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ABSTRACT

Toxicity is a leading cause of drug failure, yet existing resources often lack
the mechanistic context linking drug perturbations to adverse outcomes. To
bridge this gap, we introduce ToxMech, an ongoing project developing an LLM-
supported system that extracts and structures toxicity mechanisms into a compre-
hensive heterogeneous knowledge graph.

ToxMech integrates data from diverse sources, including PubMed, AOP-Wiki,
FDA boxed warnings, and clinical news, using retrieval-augmented agents to mine
both structured repositories and unstructured text. By encoding relationships be-
tween drugs, targets, pathways, and outcomes, ToxMech enables structured rea-
soning over the causal chains of drug-induced toxicity. This evolving resource
aims to provide researchers with a robust tool for mechanistic modelling and en-
hanced safety assessment in the drug discovery pipeline.

1 INTRODUCTION

Drug toxicity is a primary cause of late-stage clinical failure, with up to 30% of candidates failing
due to unacceptable safety profiles [Tran et al.| (2023)); (Cook et al.| (2014). These failures result in
significant financial loss and delayed patient access to novel treatments [Peter Guengerich| (2010).
Improving the ability to anticipate and minimise toxicity is therefore a central challenge in compu-
tational drug discovery.

A major barrier to progress is the lack of structured, mechanistically rich datasets. Existing chem-
informatic models often lack access to the curated data necessary to generalise beyond specific
chemical scaffolds or assay conditions [Walters & Barzilay| (2021); Masood et al.|(2025). A system-
atic repository of mechanistic toxicity data would enable more accurate predictive modelling and
provide the interpretability required to redesign safer compounds.



Published as a conference paper at ICLR 2026

To address this need, we are developing ToxMech, an ongoing project to create a benchmark dataset
that systematically describes the mechanisms of drug toxicity. By providing a shared resource for
the research community, ToxMech aims to facilitate reproducibility, improve model evaluation, and
accelerate the discovery of safer therapeutics in high-stakes clinical domains.
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Figure 1: The figure illustrates a multi-step pipeline for extracting, integrating and standardising
biomedical information using LLMs. PubMed abstracts (a), mechanisms from papers (b), AOP
stressor mechanisms (c), FDA black box warnings (d), and unstructured sources (ie. blogs, news) (e)
are processed into YAML outputs, which are then integrated and validated for dataset construction

®.

2 LANDSCAPE AND LIMITATIONS

Existing toxicity resources remain fragmented and lack the mechanistically rich, unified structure
required for causal machine learning. Although the AOP framework |Villeneuve et al.| (2014) maps
causal chains from molecular events to outcomes, its curation is heterogeneous and lacks a ther-
apeutic drug focus. Similarly, DrugMechDB |Gonzalez-Cavazos et al.| (2023) provides structured
mechanisms but prioritises efficacy over failure modes. Clinical resources such as SIDER, OFF-
SIDES, and OnSIDES (Chandak & Tatonetti| (2020); |Kuhn et al.[(2016)); Tatonetti et al.| (2012) pro-
vide standardised drug-to-outcome mappings but fail to explain the underlying biological reasons for
these associations. High-throughput platforms and organ-specific datasets, including Tox21, Tox-
Cast, ToxicoDB, DILIrank, CiPA, and MitoTox |Richard et al.|(2016); Nair et al.| (2020); /Chen et al.
(2016); |Konala et al.| (2025); ILin et al.| (2021)), offer extensive signalling and assay data. However,
these resources rarely bridge the gap between assay-level perturbations and clinical observations.
Finally, while MoleculeNet, Therapeutics Data Commons |Huang et al.[(2022); Wu et al.|(2017), and
UniTox |Silberg et al.| (2024) have successfully standardised these subsets for benchmarking, they
remain focused on predictive classification rather than explicit mechanistic reasoning. Collectively,
these resources represent a landscape where progress is limited by a lack of causal integration.

3 DATASET GENERATION

To facilitate a mechanistic understanding of toxicity, we are developing ToxMech, a hybrid LLM-
supported framework that generates a standardised dataset of drug-induced toxicity mechanisms.
Our pipeline integrates multi-modal data into structured YAML format, enabling the construction
of high-fidelity graphs for computational analysis. Early results demonstrate that this approach suc-
cessfully bridges the gap between molecular initiating events and clinical outcomes. The following
sections detail how our modules currently populate the ToxMech dataset, addressing a landscape of
progress halted by lack of causal integration.
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3.1 PUBMED LITERATURE MINING

The first modality leverages PubMed as a primary source of mechanistic knowledge. To construct
a validation dataset for drug-induced toxicity, we developed an automated scraping pipeline using
Entrez Programming Utilities (E-utilities). The module systematically retrieves literature by execut-
ing targeted queries to identify relevant PubMed identifiers (PMIDs). For each PMID, the pipeline
downloads XML records and parses them to extract structured metadata, specifically article titles and
abstracts. This information is aggregated into a machine-readable dictionary format for subsequent
analysis.

