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SHORT CV OF THE SUPERVISOR

Marta Lopes is a Researcher at the Center for Mathematics and Applications (NOVA Math), NOVA
School of Science and Technology, Universidade NOVA de Lisboa. Marta holds a PhD in
Biotechnology, a Master's degree in Applied Mathematics and a 5-year degree in Biology. She
specializes in developing advanced mathematical and computational tools to extract valuable
insights from high-dimensional biological data, supporting informed decision-making.
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PROJECT TITLE AND SHORT DESCRIPTION

Integration of statistical learning and dynamic modeling for assisting clinical decision

This project aims to integrate statistical and machine learning methods with dynamic systems
modeling for clinical applications. The abundance of large-scale biological data offers valuable
insights into the mechanisms behind pathological conditions. Statistical and machine learning
techniques can handle vast datasets, identifying significant variables and correlations, despite their
limitations on the interpretability of the underlying processes. In contrast, dynamic systems
modeling provides detailed predictive models of system evolution but requires knowledge of
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underlying kinetics. By combining these approaches, the project aims to elucidate complex
biological processes, through the analysis of time-series data.

SCIENTIFIC AREA WHERE THE PROJECT FITS BEST*

Mathematics (MAT)

*Scientific Area where the project fits best — Please select/indicate the scientific area according to the panel
evaluation areas: Chemistry (CHE) « Social Sciences and Humanities (SOC) « Economic Sciences (ECO)
Information Science and Engineering (ENG) * Environment and Geosciences (ENV) ¢ Life Sciences (LIF) *
Mathematics (MAT) « Physics (PHY)



