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Status Report for the Zebrafish Information Network (ZFIN)

Current Status:
· Continue applying translation tables (spkw2go, interpro2go) to named genes following Swiss-Prot data loads.

· Begin manual GO curation of current papers, pending imminent release of curator interface.

· Apply GO terms (IEA) to ZGC clones as we create gene records for them (see possible methods below).

	 Named Genes: 2020

 Last SP data load: April, 2003
	Process *
	Component *
	Function *
	Totals *

	Total assignments
	1407
	1083
	2286
	4776

	interpro2go assignments (genes)
	944 (751)
	689 (635)
	1348 (834)
	2981

	spkw2go assignments (genes)
	463 (278)
	394 (365)
	938 (568)
	1795

	Unique terms assigned
	145
	56
	205
	406

	Max annotations to one gene
	6
	6
	12
	nr

	Num. genes annotated
	782 (38.7%)
	687 (34.0%)
	917 (45.4%)
	983 (48.7%) 

	Avg. annotations/gene +/- std.
	1.8+/-1.0
	1.6+/-0.6
	2.5+/-1.9
	4.9+/-2.9


*All annotation is currently IEA

Ongoing GO Annotation:

1. Implementation of Non-IEA Annotation:

A curatorial interface and database support for non-IEA GO curation are currently in development, and should be available for testing this month.  Once these features are released, manual curation of for GO will become a routine part of our publication-by-publication curation process.
2. Continuation of IEA Annotation:
An emerging source of new gene records will be cDNA clones released as part of the Zebrafish Gene Collection (ZGC).  ZFIN gene records will be created for each clone thru weekly data exchange with LocusLink.  We will automate initial assignment of GO terms to these gene records through one of the two following mechanisms, or perhaps through a combination of both mechanisms.  Any insight into these processes, as well as alternative or additional processes would be welcomed.
A) GenBank records for each ZGC clone will be parsed to isolate domain terms provided by NCBI (CDD analysis).  The smart2go and pfam2go translation tables will be applied to assign GO terms to the corresponding ZGC clones.

B) Swiss-Prot/TrEMBL will pick up the ZGC clone GenBank records and assign Swiss-Prot keywords.  We will pick up the keywords through periodic Swiss-Prot data loads, and apply the translation tables (spkw2go, interpro2go) to assign GO terms accordingly.  

Outstanding Questions:

1) Are there other approaches we should consider to provide broader and deeper coverage with IEA annotations (TargetP analysis or application of ec2go translation table for example)?

2) Will other groups (Mouse, Human, Xenopus, Zebrafish) be creating gene records for Mammalian Gene Collection clones and automating their annotation with GO terms?  Are there collaborative efforts that we can make to increase coverage of these clones with GO while reducing redundancy of effort?

3) We plan to make fish-specific GO term requests through SourceForge.  Are there issues related to this process we should be made aware of? 