This structured dataset is then processed by GPT-40 to extract mechanistic insights, such as se-
quences of biological events, which are mapped to predefined node types within our knowledge
representation framework. The final output is serialised as a YAML file. Figure [I] summarises this
construction process. Details o the prompt used for the YAML file can be found in the appendix

Ad

3.2 EXTRACTING INFORMATION FROM MECHANISTIC PAPERS

In addition to PubMed retrieval, the pipeline integrates mechanistic insights from full-text scientific
papers to capture experimental evidence often omitted from abstracts. We utilise the CORE API to
retrieve open-access PDFs, which are preprocessed and converted into a machine-readable format.
The text is then segmented and processed by an LLM-supported pipeline to extract structured chains
of cause and effect underlying drug-induced toxicity.

3.3 USING GPT40 FOR UNSTRUCTURED DATA EXTRACTION

To complement structured literature sources, we used GPT-40 to systematically retrieve and process
mechanistic information on drug-induced toxicity from the web. The pipeline begins by obtaining
a comprehensive list of drugs from the DrugBank dataset, ensuring coverage of clinically relevant
compounds|[Knox et al.|(2024). For each drug in the list, GPT-40 identifies and aggregates mechanis-
tic evidence related to adverse drug reactions. The outputs are constrained to return only a maximum
of five causal steps, thus limiting variability and intending to provide a concise explanation of the
mechanism of action.

This evidence is synthesised into a structured report that summarises all known mechanisms of drug-
induced toxicity for a given compound. The language model then parses the report to extract distinct
mechanistic pathways, each of which is converted into a dedicated YAML file formatted according
to the requirements of our validation framework. In cases where multiple toxicity mechanisms are
identified for a single drug, the system generates multiple YAML files, each representing a unique
mechanistic hypothesis. These files are stored individually, enabling downstream integration with
other data sources and facilitating validation of predicted mechanisms.

3.4 AOP STRESSORS SCRAPER

To incorporate mechanistic insights from established pathways, we developed an automated scraper
to link chemical stressors to biological events defined in AOP-Wiki. Building upon a previously
extracted dataset of stressors, the pipeline iterates through each entry and its associated AOP iden-
tifiers to execute targeted HTTP requests. The scraper parses the Events section of each AOP page,
extracting titles and descriptions that detail key biological processes.

These event titles provide the mechanistic context necessary to link chemical exposures to specific
molecular or cellular outcomes. The resulting data is stored in a structured JSON format, mapping
each stressor to its respective event sequence. This approach enriches the validation dataset with
high-quality annotations that align with internationally recognised toxicological knowledge. Figure
illustrates this mechanistic structure through the example of hERG channel blockade.
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Figure 2: Summary of the "hERG channel blockade” Adverse Outcome Pathway.

3.5 FDA SIDE EFFECTS EXTRACTOR

We further supplemented this dataset by extracting boxed warning data from the FDA website, which
registers life threatening and serious adverse reactions associated with approved medications in the
US Delong & Preuss|(2023).

3.6 DATA HARMONISATION

Once the data has been gathered, it is harmonised by aligning extracted entities with standardised
biological identifiers (ie. Drugbank IDs, UniProt). The yaml file harmonisation adopts the BioLink
ontology model, utilised in with many KG frameworks |Unni et al.| (2022)). This approach allows us
to leverage the depth of full text articles, providing richer mechanistic context than abstracts alone
and significantly enhancing the comprehensiveness of the resulting validation dataset.

3.7 STATS AND INFO ON THE DATASET - THIS COULD BE A TABLE

The table below summarises the dataset to date (subject to update as it’s a work-in-progress).

Table 1: ToxMech dataset stats
STATS N

N of drugs 1534
N of edges 7670
Average N of nodes per mechanism 5 nodes plus edges

4 EVALUATION

To ensure the system is sufficiently robust, we employ a multi-tiered validation strategy that lever-
ages both human expertise and automated verification. The first tier involves a manual evaluation
performed on a randomised 10% subset of the total dataset to serve as a high-fidelity benchmark.
A panel of three experts assesses each mechanism for biological plausibility and directionality (see
section [A.2] for additional details). Initial results demonstrate a strong inter-rater reliability with
a x = 0.78. This human-validated subset provides the ground truth necessary to calibrate the
subsequent layer of the pipeline. In the second tier, an automated verification agent utilising an
independent GPT-4o instance with a temperature of 0.0 performs cross-modal fact-checking. This
agent decomposes complex causal chains into individual atomic claims and cross-references them
against source metadata to identify logical inconsistencies or hallucinations. By integrating this
expert-led validation with granular automated auditing, we establish a scalable framework that pre-
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vents progress halted by lack of causal integration and ensures the mechanistic integrity of the final
dataset. Examples of two extracted pathway can be found in the appendix

