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GO effort in context of overall (local) project.

At SGD, GO annotation is the primary method for capturing scientific results through the use of a controlled-vocabulary.  SGD curators annotate gene products with GO terms based on evidence gathered from the published scientific literature on the budding yeast, S. cerevisiae.  Consequently, SGD is able to integrate such knowledge into the tools and resources created for the yeast community.  GO annotations are displayed on SGD Locus pages and are provided as publicly available flat files for the biomedical research community.  In addition, lists of genes obtained from search tools at SGD (such as our microarray expression tool and the Chromosomal Feature Search) may be analyzed using the GO Term Finder and GO Slim Mapper
2. Annotation Progress:  Current GO Stats

All annotations provided by SGD use non-IEA evidence codes.

As of March 2005, the breakdown of annotations by aspect -

	GO aspect
	Total as of 3-15-2005
	Number added since 10-15-04

	Process
	12333
	448

	Function
	9266
	246

	Component
	10328
	522


Since October, 2004, SGD has added 1,216 new annotations using 1,321 references.

Number of unknown annotations updated to a known term since the last GO meeting.

Process Ontology
48

Function Ontology
46

Component ontology
35
3.  Methods of Annotation

a. Literature curation

All SGD GO annotations are derived from manual curation of the published literature and we do not use automated methods to assign annotations.
b. Automatic or semi-automated methods

Not Applicable…not used

c. Quality control measures

All SGD curators are trained to annotate genes in a consistent manner.  When in doubt, discussions about the specifics of the annotation issues occur between all the curators. Also, as part of literature curation, each curator makes sure that the GO annotations are current and reflect the literature accurately.  Consistency of literature curate is promoted by monthly consistency exercises.  During the exercies two curators are paired and each curates the same paper and evaluates how they captured the information.  The pair then discuss what they would have done with that paper.  This discussion provides a valuable opportunity for education about detailed curatorial standards and issues that arise are then discussed as a group.

3.  Ontology development

SGD curators have contributed towards improving the content of RNA splicing terms, Secretory pathway terms, cell cycle and yeast specific terms.

4. Publications

5. Other Highlights

We have been adding GO annotations using some large scale studies. For example, Huh et al., Nature 425:686-91 tagged proteins in the yeast genome with GFP and determined their localization.  Using the results of this paper SGD added many new cellular component annotations with the IDA evidence code.  While those annotations are very useful we have come to the conclusion, both from our own observations and from users questions, that users would benefit from knowing whether a given annotation is based on a large scale study or the more traditional single gene approach experiment. For this reason, we are planning to implement use of a evidence code qualifier, Large scale study, to indicate when an annotation is based on a large scale study, rather than one that looked closely at one or a handful of genes.  These qualifiers are for SGD use and will not be exported into the gene_association.sgd file.

Karen Christie has undertaken a discussion with Midori Harris, Mark Wilkinson, and Michelle Gwinn about the current limitations of MOBY specifically with respect to adding new namespaces.  MOBY has instituted a system where new namespaces must be of a bipartite format where the first portion is the authority, or database name, e.g. SGD, and the second part is the name a type, e.g. LOCUS, giving namespaces like SGD_LOCUS. This is fine in most cases. However, GO needs to be able to use the authority name independently of the specific types.  For example, there are two columns in the gene_association files which require an abbrevation for a group, one for the group that contributed the file and a second for the group that made the annotation.  For this, it is not appropriate to append the type to the name.  We encourage this issue to be an agenda item at this meeting or a future meeting.
