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Broad Primary Screen for Affected Pathways
and Targets

Pathway/Target
Confirmation

Linkage to Potential Adverse

AOPs Effects
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High-Throughput Transcriptomic Screen
. . « TempOSeqgwhole transcriptome assay
e Low cost

« 384-well, cell lysate compatible
* Automatable
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« Large scale screen of 1,000 chemicals (ToxCast I/II)
In single cell type this summer

» Additional screens across multiple cell types/lines

* Additional reference chemicals and genetic
perturbations (RNAI/CRISPR/cDNA)
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Estimate Point-of-Departure
Based on Pathway
Transcriptional Perturbation
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Estimate Point-of-
Departure Based on AOP

Estimate Point-of-Departure
Based on Likely Tissue- or
Organ-level Effect without

AOP
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