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Eukaryotic GO at TIGR




from Linda Hannick

-The number of eukaryotic projects assigning or planning Gene Ontology at TIGR is increasing.  These include Arabidopsis thaliana, Trypanosoma brucei, Trypanosoma cruzi, Leishmania major, Cryptococcus neoformans and Aspergillus nidulans, Aspergillus fumigatus and Aspergillus oryzae.

-Arabidopsis is in the final stages, with two annotators working part-time trying to finish GO assignments to all proteins in TIGR’s Arabidopsis paralogous families.  They are very close to being finished.

-Eight chromosomes of Cryptococcus have automated GO (IEA) and a small number of curated assignments.  These do not yet have public locus assignments yet, so they are not yet being released.  The target date is the end of the year.

-One chromosome of Trypanosoma brucei was assigned last year.  Now, an effort is forming to mount a GO offensive on three related genomes, Trypanosoma brucei, Trypanosoma cruzi, and Leishmania major.   The aim is to accomplish this by early 2004.

-The three Aspergillus species are at an early stage, with paralogous families calculated, as a group.  GO has been computationally assigned; next, these assignments will be reviewed manually.   The GO assignments will be released early next year.

-Oryza sativa, rice, will calculate automated GO assignments in the next year.

----------------------------------------------------------------------------------------------------------------------------

Prokaryotic GO at TIGR

from Michelle Gwinn

-The associations for the recently published Pseudomonas syringae have been sent.  That makes a total of 5 TIGR prokaryotic genomes now at GO.

-gp2protein files for all of the TIGR genomes are now at GO - P. syringae, B. anthracis, and C. burnetii gp2protein files were sent this week..

-There are at least 8 TIGR genomes in the annotation pipeline that have full or partial GO assignments.  A couple are very close to publication (Geobacter, Listeria)

-Last time I reported that we sent tigrfam2go associations.  I am now working on improving the GO associations to TIGRFAMs so that we can store both prokaryotic specific, and eukaryotic specific terms to the same HMM and produce separate mappings for proks and euks from the same dataset.  I will send new tigrfams2go files as soon as this has made progress.

-There are 46 non-TIGR genomes that have computer generated IEA annotations which are accessible through TIGR’s Comprehensive Microbial Resource web site.  Once the revision of the TIGRFAM (and other HMM) GO assignments is semi-complete I will rerun the automated assignments for those genomes which, in combination with more manually curated prokaryotic data to draw on, will hopefully result in a more accurate data set, and send those to GO.

