Toxicogenomic Analysis on Impacts of EDCs
and Other Toxic Chemicals by using Both
Japanese Medaka Fish and Bacterial cDNA
Microarrays
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Major Boost for European Zebrafish Research

Eutopean Commission awards 12 million Euros to study zebratish models for human
development and disease

Thve Europ: < Isston hes d an unpr d 12 miifion Euros for zebrofish
research to o consortium of 15 European Institutions, ted by the Max Planck Institute for
Developmental Biology. The ZF°-MODELS consortium hopes to establish zebrafish models fo
human disenses, discover gencs that will ead to the identification of new drug targets and
gain fundamental insights into human development.

Fig. 1: Zebrafish may not ook much like humens, but their genes and che way they function ave
vary simifar. Se sirmilar in fact, that zebeafich can be very good models for human diseascs.

Image: Max Planck Institute for Developmenta’ Siolog
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CEBS Vision - Bioinformatics to Knowledge
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J3 8. The Chemical Effects in Biological Systems
(CEBS) vision using toxicogenomic study combined
with bioinformatics in NIHES, USA. (http://www.
niehs.nih.gov/nct/cebs.htm)
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+ RNA extraction = Cross platform comparisons

- Microarray analysis « Toxicant signatures

« Biginformatics « Trans-species comparisons

- Dose and time effects

development, cell cycle regulation,
signal transduction, metabolism of
xenobiotics, cellular responses to
injury or stress responses.
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