4.1 LIMITATIONS

To address instances where the extracted pathway is found to be inconsistent with its original source
material, we utilise a structured expert-led reconciliation protocol. The secondary GPT-40 verifi-
cation agent is tasked with flagging these specific discrepancies, at which point the affected causal
chain is categorised as ambiguous and diverted to a manual adjudication queue. This human-in-
the-loop stage is essential for maintaining data fidelity, as it ensures the final dataset is not reliant
on automated judgements that might misinterpret complex biological evidence. By focusing expert
review on these high-uncertainty cases, we safeguard the mechanistic integrity of the results.

5 CONCLUSION

This paper presents early results from a system that aims to address the scarcity of high-quality,
mechanistic data for drug-induced toxicity prediction. By systematically constructing a mechanism
based framework for drug induced toxicity, we not only introduce a structured method for capturing
complex biological interactions, but also aim to generate a rich and informative dataset which we
plan to release upon completion.

By informing machine learning with biological processes rather than fragmented data, we enhance
the predictive power and interpretability of toxicity assessments. This approach supports safer ther-
apeutic development in a field where research is often constrained by a lack of causal integration.

6 MEANINGFULNESS STATEMENT

ToxMech addresses the workshop goal of learning meaningful representations of life by transform-
ing fragmented data into an interpretable, mechanistic knowledge graph. By integrating multimodal
data from abstracts to structured omics and pathway repositories, it constructs a multi-scale represen-
tation of biological systems under chemical perturbation. Crucially, ToxMech moves beyond black-
box predictions by focusing on causal representation learning, mapping the interventional chain
from molecular interactions to disease phenotypes. This aligns with themes of modelling biology
across scales and creating constraint-aware representations, providing a generalisable framework for
researchers to decode the complex, non-linear dynamics of drug-induced toxicity.



Published as a conference paper at ICLR 2026

ACKNOWLEDGMENTS

The authors wish to acknowledge the entire team for their technical insights and foundational work
on the tech tools and orchestrating architecture. This project would not have been possible without
the shared dedication and multidisciplinary expertise of the entire laboratory.

REFERENCES

Payal Chandak and Nicholas P. Tatonetti. Using Machine Learning to Identify Adverse Drug Effects
Posing Increased Risk to Women. Patterns, 1(7), 10 2020. ISSN 26663899. doi: 10.1016/j.patter.
2020.100108. URL https://pubmed.ncbi.nlm.nih.gov/33179017/.

Minjun Chen, Ayako Suzuki, Shraddha Thakkar, Ke Yu, Chuchu Hu, and Weida Tong. DILI-
rank: the largest reference drug list ranked by the risk for developing drug-induced liver in-
jury in humans. Drug Discovery Today, 21(4):648-653, 4 2016. ISSN 1359-6446. doi:
10.1016/J.DRUDIS.2016.02.015. URL https://www.sciencedirect.com/science/
article/abs/pii/S1359644616300411?via%3Dihubl

David Cook, Dearg Brown, Robert Alexander, Ruth March, Paul Morgan, Gemma Satterth-
waite, and Menelas N. Pangalos. Lessons learned from the fate of AstraZeneca’s drug
pipeline: A five-dimensional framework. Nature Reviews Drug Discovery, 13(6):419-431,
5 2014. ISSN 14741784. doi: 10.1038/NRD4309;SUBJMETA=154,2426,631;KWRD=
BUSINESS+STRATEGY+IN+DRUG+DEVELOPMENT. URL https://www.nature.
com/articles/nrd43009.

Claire Delong and Charles V. Preuss. Box Warning. The Dictionary of Physical Geography, Fourth
Edition, pp. 65, 6 2023. ISSN 1025-9473. doi: 10.24989/medienjournal.v20i1.613. URL
https://www.ncbi.nlm.nih.gov/books/NBK538521/.

Adriana Carolina Gonzalez-Cavazos, Anna Tanska, Michael Mayers, Denise Carvalho-Silva,
Brindha Sridharan, Patrick A. Rewers, Umasri Sankarlal, Lakshmanan Jagannathan, and An-
drew I. Su. DrugMechDB: A Curated Database of Drug Mechanisms. Scientific Data, 10(1):
1-7, 12 2023. ISSN 20524463. doi: 10.1038/S41597-023-02534-7Z;SUBJMETA=114,129,2401,
631;KWRD=DATA+INTEGRATION,DATABASES. URL https://www.nature.com/
articles/s41597-023-02534—-zl

Kexin Huang, Tianfan Fu, Wenhao Gao, Yue Zhao, Yusuf Roohani, Jure Leskovec, Connor W.
Coley, Cao Xiao, Jimeng Sun, and Marinka Zitnik. Artificial intelligence foundation for ther-
apeutic science. Nature chemical biology, 18(10):1033, 10 2022. ISSN 15524469. doi:
10.1038/S41589-022-01131-2. URL https://pmc.ncbi.nlm.nih.gov/articles/
PMC9529840/.

