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1. GO staff: 
Suparna Mundodi – 1 FTE

Tanya Berardini – 0.5 FTE

GO annotation constitutes about 50% of our genome function annotation project.  The other 50% includes curation of aliases, association of genes to loci, addition of sequences, curation of expression patterns using anatomy and developmental stage terms, composition of summary statements, association of relevant literature, curation of alleles and phenotypes, and, currently, merging of gene models. TAIR has four other major areas of focus: 1) genome sequence and gene structure annotation; 2) integration of gene expression data; 3) user interfaces, outreach, and education; and 4) metabolic pathway annotation and proteomics data integration.

2. Annotation Progress: (numbers as of March 11, 2005)

Table 1: Number of annotations to various GO aspects.

	ANNOTATIONS
	Process
	
	Function
	
	Component
	

	
	Oct. 2004
	March 2005
	% change
	Oct. 2004
	March 2005
	% change
	Oct. 2004
	March 2005
	%change

	
	
	
	
	
	
	
	
	
	

	IEA
	9762
	26409
	+170.5
	9164
	29796
	+225.1
	14401
	24894
	+72.9

	ND
	11300
	8714
	-22.9
	1456
	1218
	-16.3
	10634
	8300
	-21.9

	non-IEA/non-ND
	2910
	4371
	+50.2
	5103
	5930
	+16.2
	1280
	2778
	+117.0


Table 2: Number of genes annotated to various GO aspects

	GENES
	Process
	
	Function
	
	Component
	

	
	Oct. 2004
	March 2005
	% change
	Oct. 2004
	March 2005
	% change
	Oct. 2004
	March 2005
	%change

	
	
	
	
	
	
	
	
	
	

	IEA
	15007
	10864
	-27.6*
	16999
	7596
	-55.3*
	17906
	15666
	-12.5

	ND
	11300
	8659
	-23.4
	1456
	1148
	-21.2
	10634
	8288
	-22.1

	non-IEA/non-ND
	3984
	3124
	-21.6**
	5809
	5117
	-11.9**
	1541
	2031
	+31.8


· *There are two ways in which the numbers of genes annotated using IEA have decreased.  (1) When a non-IEA, non-ND annotation is added to a gene with an existing IEA annotation for that aspect, the IEA annotation is removed.  In some cases, because of one-to-many INTERPRO-to-GO mappings for a single domain, more than one IEA annotation can be replaced by a single non-IEA, non-ND annotation.  This process is ongoing.  (2) We have removed some IEA annotations to genes because the GO term in the INTERPRO-to-GO mapping was inappropriate for plants (i.e. ‘visual perception’).  More such mappings exist for function and process terms compared to component terms.  This filter was put into place in November 2004.  

· **Numbers of genes annotated using non-IEA, non-ND evidence codes decreased due to a current push at TAIR to merge redundant symbolic gene models.  Two (or more) symbolic ‘genes’ representing the same entity could have been independently annotated using GO.  Upon merging, all GO annotations that were previously associated to two or more genes are associated with a single symbolic gene. Component annotations did not decrease correspondingly due to addition of a large user submitted component annotation dataset.

3. Method of annotation:


a. Literature curation - Our current focus is on annotating from the most recent literature.  In the past, we used a gene-centric approach where each gene was examined for all of the associated literature, current and past, to make annotations.  We are now switching to a paper-centric approach where we review papers one at a time.  We are taking the most recent set of papers (the previous month) from PubMed, which have the word ‘Arabidopsis’ in the title or abstract and are annotating any new genes that are described as well as revisiting existing genes and updating their annotations, when appropriate.

b. Automatic or semi-automated methods – Interpro2GO IEA annotations are updated monthly.


c. Quality control – All annotations to obsolete terms have been removed and were manually updated where possible.

4. Ontology Development: 

a. Terms added:  10 process, 2 function, 1 component

b. Temporary terms in progress: 21 process, 5 function 


b. Content contributions:



1. symbiosis with the PAMGO group : Suparna



2. utilization terms from plant perspective: Suparna



3.  response to pathogen node:  Suparna organized a phone conference 


with leading experts in the field of plant defense and plant host-pathogen 


interaction to discuss terms used in describing these phenomena.  The 


panel members were: 




Fred Ausubel: Professor of Genetics, Harvard Medical School


Jeff Dangl: John N. Couch Professor of Biology and Microbiology,


University of North Carolina



Xinnian Dong: Professor of Biology, Duke University



Shauna Somerville: Staff Scientist, Carnegie Institution, Department of


Plant Biology and Professor by Courtesy, Biological Sciences, Stanford 


University


Barbara Baker: Adjunct Associate Professor & Senior Scientist, UC


Berkeley & USDA Plant Gene Expression Center


Richard Michelmore: Professor, Department of Vegetable Crops and 


Weed Science Program and Chair, Genetics Graduate Group, UC Davis


Pamela Ronald: Professor of Plant Pathology, Department of Plant 


Pathology, UC Davis


See related SF item: https://sourceforge.net/tracker/index.php?func=detail&aid=1031159&group_id=36855&atid=440764
5. Publications:

None

6. Other highlights:


a. PAG meeting: TAIR workshop with discussion of GO-slim applications


b. Suparna in India: gave talks about GO at the University of Agricultural Sciences and the Indian Institute of Science in Bangalore


c. User submissions: Average of 1 file a month (~ 1500 annotations to about 900 genes contributed so far).  Submissions are handled via our Excel spreadsheet form http://arabidopsis.org/info/functional_annotation.submission.jsp . 













