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The Distributed Annotation System (DAS) is a specification for sharing distributed annotations of biological sequences, first introduced in 2000.  DAS allows researchers to integrate biological information from many different sources via standardized URL queries and XML responses over HTTP.  Although DAS has enjoyed some success it also has a number of problems, and there have been many discussions on the DAS mailing list of how best to improve it, ranging from minor modifications to complete overhauls.  It has become clear that a major revision of the DAS protocol is needed.  We have integrated many of the suggestions from the DAS developer and user community to produce a new version of DAS, DAS/2.
The preliminary DAS/2 specification is now ready for review by a wider audience.  Enhancements are currently centered on two major categories.  First is revising retrieval protocols to support more flexible queries and responses.  This includes the ability for servers to support arbitrary formats for annotation retrieval, and for clients to choose which format they prefer.  Nested hierarchies of annotation are supported, and annotations are typed based on ontologies.  Extensive filtering is also supported in the annotation request.  The second major category of enhancement is development of a new writeback protocol to support creation of new biological data objects and editing of existing ones.  Future plans include adding support for DAS/2 server registry and discovery.
In addition to the DAS/2 specification itself, we have developed preliminary implementations of a DAS/2 server, a DAS/2 client, and a DAS/2 validation suite.  The server implementation has a plugin architecture to support different backends including GMOD databases.  The client implementation is part of the Integrated Genome Browser (IGB), an application for genome visualization and exploratory analysis.  The standalone validation suite is used to verify that client requests and server responses follow the specification.  Client, server, and validation suite are all available as open source.  This work is funded in part by NIH grant R01HG003040.
Project URLs
DAS/2 Specification:  http://biodas.org/documents/das2/das2_protocol.html
Open source licensing and availability:

DAS/2 server implementation: Artistic License, current source code and latest release available at http://gmod.sourceforge.net
DAS/2 client implementation (IGB): Common Public License, current source code and latest release are available at http://genoviz.sourceforge.net
DAS/2 validation suite: new BSD License, available soon

