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BACKGROUND

Pharmacometrics (PMx) models are often stored in unstructured PDFs or proprietary source files, which makes them difficult to reuse, maintain, or integrate with Quantitative Systems
Pharmacology (QSP) models. This hampers reproducibility and slows innovation.

To address this challenge, we have integrated Al-powered tools into the Jinko platform to automate the extraction and standardization of PMx models, thereby transforming legacy content
into a digital, interoperable and reusable library.

Jinko QSP platform allows for streamlined integration
of literature models
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METHODS CONCLUSION

We developed an automated pipeline that combines Optical Character Recognition (OCR) for
extracting text from PDFs and scanned documents with domain-trained Natural Language -> This Al-driven approach automates PMx model conversion, enhancing
Processing (NLP) to identify model components such as structural equations, parameter values, reproducibility, interoperability, and reuse.

and covariate relationships. - Within the Jinkd platform, these standardized models enable advanced in

This information is first converted into a human-readable intermediate format. silico applications—from drug repositioning to virtual clinical trials—ultimately
accelerating data-driven decision-making in drug development.

A multi-step workflow, driven by a large language model (LLM), then transforms it into a
controlled, structured representation exportable to formats like SBML. The process is fully REFERENCES
reproducible and integrated into the Jinko platform, where models are stored in a
version-controlled library with rich metadata. We evaluated the pipeline using published models.

RESULTS

The PMx models were reconstructed with high fidelity, preserving their compartments, parameter
values, and variability structures. Simulated outputs from the imported models matched the pp. 259-72.

published results. > [2] Cao Y, Balthasar JP, Jusko WJ. Second-generation minimal
physiologically-based pharmacokinetic model for monoclonal antibodies.
Journal of pharmacokinetics and pharmacodynamics. 2013 Oct;40:597-607.
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