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Overview:
1. Staff:

Rama Balakrishnan, Gail Binkley, J. Michael Cherry, Karen Christie, Maria Costanzo, Stan Dong, Stacia Engel, Dianna Fisk, Jodi Hirschman, Ben Hitz,  Eurie Hong, Stuart Miyasato, Rob Nash, Jullie Park, Marek Skrzypek, Shuai Weng, Edith Wong (Stanford); Kara Dolinski, Rose Oughtred (Princeton)

2. Annotation Progress

As of December 2007, the breakdown of annotations by aspect for protein coding genes (Verified and Uncharacterized ORFs only, Dubious are excluded), RNA genes, and genes encoded within transposable elements. Note that these numbers count annotations only for ORFs that are Verified or Uncharacterized (Dubious ORFs are excluded), for RNA genes (ncRNA, rRNA, snRNA, snoRNA, or tRNA) and for genes encoded within transposable elements. It should also be noted these Annotations may include both new annotations and updated annotations which replaced older ones. Annotations made by Manually curated and High-throughput methods are shown below.

	 
	ORFs, Verified & Uncharacterized (non-transposon)
	RNA genes
	Transposable Element Genes
	All Annotated Genes

	Total Number of Annotations by Aspect
	 
	 
	 
	 

	Function
	8434
	483
	350
	9267

	Process
	13631
	476
	89
	14196

	Component
	10511
	517
	90
	11118

	 
	 
	 
	 
	 

	Total number of Annotations since 01/21/2007, by Aspect
	 
	 
	 
	 

	Function
	772
	14
	0
	786

	Process
	1414
	20
	0
	1434

	Component
	858
	17
	0
	 875

	 
	 
	 
	 
	 

	Total number of Annotations since 1/21/2007, by Aspect, given as percentage of total
	 
	 
	 
	 

	Function
	9.0%
	2.9%
	0.0%
	8.5%

	Process
	10.4%
	4.2%
	0.0%
	10.1%

	Component
	8.1%
	3.3%
	0.0%
	7.8%


Table 1.  Number of Annotations per Aspect  (excludes Dubious ORFs)
	
	ORFs, verified & uncharacterized (non-transposon)
	RNA genes
	Transposable Element Genes
	All Genes

	Total Number as of 12/07/2007
	5795
	418
	89
	6302

	Function
	3754
	399
	89
	4242

	Process
	4478
	399
	89
	4966

	Component
	4978
	400
	89
	5467


Table 2. Number of gene products annotated in various GO aspects to specific non-root terms (excludes Dubious ORFs)

3. Methods and strategies for annotation

a. Literature curation: 100% of SGD’s effort is dedicated to manual curation based on the published literature for budding yeast gene and their products.  SGD does not employ automated methods to assign annotations, rather we absorb the computational predicted annotations made by the GOA project for S. cerevisiae.

b. Computational annotation strategies: 

Currently, SGD is absorbing the computational annotations made the UniProtKB GOA group for S. cerevisiae.  The IEA annotations are loaded into the SGD database from the GOA gene association file.  These annotations are not provided within the gene_association.sgd file.

	Aspect
	Total # of annotations 

	Function
	11272

	Process
	8271

	Component
	6994


Table 3. Number of IEA annotations from GOA that are available from the SGD web pages.

c. Priorities for annotation: 
* Highest priority is to capture annotations where new information is available for an Uncharacterized gene product.

* Update older annotations. SGD captures the date when the annotations for a gene were reviewed.  Using this date reviewed, older annotations are checked for consistency with the current literature.

* The SGD project remains current with the Reference Genome annotation to-do list. 

4.  Presentations and Publications


a.  Papers with substantial GO content


SGD published a paper in the 2008 NAR Database issue about the GO Annotation Methods used at SGD and the integration of automated annotations from GOA.  [Hong et al. (2008) Gene Ontology annotations at SGD: new data sources and annotation methods. Nucl. Acids Res., in press]


b.  Presentations including Talks and Tutorials and Teaching

K. Christie, R. Balakrishnan and M. Costanzo presented a GO workshop at the Fungal Genetics conference (Asilomar, California, March 20-25, 2007)


c. Poster presentations

E. Hong:  GO Annotation at SGD: CSHL Yeast Cell Biology; Biocurator, Hayes Mansion, San Jose.

5. Other Highlights:

* Introduction of the Annotation Method ‘Computational’, ‘Manually curated’ and ‘High-throughput’ on user interfaces to distinguish annotations made from automated methods and manual methods.  The annotation type previously called ‘Core’ has been changed to ‘Manually curated’.

* We routinely synchronize the GOA annotations into the SGD database and display them on the Gene Ontology detail page at SGD.  Manual annotations made by GOA curators are reviewed by SGD curators for consistency before loading into SGD, while the IEAs are loaded directly into SGD.  Annotations from other groups submitted to GOA are also included in this process.  Currently there are annotations within the SGD database from SGD, UniProtKB and MGI.

* Yeast GO slim was updated.

* The Macromolecular complex slim was updated to include only those complex terms that have been used to annotate a yeast gene is SGD.

* To ensure consistency in the use of GO terms and evidence codes, the entire SGD group curates a paper and discusses the annotations assigned by each curator.  Then the collected annotations are discussed.

A. Ontology Development Contributions along with other members of the GOC:

*rRNA processing

*protein folding

*Ubiquitin conjugating and ligating activities

B.  Annotation Outreach and User Advocacy Efforts:

1) Annotation Guide to support new annotation groups: Rama, along with other members of the Outreach group, helped put together Flow charts and documents to help new annotating groups get familiar with annotation strategies

2) E. Hong and S. Engel are part of the GO newsletter team 

3) Evidence Code document was updated, with input from the Evidence Code Committee, by K. Christie and R. Balakrishnan

4) E. Hong is part of the GO Help group that triages and answers user email sent to the GOC via the gohelp@geneontology.org address of via the suggestion web form.

C.  Other Highlights:

*R.  Balakrishnan added Candida GO slims to the OBO file.

*E. Hong, R.  Balakrishnan and B. Hitz participate in the WebPresence (nee AmiGO) working group.

* R.  Balakrishnan and B. Hitz participate in AmiGO Hub group.

* K. Christie participates in OBO-Edit working group.

* K. Christie and S. Engel participate in Reference Genome project.

* K. Christie and R.  Balakrishnan participate in Evidence Code Committee to revise the definitions, use cases, examples and documentations for all Evidence codes used by the GOC.

* R.  Balakrishnan member of Annotation Outreach Working Group
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