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1 Classification of relevant information

1.1 Genome

IID Data Data sources Reference
G-SEQ Sequence
G-SEQ-DNA DNA sequence ENSEMBL (Hubbard et al., 2002)
G-SEQ-PP Protein sequence ENSEMBL
G-SEQ-TRANS Transcripts (alternative) ENSEMBL
G-SEQ-EXON Exons, Introns ENSEMBL
G-SEQ-FEAT Feature (UTR)
G-SEQ-EST EST

Table 1. Genome data - Sequence

IID Data Data sources Reference
G-LOC Location
G-LOC-CHR Chromosomal location ENSEMBL, MGD (Blake et al., 2003)
G-LOC-MARK Marker ENSEMBL, MGD,

uniSTS
http://www.ncbi.nlm.nih.gov/
entrez/

G-LOC-BP bp position ENSEMBL
G-LOC-CM cM position MGD

Table 2. Genome data - Location

IID Data Data sources Reference
G-STR Strain
G-STR-SNP SNP ENSEMBL, dbSNP (Wheeler et al., 2003)
G-STR-HAP Haplotype (Wade et al., 2002)
G-STR-PHENO Phenotype classification MGD
G-STR-ALL Alleles MGD

Table 3. Genome data - Strain
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IID Data Data sources Reference
G-FA Functional annotation
G-FA-GO Gene Ontology Annotation Gene Ontology

Consortium, MGD
(The Gene Ontology Consor-
tium, 2000)

G-FA-GO-MF Molecular Function GO, MGD
G-FA-GO-BP Biological Process GO, MGD
G-FA-GO-CC Cellular Component GO, MGD
G-FA-GO-HS Hierarchical structure GO
G-FA-GO-SS Semantic similarity (Lord et al., 2003)
G-FA-SPKW SwissProt Keywords SwissProt (Boeckmann et al., 2003)
G-FA-EC Enzyme numbers LIGAND (Kanehisa et al., 2002)
G-FA-EC-HS Hierarchical structure LIGAND
G-FA-PF Protein families
G-FA-PF-ENS Ensembl protein family ENSEMBL
G-FA-PF-IP InterPro InterPro (Mulder et al., 2003)
G-FA-PF-PRO Prosite Prosite (Hulo et al., 2004)
G-FA-PF-
PFAM

PFAM PFAM (Bateman et al., 2002)

G-FA-PF-PRI PRINTS PRINTS (Attwood et al., 2003)
G-FA-PF-SM Smart Smart (Letunic et al., 2002)
G-FA-PF-TIGR TIGRFAMs TIGRFAMs http://www.tigr.org/TIGR

FAMs/
G-FA-PF-PIR PIR PIR (Wu et al., 2003)
G-FA-RIF GeneRIF: Gene References

into Function
LocusLink http://www.ncbi.nlm.nih.gov/

LocusLink/

Table 4. Genome data - Functional annotation

IID Data Data sources Reference
G-SC Species comparison
G-SC-HM Homology matches ENSEMBL

Table 5. Genome data - Species comparison
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1.2 Transcriptome

IID Data Data sources Reference
T-MD Microarray description SMD, GEO (Gollub et al., 2003), (Wheeler

et al., 2003)
T-MD-GL Gene list
T-MD-MT Microarray type (Affy, glass)
T-MD-ST Spot type (cDNA, oligo)
T-ECOND Experimental condition SMD, GEO

Strain, tissue, timepoint,
treatment, infection with
pathogen, growth condition

T-R Result SMD, GEO
T-R-EL Expression levels
T-R-TC Timecourse

Table 6. Transcriptome data

1.3 Proteome

IID Data Data sources Reference
P-ECOND Experimental condition SWISS-2DPAGE http://us.expasy.org/ch2d/

Strain, tissue, timepoint,
treatment, infection with
pathogen, growth condition

P-R Result SWISS-2DPAGE
M-R-P Protein list SWISS-2DPAGE

Table 7. Metabolome data

1.4 Metabolome

IID Data Data sources Reference
M-MP Metabolic pathways
M-MP-CP classification of pathways
M-MP-LG list of genes KEGG (Kanehisa et al., 2002)
M-MP-OG order of genes KEGG

Table 8. Metabolome data

4



1.5 Interactome

IID Data Data sources Reference
I-UT Used technique
I-PPI Observed protein-protein in-

teraction
I-COMPL Observed complexes

Table 9. Interactome data

1.6 Control

IID Data Data sources Reference
C-CMRP Cellular, molecular, regu-

latory pathways
BioCarta, KEGG http://www.biocarta.com/

C-CMRP-CP classification of pathways BioCarta, KEGG
C-CMRP-LP list of proteins BioCarta
C-CMRP-OP order of proteins BioCarta
C-CMRP-RP interaction of proteins BioCarta

Table 10. Control data
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