Craig Knox, Mike Wilson, Christen M. Klinger, Mark Franklin, Eponine Oler, Alex Wilson, Al-
lison Pon, Jordan Cox, Na Eun Lucy Chin, Seth A. Strawbridge, Marysol Garcia-Patino, Ray
Kruger, Aadhavya Sivakumaran, Selena Sanford, Rahil Doshi, Nitya Khetarpal, Omolola Fa-
tokun, Daphnee Doucet, Ashley Zubkowski, Dorsa Yahya Rayat, Hayley Jackson, Karxena
Harford, Afia Anjum, Mahi Zakir, Fei Wang, Siyang Tian, Brian Lee, Jaanus Liigand, Harri-
son Peters, Ruo Qi Rachel Wang, Tue Nguyen, Denise So, Matthew Sharp, Rodolfo da Silva,
Cyrella Gabriel, Joshua Scantlebury, Marissa Jasinski, David Ackerman, Timothy Jewison, Tan-
vir Sajed, Vasuk Gautam, and David S. Wishart. DrugBank 6.0: the DrugBank Knowledge-
base for 2024. Nucleic Acids Research, 52(D1):D1265-D1275, 1 2024. ISSN 0305-1048. doi:
10.1093/NAR/GKAD976. URL https://dx.doi.org/10.1093/nar/gkad976.

Vijay Bhaskar Reddy Konala, Rutuja Kuhikar, Shruti More, Matthias Gossmann, Bettina Lickiss,
Peter Linder, Jaganmay Sarkar, Paresh Bhanushali, and Amit Khanna. CiPA-qualified human
iPSC-derived cardiomyocytes: A new frontier in toxicity testing by evaluating drug-induced ar-
rhythmias. Toxicology in Vitro, 108:106100, 10 2025. ISSN 0887-2333. doi: 10.1016/J.TTV.2025.
106100. URL https://www.sciencedirect.com/science/article/abs/pii/
S0887233325000943.


https://pubmed.ncbi.nlm.nih.gov/33179017/
https://www.sciencedirect.com/science/article/abs/pii/S1359644616300411?via%3Dihub
https://www.sciencedirect.com/science/article/abs/pii/S1359644616300411?via%3Dihub
https://www.nature.com/articles/nrd4309
https://www.nature.com/articles/nrd4309
https://www.ncbi.nlm.nih.gov/books/NBK538521/
https://www.nature.com/articles/s41597-023-02534-z
https://www.nature.com/articles/s41597-023-02534-z
https://pmc.ncbi.nlm.nih.gov/articles/PMC9529840/
https://pmc.ncbi.nlm.nih.gov/articles/PMC9529840/
https://dx.doi.org/10.1093/nar/gkad976
https://www.sciencedirect.com/science/article/abs/pii/S0887233325000943
https://www.sciencedirect.com/science/article/abs/pii/S0887233325000943

Published as a conference paper at ICLR 2026

Michael Kuhn, Ivica Letunic, Lars Juhl Jensen, and Peer Bork. The SIDER database of drugs and
side effects. Nucleic Acids Research, 44(D1):D1075-D1079, 1 2016. ISSN 0305-1048. doi:
10.1093/NAR/GKV1075. URL https://dx.doi.org/10.1093/nar/gkv1075.

Yu Te Lin, Ko Hong Lin, Chi Jung Huang, and An Chi Wei. MitoTox: a comprehensive mi-
tochondrial toxicity database. BMC Bioinformatics, 22(10):1-14, 5 2021. ISSN 14712105.
doi: 10.1186/S12859-021-04285-3/FIGURES/5. URL https://bmcbioinformatics.
biomedcentral.com/articles/10.1186/s12859-021-04285-3.

Muhammad Arslan Masood, Samuel Kaski, and Tianyu Cui. Molecular property prediction
using pretrained-BERT and Bayesian active learning: a data-efficient approach to drug de-
sign. Journal of Cheminformatics, 17(1):1-15, 12 2025. ISSN 17582946. doi: 10.1186/
S13321-025-00986-6/FIGURES/10. URL https://jcheminf.biomedcentral.com/
articles/10.1186/s13321-025-00986-6.

