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1. Staff

8 full time eukaryotic annotators (incl. 2 ad hoc GO annotators)

8 full time prokaryotic annotators

6 developers

No full-time GO annotators/curators

2. Annotation

Must new genomes receive automated GO annotation.  P. falciparum and T. brucei  were manually annotated as part of genome papers.  Ad hoc updates are carried out where possible.

	
	
	No. of annotations *
	% of genes with annotations

	
	TG
	P
	F
	C
	P
	F
	C

	L. major
	9216
	5 (2629)
	6 (4930)
	6 (1502)
	23.2
	29.6
	12.1

	T. brucei
	9209
	3568 (6065)
	3790 (8321)
	3405 (1387)
	38.7 (65.9)
	41.2 (90.3)
	37.0 (15.1)

	P. falciparum
	5408
	1684 (3356)
	1614 (4608)
	1793 (3401)
	31.1 (62.1)
	29.8 (85.2)
	33.2 (62.9)

	G. morsitans

(EST clusters)
	14508
	0 (2668)
	0 (4174)
	0 (1553)
	0 (15.8)
	0 (28.8)
	0 (10.7)


* total counts including IEA in parentheses

3. Methods

primarily sequence similarity searching.  L. major annotations transferred from T. brucei using curated orthologues.  T. brucei annotation carried out mainly at TIGR.
