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1.  GO Staff

Include all people working of various aspects of GO

Rama Balakrishnan, Gail Binkley, Mike Cherry, Karen Christie, Maria Costanzo, Stan Dong, Stacia Engel, Dianna Fisk, Jodi Hirschman, Ben Hitz, Eurie Hong, Christopher Lane, Stuart Miyasato, Rob Nash, Julie Park, Marek Skrzypek, Anand Sethuraman, Chandra Theesfeld, Shuai Weng 

Please also place GO effort in context of overall (local) project.


2.  Annotation Progress:  Current GO Stats

     
a.  Number of annotations to various GO aspects
As of March 2006, the breakdown of annotations by aspect:
	GO aspect
	Total as of 3-17-06
	Number added since 3-15-05

	Process
	13373
	1490

	Function
	9678
	771

	Component
	10819
	677



      
b. Number of genes annotated to various GO aspects
SGD completed annotations of the known set of budding yeast genes with their published literature results in 2003.  All defined genes without a published function, process or localization are annotated with the appropriate unknown term.  Thus the number of genes whose GO annotations have been updated from unknown to a specific term is listed.

	GO aspect
	Total unknown as of 3-17-06


	Process
	1482


	Function
	2132


	Component
	866



In addition, to ensure that the annotations for genes made previously still reflect the current knowledge published for a given gene, SGD reviews existing GO annotations for that gene during the process of literature curation.  Since March 15, 2005, SGD has reviewed the GO annotations in all three aspects for 306 genes. 

3.  Methods of Annotation


a.  Literature curation

All SGD GO annotations are derived from manual curation of the published literature. The annotation process is defined by the following document describing our annotation philosophy based on a sample set of papers and is available from the GO FTP directory: 

ftp://ftp.geneontology.org/pub/go/teaching_resources/sample_annotation_sets/sgd/SGD_sample_annotations.doc  

b.  Automatic or semi-automated methods

Not applicable.  Currently all GO annotations are derived from manual curation of published literature; we do not use automated methods to assign annotations.

c.  Quality control measures

All SGD curators are trained to annotate genes in a consistent manner.  When in doubt, curators discuss the specifics of any annotation issues that arise. As part of literature curation, each curator also makes sure that the existing GO annotations are current and reflect the literature accurately.  Consistency of literature curation is promoted by monthly consistency exercises.  During the exercises, curators are paired and each member of a pair curates the same paper and evaluates how they captured the information.  The pair then discusses the differences in detail until they reach a consensus opinion with regards to the information extracted from that paper.  The consensus opinions and unresolved differences are then discussed among the whole curatorial group.  This discussion provides a valuable opportunity for education about detailed curatorial standards for the entire group.

4.  Ontology development

SGD curators have contributed towards improving GO content for the septins, terms containing sensu Saccharomyces, and provided input on new and existing terms relevant to yeast.

5.  Publications/Tutorials/Presentations with substantial GO component

SGD published a paper describing the Genome Snapshot tool for the 2006 Nucleic Acids Research database issue.  (Hirschman JE, et al. (2006) Genome Snapshot: a new resource at the Saccharomyces Genome Database (SGD) presenting an overview of the Saccharomyces cerevisiae genome. Nucleic Acids Res 34(Database issue):D442-5.) This resource provides an overview of the current state of knowledge about S. cerevisiae by summarizing the number of each type of chromosomal feature annotated in the genome and the number and distribution of genes annotated to GO terms.  

Members of SGD organized and participated in the Annotation Camp held at Stanford, California in June 2005.  Special thanks go to the Department of Genetics at Stanford University for providing complete funding for all lodging costs for all participants of the Annotation Camp. 

Rama Balakrishnan presented a tutorial on AmiGO and gave a talk about how the scientific community can interact with the GO Consortium at the GO workshop at the PAG meeting held in San Diego, California in January 2006.  

Karen Christie attended the Rice Annotation Project 2 meeting held in Tsukuba, Japan in February 2006 to provide advice about how to implement GO annotations in their annotation pipeline.

6.  Other Highlights

1. AmiGO:  Maintenance and support of the production AmiGO web site and GO database has been provided by SGD beginning on May 4, 2005.  Since then, the following enhancements have been introduced to the data available from AmiGO:

2. AmiGO uses filtered gene association set (October 6, 2005)

3. AmiGO is now updated 3x per week (November 8, 2005)

4. NCBI RefSeq protein IDs are used to load sequences into the GO database.  These sequences are used by the GOst tool. (December 13, 2005)


In addition to providing the production environment for AmiGO, three members of SGD (Rama Balakrishnan, Karen Christie, and Eurie Hong) participate in the AmiGO working group in order to suggest, prioritize and test improvements to the AmiGO tool.

OBO-Edit: Two members of SGD  (Rama Balakrishnan and Karen Christie) also participate in the OBO-Edit working group. As part of this group, they provide feedback and test the OBO-Edit tool.
Other GOC software:  Software to filter and check data in submitted gene_associations files was implemented on October 2, 2005.  The filtering includes the removal of any association that has an error in syntax or content as well as limiting associations for TAXIDs to specific projects.  The associated scripts continue to be enhanced and refined.

GO data:  SGD has submitted documentation on our annotation philosophy with examples in accordance with the action item from the first Annotation Camp held in 2004.  This document can be downloaded from the GO FTP site (ftp://ftp.geneontology.org/pub/go/teaching_resources/sample_annotation_sets/sgd).

As described in the GO update provided by SGD in April 2005, we are planning to distinguish GO annotations from large-scale studies from more traditional experimental approaches.  In addition, we are planning to distinguish between GO annotations made by these experimental methods and those assigned by computational analyses.  Coupled with these developments will be the incorporation of manually curated and computationally predicted GO annotations for S. cerevisiae genes from UniProt.  Further details of this implementation are described in the poster presented by representatives of SGD attending this GOC meeting in St. Croix.