Sisira Kadambat Nair, Christopher Eeles, Chantal Ho, Gangesh Beri, Esther Yoo, Denis Tkachuk,
Amy Tang, Parwaiz Nijrabi, Petr Smirnov, Heewon Seo, Danyel Jennen, and Benjamin Haibe-
Kains. ToxicoDB: An integrated database to mine and visualize large-scale toxicogenomic
datasets. Nucleic Acids Research, 48(W1):W455-W462, 2020. ISSN 13624962. doi: 10.1093/
NAR/GKAA390,. URL https://pubmed.ncbi.nlm.nih.gov/32421831/.

Peter J. Oldenburg. Abciximab. Reference Module in Biomedical Sciences, 2019. doi:
10.1016/B978-0-12-801238-3.98128-5. URL https://linkinghub.elsevier.com/
retrieve/pii/B9780128012383981285.

F. Peter Guengerich. Mechanisms of Drug Toxicity and Relevance to Pharmaceutical Develop-
ment. Drug metabolism and pharmacokinetics, 26(1):3, 2010. ISSN 18800920. doi: 10.
2133/DMPK.DMPK-10-RV-062. URL https://pmc.ncbi.nlm.nih.gov/articles/
PMC4707670/L

Ann M. Richard, Richard S. Judson, Keith A. Houck, Christopher M. Grulke, Patra Volarath, Inthi-
rany Thillainadarajah, Chihae Yang, James Rathman, Matthew T. Martin, John F. Wambaugh,
Thomas B. Knudsen, Jayaram Kancherla, Kamel Mansouri, Grace Patlewicz, Antony J. Williams,
Stephen B. Little, Kevin M. Crofton, and Russell S. Thomas. ToxCast Chemical Land-
scape: Paving the Road to 21Ist Century Toxicology. Chemical Research in Toxicology,
29(8):1225-1251, 8 2016. ISSN 15205010. doi: 10.1021/ACS.CHEMRESTOX.6B00135/
SUPPL{\_}FILE/TX6B00135{\_}LIVESLIDES.MP4. URL |/doi/pdf/10.1021/acs.
chemrestox.6b00135?ref=article_openPDF.

Jake Silberg, Kyle Swanson, Elana Simon, Angela Zhang, Zaniar Ghazizadeh, Scott Og-
den Genmab, Hisham Hamadeh Genmab, and James Zou. UniTox: Leveraging LLMs
to Curate a Unified Dataset of Drug-Induced Toxicity from FDA Labels. medRxiv,
pp- 2024.06.21.24309315, 6 2024. doi: 10.1101/2024.06.21.24309315. URL https:
//www.medrxiv.org/content/10.1101/2024.06.21.24309315v1https:
//www.medrxiv.org/content/10.1101/2024.06.21.24309315v]1.abstract.

Nicholas P. Tatonetti, Patrick P. Ye, Roxana Daneshjou, and Russ B. Altman. Data-Driven Pre-
diction of Drug Effects and Interactions. Science Translational Medicine, 4(125):125ra31, 3
2012. ISSN 19466234. doi: 10.1126/SCITRANSLMED.3003377. URL https://pmc.
ncbi.nlm.nih.gov/articles/PMC3382018/.

Thi Tuyet Van Tran, Agung Surya Wibowo, Hilal Tayara, and Kil To Chong. Artificial Intelligence
in Drug Toxicity Prediction: Recent Advances, Challenges, and Future Perspectives. Journal of
Chemical Information and Modeling, 63(9):2628-2643, 5 2023. ISSN 1549960X. doi: 10.1021/
ACS.JCIM.3C00200,. URL https://pubmed.ncbi.nlm.nih.qgov/37125780/.

Deepak R. Unni, Sierra A.T. Moxon, Michael Bada, Matthew Brush, Richard Bruskiewich, J. Harry
Caufield, Paul A. Clemons, Vlado Dancik, Michel Dumontier, Karamarie Fecho, Gustavo Glus-
man, Jennifer J. Hadlock, Nomi L. Harris, Arpita Joshi, Tim Putman, Guangrong Qin, Stephen A.
Ramsey, Kent A. Shefchek, Harold Solbrig, Karthik Soman, Anne E. Thessen, Melissa A. Haen-
del, Chris Bizon, Christopher J. Mungall, Liliana Acevedo, Stanley C. Ahalt, John Alden, Ahmed
Alkanaq, Nada Amin, Ricardo Avila, Jim Balhoff, Sergio E. Baranzini, Andrew Baumgartner,


