dictyBase

Progress Report – Oct. 2004 GO Meeting

1.GO Staff

Three GO annotators (Petra Fey, Pascale Gaudet, Karen Pilcher) and one GO developer (Sohel Merchant).

Sohel Merchant has now implemented the "qualifier" field, so that terms can be annotated using "colocalizes_with" and "contributes_to".

Karen Pilcher and Sohel Merchant added new references to be used for GO annotations. We have separate references with method abstracts for internal BLAST GO annotations, InterPro2GO mapping, and ISS annotations.

Karen Pilcher and Sohel Merchant have been working on the readme file for the annotations page, which has just been implemented.

Pascale Gaudet has used the Dictyostelium anatomy ontology and part of the GO development node, making cross-products to create a Dictyostelium Development Ontology.

2. Annotation Progress: Current GO Stats
	
	Number
	% Increase

	Total number of genes:
	13640
	35

	Total number of curated genes:
	1441
	136

	Total number of genes with annotations:
	5413
	167

	Total number of genes with non-IEA annotations:
	613
	150

	Total number of annotations:
	13774
	89

	Function
	5354
	85

	Process
	5459
	91

	Component


	3161


	92


	Total number of non-IEA annotations:
	2541
	353

	Function
	969
	482

	Process
	893
	291

	Component


	679


	311


	Total number of distinct non-IEA annotations:
	395
	150


3. Methods of Annotation

a. IEA: All Dictyostelium protein sequences are analyzed by BLAST against GO gene association sequence files (http://www.geneontology.org/index.shtml), identifying proteins in other organisms that align with Dictyostelium proteins with an E value ≤ e-50. GO annotations that have been manually assigned to these proteins from other species are then imported and attached to the corresponding gene product in dictyBase. The proteins from which the annotations are derived are displayed in the 'Evidence' column on the Gene Ontology evidence and references page. Soon we will also import IEAs by the InterPro2GO method.

b. Manual Annotations:
i.
ISS: GO annotations with the evidence code 'Inferred from Sequence or structural Similarity' are assigned manually to gene products in dictyBase.  These GO annotations are assigned based on non-IEA, non-ISS annotations of highly similar proteins in other species. Dictyostelium proteins that do not show homology to proteins in other organisms but contain conserved functional domains are mapped by curators to InterPro domains.

ii.
Other manual annotations: Curators follow the GO Annotation Guide (http://www.geneontology.org/GO.annotation.html), and often discuss individual cases. If no solution can be found curators send an e-mail to the annotation list.
iii.
All dictyBase GO annotations are attributed to genes, as well as with_from information referring to dictyBase genes. 

4. Other Highlights

Dictyostelium genome sequence.  Since June 2004, dictyBase contains Version 2 of the complete Dictyostelium genome: chromosomes 1-6 and mitochondrial DNA. dictyBase currently contains 13640 genes mapped on chromosomes, and 77 genes that are not mapped on chromosomes.

Gene Page redesign.  We have reorganized the way sequences are linked to genes and displayed. Our new Gene Page lists all the sequences associated to a gene, including ESTs, by category. Each sequence has a separate Sequence Info Page, where additional information, including nucleotide and protein sequence, can be found. The Gene Page now includes a larger map for instant viewing of the alignment of Gene Models, GenBank genes or mRNAs, and ESTs. 
