GO Production Services @ Stanford – Progress Report

Gene Ontology Consortium Meeting, Princeton NJ, Sep 23-24, 2007
1.  GO Staff


Gail Binkley, Mike Cherry, Stan Dong, Ben Hitz, Eurie Hong, Stuart Miyasato, Shuai Weng, Edith Wong, Kathy Kegang Zhu 

The SGD group at Stanford is responsible for hosting various production aspects of GO.  Included are:  Maintenance and hosting of geneontology.org and godatabase.org web sites, hosting of the AmiGO ontology browsing server, periodic loading, export, and ftp hosting of the GO database, and filtering of gene association files supplied by members of the consortium.  Usage of the primary websites has been steady throughout the year, with geneontology.org and godatabase.org receiving 80,000 and 120,000 visits per month, respectively (an increase of ~20% over 2006)



	
	
	

	
	
	

	
	
	

	
	
	





	
	
	

	
	
	

	
	
	

	
	
	


















2.  Software & Databases
1. AmiGO:  Maintenance and support of the production AmiGO web site and 

has been provided by SGD beginning on May 4, 2005.  Amigo was updated with new features in Februrary, 2007.  We have installed AmiGO on a new development server to allow more efficient testing and deployment to productions servers.  
2. GO Database:  Maintenance and support of the GO relational databases has 

been supported for the entire year.  Recently (Sept. 2007), we have reviewed and tested many incremental changes to the go-dev source code that have accumulated over the last 2 years.  These changes have been approved and the code has been deployed to the production servers.   A new method for bulk loading the associations into the database has been implemented, but not fully tested due to the “drift” in the source code between the most up-to-date CVS version and the version used in production (see above).   This code can do a golite (no IEA) load in 12 hrs (compare: 20 hr) and gofull (all IEA) in 4 dy (compare: 11 dy).  The sequence loading was also improved both in speed and accuracy (more sequences found).  We also added a “gp2protein” report for each datasource.  This report is emailed to providers of the gp2protein file indicating which sequences specified in their file could not be loaded into the database.  Finally, a bug was fixed which prevented the taxonomy information (downloaded from NCBI) from being updated.

3. Gene association filters:  All submitted gene association files are filtered for errors in content or syntax before being published to the FTP site or loaded into the relational database.  The filtering program is revised and modified continuously to account for changes in standards and format.  Most significant changes committed:  All new IEA associations must use the WITH column (Jan 2007).  PENDING CHANGES:

* Throw error message for :: “Double colons” in DB_OBJECT_ID, GOID, REFERENCE, WITH and TAXON ID fields.  
* Check for multiple DB_OBJECT_SYMBOLs associated with a DB_OBJECT_ID.
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3.  Hardware

Three new Linux machines have been installed and configured to handle GO database loading and AmiGO processes, along with a load balancer for distributing amigo usage between two machines.  These were fully deployed Feb., 2007.  A fourth machine, go-dev was installed and configured to serve as a server for AmiGO testing and development.


