007, 10:00 to Wednesday, 28/2/2007, 14:00

Venue

EBI, Hinxton, Cambridge, UK

Motivation

The BioSapiens DAS registry currently lists 78 DAS servers. This is an impressive feat for the BioSapiens consortium. However, it also results in a new instance of a common bioinformatics problem, too much data with too little structure. Every provider of a DAS server is free to choose the features and feature names the server provides. While this openness is desirable for new features, it makes it impossible for DAS clients to provide a well-structured overview to biologists. Hundreds of features on a single protein, some of them repetitions with the same content, but a different name or server of origin, are unlike to provide a useful service to the end user. And this usefulness is a central aspect for the scientific success of BioSapiens.

Approach

We propose to develop a hierarchical classification of DAS feature types based on the OBO format and existing feature ontologies like the Sequence Ontology (SO). This will then be the standard BioSapiens feature classification. This will allow clients to easily implement a meaningful default view for features as well as a user-friendly browser configuration by e.g. only showing feature groups of interest. We also propose to annotate features with default servers, so that e.g. structural features for a protein are only shown from one server in default views.

This approach is completely backwards-compatible and easy to implement. The DAS protocol itself will remain unchanged. A server provider will only have to map the feature names provided to the ones from the new feature classification. Data from servers not adopting the classification can still be shown, but it might be displayed e.g. at the bottom of the feature list by standard clients.

The feature classification will be developed and maintained by the BioSapiens consortium following the well-established procedures followed by GO. The initial classification will be outlined prior to the workshop, and will be discussed, completed, and refined during the workshop. For this, we need the participation of all BioSapiens partners. 

Action points

· Please send us, by December 15, whether you can participate in the workshop, together with feedback on the plan presented, and suggestions for the agenda.

· Please send us, by January 31, a list of all feature types your servers currently provides? This can be an Excel table or similar, but would ideally be done as an implementation of the DAS command “Types”. http://www.ebi.ac.uk/das-srv/biosapiens/BioSapiensDIR/types.html?type=all shows the servers which do/do not yet implement the “Types” command.

Resources

The BioSapiens DAS directory: http://www.biosapiens.info/page.php?page=biosapiensdir

Preliminary classification of feature types by Gabrielle Reeves (Deliverable *.*):

** Link **

The Sequence Ontology (SO): 
http://www.ebi.ac.uk/ontology-lookup/browse.do?ontName=SO

The PSI MI feature type classification:

http://www.ebi.ac.uk/ontology-lookup/browse.do?ontName=MI&termId=MI%3A0116&termName=feature%20type

