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Table 1. JIEt 22710 HI0IE HIOIA(VOLUME 114 | NUMBER 1 | January 2006 Environmental Health Perspectives)

Acronym Full name Website and reference
ArrayExpress ArrayExpress at EBI www.ebi.ac.uk/arrayexpress {EBI 2005a)
GED Gene Expression Omnibus www.nebi.nim.nih.gov/geo (NCBI 2005a)
CIBEX Center for Information Biology cibex.nig.ac.jp (National Institute of
Gene Expression Database Genetics 2005)
Tox-MIAMExpress  Toxicogenomics MIAMExpress www.ebi.ac.uk/tox-miamexpress {EBI 2005h)
CEBS Chemical Effects in Biological Systems cebs.niehs.nih.gov {NIEHS 2005)
ArrayTrack NCTR's Center for Toxicoinformatics-Arraylrack  www.fda.gov/nctr/science/centers/
toxicoinformatics/ArrayTrack (NCTR 2005)
Atk # < toxicoinformaticsH= A 2|7} A A HA4E
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Table 2. S ARUT(H Ys VHIH DNA Fo ZE(VOLUME 114 | NUMBER 1 | January 2006 Environmental

Health Perspectives)

Organism Company Organism Company
Escherictia coli Affymetrix Bos taurus Affymetrix
Sigma-Genosys Canis familiaris Affymetrix
Takara Mus musculus Affymetrix
Bacillus subtilis Affymetrix Agilent
Sigma-Genosys Sigma-Genosys?
Pseudomonas aeruginosa Affymetrix SuperArray?
Helicobacter pylori Sigma-Genosys Rattus norvegicus Affymetrix
Mycobacterium tuberculosis Sigma-Genosys Agilent
Staphylococcus aureus Affymetrix SuperArray
Synechocystis sp. Takara Takara®
Saccharomyces cerevisiae Affymetrix Homo sapiens Affymetrix
Agilent Agilent
Magnaporthe grisea Agilent Genotypic
Piasmodium falciparum Affymetrix Sigma-Genosys?
Anopheles gambiae Affymetrix SuperArray?
Caenorhabditis elegans Affymetrix Arabidopsis thaliana Affymetrix
Drosophila melanogaster Affymetrix Agilent
Micropterus salmoides EcoArray? Takara
Pimephales promelas EcoArray? Glycine max L. Affymetrix
Danio rerio Affymetrix Oryza sativa Agilent
Agilent Hordeum vulgare L. Affymetrix
Xenopus laevis Aftymetrix Vitis vinifera Affymetrix

Company addresses are as follows: Affymetrix: Santa Clara, California, USA; Agilent: Palo Alto, California, USA; EcoArray:
Alachua, Florida, USA; Genotypic: Bangalore, India; Sigma-Genosys: The Woodlands, Texas, USA; SuperArray: Frederick,

Maryland, USA; Takara: Otsu Shiga, Japan.

aThe bass and fathead minnow chips contain many genes important for toxicology respanse, including vitellogenin and sev-
eral cytochrome P450s, among athers. #The cONA or oligo microarrays have been designed to profile the expression of multi-
ple genes involved in a specific biological pathway, or genes with similar functions or structural features. Mouse and human
cDNA microarrays are also available for toxicology and pharmacology applications. This type of array is designed to deter-
mine the expression profile of genes responsible for metabolism of endogenous and exogenous compaunds. ¢This is a glass
slide array immobilized with approximately 390 cDNA fragments of rat genes refated to the stress and toxicity responses.
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