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Prokaryotic Report (Michelle Gwinn)

1.  The associations for the recently published Geobacter sulfurreducens have been sent to GO.  That makes a total of 6 TIGR bacterial genomes (>18000 genes) now at GO.  No gp2protein has yet been sent for Geobacter since the proteins are not yet in SwissProt/TrEMBL.

2.  There are currently 14 other TIGR genomes with partial or complete GO annotation still in the annotation/publication pipeline.

3.  Work is still progressing on the improvements to tigrfam2go and the updated IEA annotations for non-TIGR genomes that will result.

Eukaryotic Report (Linda Hannick)

Five eukaryotic genomes are currently using GO in our databases.  The Arabidopsis project is winding down, and is very nearly finished at TIGR.  Trypanosoma brucei and Cryptococcus neoformans are ongoing, and Plasmodium falciparum is not currently being annotated with GO.  The Brugia community is meeting at TIGR this week and next, and is examining IEA terms. They will be manually annotating only a few.  A summary follows:

	Genome
	Gene products with GO assignments
	Non-IEA

	Arabidopsis thaliana
	25486
	25486

	Trypanosoma brucei
	533
	533

	Cryptococcus neoformans
	7190
	258

	Plasmodium falciparum
	2919
	2709

	Brugia malayi
	4314
	10


Gene Index (Sirisha Sunkara):

As of the latest release cycle of the TIGR Gene Indices (February 2004), the TIGR tgi group has provided 184,614 IEA gene associations to 1,103,496 TCs (Tentative consensus sequences) (~17.0%). The TIGR gene indices constitute 66 species (animal, plant, protist and fungal). These associations have been generated by sequence similarity searches to the proteins with GO annotations provided by the following databases: FB, GOA_SPTR, GOA_human, GeneDB_Spombe, MGI, SGD, TAIR, TIGR_Ath1 and WB. Blat is being currently used (due to speed performance) for sequence similarity searches with 70% similarity over at least 50% length of the query sequence criteria.

