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DIMA 2.0—predicted and known domain
interactions

DOMINE: a database of protein domain interactions

HotSprint: database of computational hot spots in
protein interfaces
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sites in proteins with known apo-structures
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TreeFam: 2008 Update

The UniTrap resource: tools for the biologist
enabling optimized use of gene trap clones

UTGB/medaka: genomic resource database for
medaka biology

The vertebrate genome annotation (Vega) database

Xenbase: a Xenopus biology and genomics resource

The Zebrafish Information Network: the zebrafish
model organism database provides expanded support
for genotypes and phenotypes
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X:Map: annotation and visualization of genome
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human genes and transcripts
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Cyclebase.org—a comprehensive multi-organism
online database of cell-cycle experiments

EMAGE—Edinburgh Mouse Atlas of Gene
Expression: 2008 update
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normalized Affymetrix compendia with structured
experimental metadata

The Stanford Tissue Microarray Database

PRIDE: new developments and new datasets

An emerging cyberinfrastructure for biodefense
pathogen and pathogen—host data

CEBS—Chemical Effects in Biological Systems:
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Mitome: dynamic and interactive database for
comparative mitochondrial genomics in
metazoan animals

The Generation Challenge Programme comparative
plant stress-responsive gene catalogue

Gramene: a growing plant comparative
genomics resource

MetaCrop: a detailed database of crop
plant metabolism

PlantGDB: a resource for comparative
plant genomics

PlantTFDB: a comprehensive plant transcription
factor database

PlantTribes: a gene and gene family resource for
comparative genomics in plants

ppdb: a plant promoter database
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Oryza Tag Line, a phenotypic mutant database
for the Génoplante rice insertion line library
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