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The Division of Translational Toxicology (DTT) at the National Institute of
Environmental Health Sciences (NIEHS), NIH, focuses on environmental
factors Impacting human health, emphasizing toxicity biomarker
identification in various organs.
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Traditional methodologies, though effective, fall short in providing a
comprehensive characterization of toxicological effects via transcriptional
changes. This work aims to generate robust summaries of these
biomarkers, facilitating their utilization in in vivo tox screens. The
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Information from structured sources and manually curated information
about upstream regulation and potential mechanism of gene dysregulation
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