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Abstract #2508 Basic evaluation of approaches Concordance among pipelines Discussion

The Tox21 program has generated high-throughput screening data on thousands of
chemicals. While the data are publicly available through partner websites, PubChem,

663,737 Tox21ID - assay combinations
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 How do the four pipelines differ?
 What is the concordance among active ‘hits’ and inactive chemical-

Public access and future efforts
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