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I. Recent Product Developments for the BioKnowledge Library (BKL)

1. Disease Module 

• provides information about the role of human proteins in disease

• disease data is directly curated to human protein pages using a structured vocabulary

• initial focus on functional class of proteins most common among drug targets

• data is reformatted for Disease View reports

2. Disease View reports

• summary of proteins known to be associated with a particular disease

• disease-centric view of curation

• integrates molecular alterations, GO-BP, symptoms, and disease subtypes

• currently >1200 diseases

• pages accessed directly from individual protein reports or by new BKR search feature 

• select group of diseases are highlighted in Disease Spotlight program

3. Disease Spotlight  (free access; register at www.incyte.com)

• showcases a particular Disease View page and subset of associated Protein Reports

• freely available to everyone


• release schedule:
September 2003
Lung Cancer





October 2003

Breast Cancer





November 2003
Alzheimer Disease





December 2003
HIV/AIDS





January 2004

Diabetes





February 2004

Colon Cancer

4. Ortholog Information

• ortholog pairings for human, mouse, and rat proteins, defined as proteins from two

  different mammals that are related by virtue of descent from a common ancestor

• pairs have a high degree of sequence similarity, share common names, are viewed as

  functionally similar, and/or exhibit conserved linkage

• proteins for which conserved linkage has been established are curated as experimental

• all other pairings are curated as predicted

5. BioKnowledge Retriever (free demonstration at www.incyte.com)

• an integrated search and data export tool for proteome-scale biologic-based analyses

• integrates data from all BKL volumes

• protein counts inform the customer of productive next steps and allow  proteins to be

  grouped and manipulated easily

• redesigned to provide expanded query capabilities and more complex searches using:

GO

MeSH human disease ontology

Proteome mutant phenotype ontology (mouse, fungal, worm)

Proteome mammalian expression ontology

Pfam protein motifs and domains

species of origin

ortholog translations

chromosomal location

calculated sequence properties (molecular weight, pI, amino acid length)

II. GO and curation statistics (August 2003):

BKL volumes are updated weekly with new publicly available protein sequences and with manual annotation from the literature.  

	HumanPSD
	Human
	
	Mouse
	
	Rat
	

	
	Current
	Avg/wk
	Current
	Avg/wk
	Current
	Avg/wk

	# Proteins
	18,086
	49
	15,790
	118
	5,246
	9

	# References
	64,512
	250
	41,096
	80
	29,975
	45

	GO assignments
	91,574
	233
	85,860
	492
	36,573
	87


	
	YPD

	
	PombePD
	
	WormPD
	
	MycoPathPD

	
	Current
	Avg/wk
	Current
	Avg/wk
	Current
	Avg/wk
	Current
	Avg/wk

	# Proteins 
	6,418
	N/A
	4,958
	N/A
	20,308
	N/A
	11,539
	N/A

	# References
	24,681
	41
	2,992
	8
	3,488
	7
	3,280
	8

	GO assign.
	39,506
	26
	23,601
	11
	85,089 *
	34
	49,557
	33

	Annot. lines
	422,298
	1713
	53,689
	242
	180,752
	355
	37,112
	144


III. Sources of GO curation (September 2003):

Below are the number of GO terms curated to selected BKL volumes.

GO terms are hand-curated by Ph.D.-level curators, either via the literature or by Proteome BioKnowledge Transfer.  BioKnowledge Transfer is a method for predicting GO properties for uncharacterized proteins, based upon sequence similarity to characterized proteins and the presence of conserved protein domains and motifs.

HumanPSD (human, mouse, rat):
Experimentally determined by author in literature:
107,814 (45%)

Predicted by author in literature:



  72,835 (31%)

Predicted by Proteome BioKnowledge Transfer:

  57,919 (24%)

Total: 






238,568

YPD (S. cerevisiae):

Experimentally determined by author in literature:
38,665 (80%)

Predicted by author in literature:



  9,433 (19%)

Predicted by Proteome BioKnowledge Transfer: 
      602 (1%)

Total: 






48,700

WormPD:

Experimentally determined by author in literature:
12,420 (26%)

Predicted by author in literature:



  5,770 (12%)

Predicted by Proteome BioKnowledge Transfer:

29,085 (62%)

Total:






47,275

*Note: count of 85,089 worm GO terms in table includes automatically generated GO terms for uncharacterized proteins (BP unknown, MF unknown, and CC unknown)
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