https://dx.doi.org/10.1093/nar/gkv1075
https://bmcbioinformatics.biomedcentral.com/articles/10.1186/s12859-021-04285-3
https://bmcbioinformatics.biomedcentral.com/articles/10.1186/s12859-021-04285-3
https://jcheminf.biomedcentral.com/articles/10.1186/s13321-025-00986-6
https://jcheminf.biomedcentral.com/articles/10.1186/s13321-025-00986-6
https://pubmed.ncbi.nlm.nih.gov/32421831/
https://linkinghub.elsevier.com/retrieve/pii/B9780128012383981285
https://linkinghub.elsevier.com/retrieve/pii/B9780128012383981285
https://pmc.ncbi.nlm.nih.gov/articles/PMC4707670/
https://pmc.ncbi.nlm.nih.gov/articles/PMC4707670/
/doi/pdf/10.1021/acs.chemrestox.6b00135?ref=article_openPDF
/doi/pdf/10.1021/acs.chemrestox.6b00135?ref=article_openPDF
https://www.medrxiv.org/content/10.1101/2024.06.21.24309315v1 https://www.medrxiv.org/content/10.1101/2024.06.21.24309315v1.abstract
https://www.medrxiv.org/content/10.1101/2024.06.21.24309315v1 https://www.medrxiv.org/content/10.1101/2024.06.21.24309315v1.abstract
https://www.medrxiv.org/content/10.1101/2024.06.21.24309315v1 https://www.medrxiv.org/content/10.1101/2024.06.21.24309315v1.abstract
https://pmc.ncbi.nlm.nih.gov/articles/PMC3382018/
https://pmc.ncbi.nlm.nih.gov/articles/PMC3382018/
https://pubmed.ncbi.nlm.nih.gov/37125780/

Published as a conference paper at ICLR 2026

William Baumgartner, Basazin Belhu, MacKenzie Brandes, Namdi Brandon, Noel Burtt, William
Byrd, Jackson Callaghan, Marco Alvarado Cano, Steven Carrell, Remzi Celebi, James Cham-
pion, Zhehuan Chen, Mei Jan Chen, Lawrence Chung, Kevin Cohen, Tom Conlin, Dan Corkill,
Maria Costanzo, Steven Cox, Andrew Crouse, Camerron Crowder, Mary E. Crumbley, Cheng
Dai, Vlado Dancik, Ricardo De Miranda Azevedo, Eric Deutsch, Jennifer Dougherty, Marc P.
Duby, Venkata Duvvuri, Stephen Edwards, Vincent Emonet, Nathaniel Fehrmann, Jason Flan-
nick, Aleksandra M. Foksinska, Vicki Gardner, Edgar Gatica, Amy Glen, Prateek Goel, Joseph
Gormley, Alon Greyber, Perry Haaland, Kristina Hanspers, Kaiwen He, Kaiwen He, Jeff Henrick-
son, Eugene W. Hinderer, Maureen Hoatlin, Andrew Hoffman, Sui Huang, Conrad Huang, Robert
Hubal, Kenneth Huellas-Bruskiewicz, Forest B. Huls, Lawrence Hunter, Greg Hyde, Tursynay
Issabekova, Matthew Jarrell, Lindsay Jenkins, Adam Johs, Jimin Kang, Richa Kanwar, Yaphet
Kebede, Keum Joo Kim, Alexandria Kluge, Michael Knowles, Ryan Koesterer, Daniel Korn,
David Koslicki, Ashok Krishnamurthy, Lindsey Kvarfordt, Jay Lee, Margaret Leigh, Jason Lin,
Zheng Liu, Shaopeng Liu, Chunyu Ma, Andrew Magis, Tarun Mamidi, Meisha Mandal, Michelle
Mantilla, Jeffrey Massung, Denise Mauldin, Jason McClelland, Julie McMurry, Philip Mease,
Luis Mendoza, Marian Mersmann, Abrar Mesbah, Matthew Might, Kenny Morton, Sandrine
Muller, Arun Teja Muluka, John Osborne, Phil Owen, Michael Patton, David B. Peden, R. Carter
Peene, Bria Persaud, Emily Pfaff, Alexander Pico, Elizabeth Pollard, Guthrie Price, Shruti Raj,
Jason Reilly, Anders Riutta, Jared Roach, Ryan T. Roper, Greg Rosenblatt, Irit Rubin, Sienna
Rucka, Nathaniel Rudavsky-Brody, Rayn Sakaguchi, Eugene Santos, Kevin Schaper, Charles P.
Schmitt, Shepherd Schurman, Erik Scott, Sarah Seitanakis, Priya Sharma, Ilya Shmulevich, Manil
Shrestha, Shalki Shrivastava, Meghamala Sinha, Brett Smith, Noel Southall, Nicholas South-
ern, Lisa Stillwell, Michael ”.Michi” Strasser, Andrew 1. Su, Casey Ta, Anne E. Thessen, Jillian
Tinglin, Lucas Tonstad, Thi Tran-Nguyen, Alexander Tropsha, Gaurav Vaidya, Luke Veenhuis,
Adam Viola, Marcin von Grotthuss, Max Wang, Patrick Wang, Paul B. Watkins, Rosina Weber,
Qi Wei, Chunhua Weng, Jordan Whitlock, Mark D. Williams, Andrew Williams, Finn Womack,
Erica Wood, Chunlei Wu, Jiwen Kevin Xin, Hao Xu, Colleen Xu, Chase Yakaboski, Yao Yao,
Hong Yi, Arif Yilmaz, Marissa Zheng, Xinghua Zhou, Eric Zhou, Qian Zhu, and Tom Zisk. Bi-
olink Model: A universal schema for knowledge graphs in clinical, biomedical, and translational
science. Clinical and Translational Science, 15(8):1848-1855, 8 2022. ISSN 17528062. doi:
10.1111/CTS.13302.

