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GO update report from the Rat Genome Database (RGD)

At the Rat Genome Database we are trying to continually increase the number of genes with  GO annotations. To achieve this, we are currently using both manual curation  (abstract curation) and electronic annotation.. On a monthly basis we are loading the new GO annotations in our database and concomitantly send a new gene association file to the GO site.  We have four and half curators, including the one GO curator, (two curators work off-site for fewer hours than full time and we count them as one and a half).
Current GO annotations are as follow:

Biological Process:: all - 2649, non-IEA - 611


Molecular Function: all – 2968, non-IEA – 915


Cellular Component: all – 2285, non-IEA – 327


Total Gene Products Associated:  3392 

Statistics

The above numbers, compared to the GO annotations RGD had at the last meeting, represent a greater than double increase in GO annotations. The increases are as follows:



Biological Process: all – 2.5x, non-IEA – 2.5x




Molecular Function: all – 2.4x; non-IEA – 3.5x




Cellular Component: all – 2.7x, non-IEA – 2.2x




Total Gene Products Associated: 2.3

Other issues 
More genes have recently been manually annotated and we’re in the process of checking and preparing for loading the files with the new GO terms both in our database and at the GO site in the next couple of weeks. We have proposed a couple of new GO terms, and they  were created.  A number of Perl scripts were written to parse the database using standard SQL queries in order to identify the genes that either have only IEA annotations or have no GO annotation at all.  This will allow us to sort out and prioritize future gene annotations.

We have also adapted other controlled vocabularies to annotate genes, as well as QTLs and strains with the Diseases Ontology (using the C branch of MeSH) and the Phenotype Ontology (using the MGI model). We’re also in the process of developing a behavior ontology (using the F branch of MeSH). In addition, we’re developing an ontology for annotating pathway information  - the KEGG pathway representation will be used in the beginning.  

We developed and continue to develop tools for easy access to and navigation within the various types of information  stored in our database. Users can easily go from Ontology Reports to Gene Reports and vice-versa and use multiple ontology searches An advanced search tool and a gene annotation tool are in the development process. 
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P = Biological Process; F = Molecular Function; C = Cellular Component, T = total genes.

Bar Harbor – number of annotations as presented at the Bar Harbor meeting; Nov-03, Dec-03, Jan-04 – annotations sent on November, December 2003, and January 2004, respectively.
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