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FlyBase makes contributions to many aspects of GO including gene annotation, the reference genome project, ontology development, AmiGO working group and GO newsletter team.

1. Staff:

Susan Tweedie joined FlyBase at the new GO curator on 1st May 2006,  replacing Russ Collins  who left the group in December 2005. Susan is funded by a MRC grant to Cambridge which runs until the end of 2010. Other curators in FlyBase FlyBase NIHGRI grant P41 HG000739. No FTEs are funded by GOC NIHGRI grant

Member
Position
Main GO-responsibilities

Michael Ashburner
GO PI

FlyBase-Cambridge PI
Project management, grant writing, GO curation of GenBank records, ontology development ....



Susan Tweedie
GO curator (full time)
GO literature curation, GO sequence curation, reference genome annotation, AmiGO working group member, GO newsletter team member,  answering GO-related FB_help mail, ontology development.



Rachel Drysdale
FlyBase-Cambridge PI
GO-curation of primary papers



Gillian Millburn

Peter McQuilton

Steven Marygold


Literature Curators (full time)
GO-curation of primary papers

David Sutherland

Ruth Seal


Literature Curators (50%)
GO-curation of primary papers 



Paul Leyland
Computer Associate (full time)
Generating FB gene_association file, generating FB gp2protein file, writing checking scripts for GO data files, incorporating large GO data sets into FlyBase



2. Annotation Progress

There are 14549 gene models (13854 protein coding genes and 695 genes for non-coding RNAs) in FlyBase FB2006_1, based on release 5.1 of the Drosophila melanogaster genome. The total number of FlyBase gene records (excluding pseudogenes but including genes not located in the genome) is 30501.

Details of our current GO stats can be found in the accompanying document. 

Annotation of 27 out of 41 of the orthologs curated for the reference genome project is now considered complete. With the exceptions of the reference genome project and analysis of new/revised gene models, FlyBase does not routinely annotate on a gene-by-gene basis and we do not mark genes were GO annotation is  'complete'.  

3. Methods and strategies for annotation

a. Literature curation: 95% of effort

The reference genome project involves a gene-by-gene approach where all literature on a specific gene is collected and curated.  

In addition, FlyBase has a list of 10 priority journals in which key Drosophila papers are published. These are curated first, followed by ‘lower priority’ journals and articles in the FB offprint collection. Literature curators at Cambridge GO-annotate genes from these primary papers. See (http://flybase.bio.indiana.edu/static_pages/docs/data_sources.html) for details of the journals curated.

Papers in other journals including user requests are curated on an ad hoc basis. GO data is no longer routinely captured from reviews in line with the reference genome project aim to avoid TAS/NAS annotations. 

FlyBase also curate conference abstracts including those of the Annual Drosophila Research Conference (ADRC). GO terms are assigned to new genes mentioned in these abstracts; we aim to replace these annotations when the authors publish their data.

b.  Computational annotation strategy: 5% of effort

There were 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

The InterPro2GO mappings were updated on Jun 13th 2006. The other two sets of IEA data have not been recalculated since the January 2004 GO meeting. 

New/revised gene models are analysed using BLAST for potential ISS annotations. ISS annotations are now made using the strigent 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 with be removed gradually. 

Annotation release 5.1 of the Drosophila melanogaster genome contained 76 new gene models, merges of 63 old  to 28 new genes and splits of 6 old genes into 12 new genes; 12 gene models were deleted.  All affected genes were subjected to BLAST analysis and existing GO data revised prior to release of the new version of FlyBase in November 2006. 

c.   Priorities for annotation: 

Susan Tweedie now spends the majoritiy of her time on the reference genome project aiming to completely annotate Drosophila orthologues of 20 human disease genes/month.  Other priorities are new/revised gene models and genes with no GO annotation.

Other FlyBase curators adopt a paper-by-paper approach based on our priority journal list (see a. above). 

4.  Presentations and Publications


a.  Papers with substantial GO content


b.  Presentations including Talks and Tutorials and Teaching

Susan Tweedie “ "FlyBase: an overview of the new website, search tools and the use controlled vocabularies"  University of Edinburgh Dec 2006.

5. Other Highlights:

Susan attended the GO annotation camp at Stanford, July 2006.

FlyBase has undergone a complete revamp in 2006 with both a change in the underlying database to CHADO and also a new set of web pages. In the long term, this will be a great improvement for us - in the short term we are suffering from the inconvenience of re-writing all of our local software. This has had a direct affect on our ability to edit GO data at FlyBase and we are not been able to update our entries to take account of ontology changes at present.  We anticipate that regular updates will be possible again by Spring 2007.
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