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Conclusions and Next Steps

► In combination, it was demonstrated that these tools can be used to:
 Expand the prediction of biological pathway conservation across species (several additional lines of evidence

are generated through the use of G2P-SCAN)
 Aid in the prediction of cross-species chemical susceptibility (approaching a systems perspective)
 Potentially extend the biologically plausible tDOA of relevant AOPs
 Provide additional biological information to help further characterize certain KEs and KERs

► Areas of improvement:
 Additional factors such as life stage, life history, biological sex, and toxicokinetic factors like absorption,

distribution, metabolism, excretion (ADME) may be incorporated to yield a more complete understanding of
the chemical exposure and resulting biological impacts

 Incorporation of quantitative pathway information through the use of (high-throughput) transcriptomics or
proteomics would allow for pathway topology evaluations for molecular target and pathway prioritizations
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