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Name of Group; Institution; Reporting Time; Roles in GOC 

(roles includes ontology development, reference genome annotation, gene annotation, GO outreach, etc )
Name of Group: TAIR

Institution: Carnegie Institution
Reporting Period: March 2006-December 2006

Reporting Date: January 3, 2007

Roles:  Ontology development, reference genome annotation, gene annotation, AmiGO working group, OBO-Edit working group

1. Staff:
[please include FTEs working on GOC tasks designating as well how many FTEs funding by GOC NIHGRI grant]

GO funded GO annotation (1.58 FTE): 
Tanya Berardini: 0.4 FTE (February and March 2006), 0.6 FTE (January and April – Dec. 2006)

Donghui Li:  1 FTE (June – Dec. 2006)
Suparna Mundodi: 1 FTE (January – June 2006)

Leonore Reiser: 0.15 FTE (January 2006 only)

Non-GO funded GO annotation (0.65 FTE):

Marga Garcia-Hernandez: 0.5 FTE
Peifen Zhang: 0.05 FTE
Christophe Tissier: 0.05 FTE
Hartmut Foerster: 0.05 FTE
GO funded Software Support Staff (0.32 FTE):

Joe Filla: 0.05 FTE (Jan. – Dec. 2006)
Bob Muller: 0.1 FTE (April 2006), 0.15 FTE (May – Dec. 2006)

Aleksey Kleytman: 0.8 FTE (January 2006 only)

Danny Yoo: 0.8 FTE (January 2006), 0.1 FTE (February – April 2006)

2. Annotation Progress

Please indicate your current count of genes for your organism

Based on Arabidopsis genome release TAIR6 (11/05)
Protein coding genes: 26,541

Pre-tRNA genes:
     631

rRNA genes:

         4

snRNA genes:

       15

snoRNA genes:
       68

miRNA genes:

       43
other RNA genes:
         8
pseudogenes:

  3,818
Genetic loci:
                 793

Total:


31,921 (without pseudogenes: 28103)
Please indicate your progress in annotation over the last year both in the number of genes with annotations (+/- IEA) and in the number of ‘complete’ annotations [breadth vs. depth]
Table 1: Number of Annotations to Various GO Aspects
	ANNOTATIONS
	Process
	
	Function
	
	Component
	

	
	March 2006
	December 2006
	change
	March

2006
	December 2006
	change
	March 2006
	December 2006
	change

	
	
	
	
	
	
	
	
	
	

	non-IEA/non-ND
	7622
	9582
	+ 1960
	7794
	8492
	+ 698
	4398
	5014
	+ 616

	IEA
	10825
	5834
	- 4991
	15583
	3047
	- 12536
	16622
	13876
	- 2746

	ND
	9619
	9490
	- 129
	2792
	2768
	-24
	9188
	9053
	- 135


Table 2: Number of Genes Annotated to Various GO Aspects

	GENES
	Process
	
	Function
	
	Component
	

	
	March 2006
	December 2006
	change
	March 2006
	December 2006
	change
	March 2006
	December 2006
	change

	
	
	
	
	
	
	
	
	
	

	non-IEA/non-ND
	4967
	5481
	+ 514
	5730
	6034
	+ 304
	2928
	3254
	+ 326

	IEA
	7361
	4067
	- 3294
	7529
	4067
	- 3462
	12789
	11239
	- 1530

	ND
	8870
	8760
	- 110
	2606
	2584
	- 22
	8530
	8403
	- 127


Table 3: Overview of Breadth of Arabidopsis Genome Annotation
	
	Number of genes

	
	March 2006
	December 2006 (% total)
	change

	Annotated to at least one GO aspect
	28357
	28795 (90%)
	+ 438

	Annotated to GO function
	25648
	26059 (82%)
	+  411

	Annotated to GO process
	24952
	25130 (79%)
	+ 178



	Annotated to GO component
	25970
	25987 (81%)
	+ 17

	Annotated to all GO aspects
	Not assessed
	21709 (68%)
	n/a


3. Methods and strategies for annotation

(please note % effort on literature curation vs. computational annotation methods)
a. Literature curation: We curate on a paper by paper basis.  In addition to GO-related information, we also capture expression patterns using the PO vocabularies, allele, germplasm and phenotype information. (95% effort)
b.  Computational annotation strategy: We perform two types of computational analyses for GO annotation purposes:  INTERPRO domain mapping/INTERPRO2GO and TargetP analysis. Annotations are updated when the INTERPRO2GO mapping file changes or when the genome annotation changes. (5% effort)
c.   Priorities for annotation: We focus on extracting information from the most recently published literature.  Because of the large number of papers that come out every month, we have a triage procedure that assigns a priority (high, medium, normal) to a paper based on the journal in which it is published.  Our current aim is to have complete coverage of the high priority papers and work on the other two categories as time allows.  

Our high priority journals are: 

	PNAS
	Science

	The EMBO Journal
	The Plant Cell

	The Plant Journal
	PLoS Biology

	Trends in Plant Sciences
	Cell

	Current Biology
	Development

	Genes and Development
	Nature

	Nature Cell Biology
	Nature Genetics

	Nucleic Acids Research
	


4.  Presentations and Publications

a.  Papers with substantial GO content


none

b.  Presentations including Talks and Tutorials and Teaching


1. PAG, January 2006: Suparna Mundodi presented during the GO workshop, also gave presentation on use of GO in Arabidopsis during the TAIR workshop



2. International Arabidopsis Meeting, June 2006: Peifen Zhang gave a presentation on the use of GO in Arabidopsis during the TAIR workshop



3. American Society of Plant Biologists Annual Meeting, July 2006: Chris Tissier gave a presentation on the user of GO in Arabidopsis during the TAIR workshop

c.  Poster presentations



none
5. Other Highlights:


a. Tanya Berardini was involved in effort to make the biological process ontology is_a complete.

b. Donghui Li has joined TAIR as our new GO curator and has begun modifying the ontology, adding new terms that have been requested by the TAIR curators.


c. Our technical team has supported our curation efforts by 



1. Updating and improving our pipelines for incorporating ontology updates into our database, finally switching to parsing the OBO 1.2 format from the old GO flat file format.  


2. Creating a simple web-based paper triage application that we use to validate and rank papers for curation.  


3. Maintaining and improving our annotation tool, PubSearch, as we find little bugs that need to be fixed and new features that we’d like to see added that will improve the quality and consistency of our annotations.


d. We’ve had a couple of meetings (Sept. 21 and Dec. 14, 2006) with Paul Thomas from SRI about collaborating on the Panther gene family annotation tool.  We’ve agreed to beta test the software and use it to annotate some Arabidopsis gene families that will be generated by Dan Rokshar of JGI.  TAIR will report the findings back to the GOC.
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