Daniel L. Villeneuve, Doug Crump, Natalia Garcia-Reyero, Markus Hecker, Thomas H. Hutchin-
son, Carlie A. Lal.one, Brigitte Landesmann, Teresa Lettieri, Sharon Munn, Malgorzata Nepel-
ska, Mary Ann Ottinger, Lucia Vergauwen, and Maurice Whelan. Adverse outcome pathway
(AOP) development I: Strategies and principles. Toxicological Sciences, 142(2):312-320, 12
2014. ISSN 10960929. doi: 10.1093/TOXSCI/KFU199,. URL https://pubmed.ncbi.
nlm.nih.gov/25466378/.

W. Patrick Walters and Regina Barzilay. Applications of Deep Learning in Molecule Generation and
Molecular Property Prediction. Accounts of Chemical Research, 54(2):263-270, 1 2021. ISSN
15204898. doi: 10.1021/ACS.ACCOUNTS.0C00699,. URL https://pubmed.ncbi.nlm.
nih.gov/33370107/.

Zhenqgin Wu, Bharath Ramsundar, Evan N. Feinberg, Joseph Gomes, Caleb Geniesse, Aneesh S.
Pappu, Karl Leswing, and Vijay Pande. MoleculeNet: A Benchmark for Molecular Machine
Learning. Chemical Science, 9(2):513-530, 3 2017. ISSN 20416539. doi: 10.1039/c7sc02664a.
URL https://arxiv.org/pdf/1703.00564.

Mingzhu Yan, Yazhen Huo, Shutao Yin, and Hongbo Hu. Mechanisms of acetaminophen-induced
liver injury and its implications for therapeutic interventions. Redox Biology, 17:274, 7 2018.
ISSN 22132317. doi: 10.1016/J.REDOX.2018.04.019. URL https://pmc.ncbi.nlm.
nih.gov/articles/PMC6006912/.


https://pubmed.ncbi.nlm.nih.gov/25466378/
https://pubmed.ncbi.nlm.nih.gov/25466378/
https://pubmed.ncbi.nlm.nih.gov/33370107/
https://pubmed.ncbi.nlm.nih.gov/33370107/
https://arxiv.org/pdf/1703.00564
https://pmc.ncbi.nlm.nih.gov/articles/PMC6006912/
https://pmc.ncbi.nlm.nih.gov/articles/PMC6006912/

Published as a conference paper at ICLR 2026




Published as a conference paper at ICLR 2026

A APPENDIX

A.1 PROMPT

You are an expert in drug toxicity mechanisms. Extract mechanistic

information ONLY about ADVERSE/TOXIC effects.

CRITICAL FILTER: ONLY process papers about DRUG-INDUCED TOXICITY or

ADVERSE EFFECTS.

REJECT papers about:

— Therapeutic benefits

- Positive drug effects

— Disease treatment mechanisms
— Drug efficacy

OUTPUT FORMAT:

DRUG_NAME: <drug name 1in lowercase>

YAML_FILE:

yaml

graph:

id: '<DrugBank_ID>'

drug: '<drug name>"'
toxicity_type: '<specific toxicity type>'
mechanism_text: '<2-3 sentence plain-English explanation of how

the drug causes toxicity>'

nodes:
- id: '<DrugBank ID>'

[...

label: 'Drug'

name: '<drug name>"'

id: '<UniProt or GO ID>'

label: 'Protein' or 'BiologicalProcess'
name: '<protein or process name>'

more nodes as needed ...]

links:

[...

source: '<node id>'

target: '<node id>"'

relation: '<relationship from excel file>'
more links as needed ...]

reference:

CRI
4
2.
3o

O 0 J o

'<paper title or PMID>'
TICAL RULES:

graph._id format: DrugBankID (e.g., 'DB00O0O0O1")

graph.drug: lowercase drug name

graph.toxicity_type: MUST be specific (hepatotoxicity,
cardiotoxicity, nephrotoxicity, neurotoxicity, cytotoxicity, etc
.) — NOT just toxicity

graph.mechanism_text: Write 2-3 sentences in plain English
explaining HOW the drug causes toxicity. Include: what the drug
binds/affects what pathway is altered what toxic outcome

occurs.

