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BACKGROUND

Transcriptomics is increasingly used in NAMs, mechanistic toxicology, and NGRA,

so standardized analysis is needed.
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0 Standardization reduces variation and improves reproducibility. Q




Building on the R-ODAF Framework

This study adds R-ODAF-Shiny: an interactive web interface for differential expression analysis.
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o/ Impact: Empowers researchers to perform standardized, reproducible differential expression analysis
through an accessible, web-based platform.



CURRENT DEVELOPMENTS AND FUTURE APPLICATIONS

Extending toward broader NAM and NGRA workflows

1. TRANSCRIPTOMICS TO AOPs

Kidney case study example

@ vecencss @) noPmapping  (€)) KE enrichment

-»ill_-»

\ e ) 2 ia
Transcriptomic

response ‘

Mechanistic
interpretation

Platinum
compounds

Kidney-relevant
outcomes

A

@ Links early gene expression changes to key events and adverse outcomes.

2. MULTIOMICS INTEGRATION

Transcriptomics Proteomics Metabolomics Epigenomics Other omics
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@ Supports a more complete understanding of biological responses.
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