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Overview:
FlyBase contributes to many aspects of GO including gene annotation, the reference genome project, ontology development, GO newsletter team, evidence code group, and the web presence working group.

1. Staff:

Susan Tweedie is funded by a MRC grant to work as a full-time GO curator. Other FlyBase staff are funded by NIHGRI grant P41 HG000739. No FTEs are funded by GOC NIHGRI.

GO PI/FlyBase PI: Michael Ashburner

GO curator: Susan Tweedie

Literature curators: Peter McQuilton, Gillian Millburn, Ruth Seal, Steven Marygold, David Osumi-Sutherland

Developers: Paul Leyland, Andy Schroeder (Harvard), Kathleen Falls (Harvard)

2. Annotation Progress

	
	FB_2007_03
	FB_2006_01
	% change

	Annotations with expt. evidence
	14811
	12131
	+22%

	Annotations with IEA
	22885
	22623
	+1%

	Annotations with ISS
	15381
	14967
	+3%

	Annotations with ND
	5016
	4997
	+0.5%

	Other annotations
	16750
	16719
	+0.2%

	Total annotations
	74843
	71438
	+5%

	Publications cited for GO annotations
	8664
	8107
	+7%


Number of genes localized on the D. melanogaster genome = 15093

Number of genes localized on the genome with GO annotation = 9879

Number of genes localized on the genome annotated with at least one non-root term = 8975

Number of genes not localized on the genome with GO annotation = 1969

Total number of D. melanogaster genes with GO annotation = 11848

3. Methods and strategies for annotation

(95 % effort on literature curation vs.5% computational annotation methods)

a. Literature curation (95 % of effort):

The reference genome project involves a gene-by-gene approach. We attempt to annotate the target genes with all possible GO terms based on experimental evidence in the current literature. 

In addition, FlyBase curators capture GO data from a set of priority journals in which key Drosophila papers are published (details of the journals curated can be found here: http://flybase.bio.indiana.edu/static_pages/docs/data_sources.html). Additional papers from other journals that are identified as a good source of GO data are curated on an ad hoc basis. 

GO data is no longer routinely captured from reviews or abstracts in line with the reference genome project aim to avoid TAS/NAS annotations. 

b. Computational annotation strategies (5% of effort): 

There are three sources of IEA-supported GO terms currently in FlyBase:


- InterPro2GO mappings


- Fritz Roth- predicting GO terms based on existing patterns of annotation


- PANTHER analysis on Release 3.1 D. mel annotations

InterPro2 GO mappings for heterochromatic genes were updated in May 2007. All other IEA data is now greater than one year old and reviewing this data is a priority for 2008.

New/revised gene models are analyzed using BLAST for potential ISS annotations. ISS annotations are now made using the criteria agreed by the reference genome project. Old ISS annotations where the similar sequence is either not identified or is not supported by experimental evidence will be removed. 

c. Priorities for annotation
The main priority of the GO curator is the reference genome project where we aim to curate fly orthologs of 20 selected target genes per month. Other priorities are genes that lack any GO annotation and updating IEA-based GO data. General FlyBase literature curation is prioritized on a journal-by-journal basis; GO annotations are made for each paper with relevant data.

4.  Presentations and Publications


a.  Papers with substantial GO content

None

b. Presentations including Talks and Tutorials and Teaching

None
c. Poster presentations

‘The Reference Genome Annotation Project’, International Biocurator Meeting, San Jose CA USA 25-28th October 2007 

5. Other Highlights:

A. Ontology Development Contributions:

Contributed to removal of sensu terms. 

B.  Annotation Outreach and User Advocacy Efforts:

C.  Other Highlights:

Following a lengthy transition to a new CHADO database, FlyBase is now releasing updates of the database and submitting the corresponding gene association file to GO every 4-6 weeks. 

Dates have finally been incorporated into our database schema such that, for new annotations at least, the date in the gene association file is now a true reflection of when the annotation was made. 

Page 1 of 3