nodes: Each must have id, label, name
- Drug nodes: label='Drug', id=DrugBank ID
— Protein nodes: label='Protein', id=UniProt ID
— Process nodes: label='BiologicalProcess', id=GO ID

links: Must use relationships from this list: {content3}

NEVER use MESH, UBERON, or DBXXXXX placeholders

Include paper title in reference

Show mechanism flow: Drug Protein/Enzyme Pathway/
Process Toxicity Outcome
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A.2 EVALUATION DETAILS

The human-grounded evaluation was conducted on a stratified randomised subset comprising 10
per cent of the total dataset. This assessment was performed by three independent experts, each
holding a PhD in molecular biology, bioinformatics or cheminformatics with a minimum of five
years of experience in this field. The experts evaluated each mechanism against two primary criteria:
biological plausibility and the accuracy of causal directionality. Inter-rater reliability was calculated
using Cohen’s Kappa. The early results indicated substantial agreement and provided a high-fidelity
benchmark for the system. By using this expert-led evaluation to calibrate the model, we ensure that
the dataset’s development is not a case where progress is halted by lack of causal integration.

A.3 CASE STUDIES

To demonstrate that the constructed mechanisms reflect current scientific understanding, we per-
formed a preliminary evaluation of two representative examples from our broader dataset. By bench-
marking these specific cases against peer-reviewed literature on drug-induced toxicity pathways, we
aimed to provide an initial validation of the model’s accuracy. This pilot assessment serves as a proof
of concept, illustrating the alignment of our components with established biological data across the
many mechanisms we have evaluated.

A.4 MECHANISM DESCRIPTION 1: ”ABCIXIMAB CAUSES (EXCESSIVE) BLEEDING”
Causal steps identified:

Abciximab (node) — “binds to” (edge) — “GP IIb/Illa receptor (UniProt:P08514)” (node)
— (4) [and] “inhibits” (edge)— (5) “’platelet aggregation”. Abciximab (node) — “’synergises with”
(edge) — Anticoagulants”

Original source: ”Abciximab General Information Abciximab is a Fab fragment of the chimeric
human-murine monoclonal antibody 7E3, which binds to the platelet glycoprotein IIb/IIla recep-
tor and inhibits platelet aggregation. Abciximab is used for prevention of cardiac ischemic events
in patients undergoing percutaneous coronary intervention and to prevent myocardial infarction in
patients with unstable angina who do not respond to conventional treatment. It has also been used
for thrombolysis in patients with peripheral arterial occlusive disease and arterial thrombosis. Be-
sides bleeding, other adverse reactions that have been associated with abciximab include back pain,
hypotension, nausea, and chest pain (but with an incidence not significantly different from that ob-
served with placebo).” Oldenburg| (2019).

A.5 MECHANISM DESCRIPTION 2: "ACETAMINOPHEN CAUSES HEPATOTOXICITY”
Causal steps identified:

Acetaminophen (node) — “metabolized by” (edge) — “Cytochrome P450 2E1” (node) —
(1) [and] produces” (edge) — (2) "NAPQI” (node) — (3) [and] “depletes” (edge) — (4)
”glutathione” (node) — (5) [and] “leads to” (edge) — (6) “oxidative stress” (node) — (7) [and]
“causes” (edge) — (8) “hepatocellular damage” (node) — (9) [and] “results in” (edge) — (10)
“Hepatotoxicity”.

Original source: “When taken at therapeutic doses, most of APAP is metabolized by phase II
conjugating enzymes, mainly UDP-glucuronosyltransferase (UGT) and sulfotransferase (SULT),
converting it to nontoxic compounds which are then excreted with the urine. Only a very small por-
tion is excreted unchanged in the urine. The remaining APAP, approximately 5-9%, is metabolized
by the cytochrome P450 enzymes (CYPs), mainly CYP2EI, into the highly reactive intermediate
metabolite N-acetyl-p-benzoquinone imine (NAPQI). Generally, NAPQI is rapidly detoxified by
conjugating with glutathione (GSH). However, when phase II metabolizing enzymes are saturated
after APAP overdose, excessive NAPQI depletes GSH, leading to covalent binding of sulfhydryl
groups in cellular proteins, especially mitochondrial proteins. This results in mitochondrial oxida-
tive stress and dysfunction, ultimately causing hepatocyte necrosis.” Yan et al.[(2018)).
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Figure 3: Mechanism of drug induced tonicity with Acetaminophen. At therapeutic doses, most
acetaminophen (APAP) is safely metabolized and excreted, with only a small portion forming the
reactive metabolite NAPQI that is detoxified by glutathione (GSH). In overdose, detox pathways are
overwhelmed, GSH is depleted, and excess NAPQI binds cellular proteins, causing mitochondrial

dysfunction and hepatocyte necrosis (2018).
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