
Abstract

This doctoral project is focused on the development and analysis of algorithms for the reconstruction of genome-scale metabolic models, such algorithms include decision-making based on probabilistic criteria. As a fundamental result of the doctoral research, the web application Computational Platform to Access Biological Information (COPABI), which can reconstruct genome-scale metabolic models of biological systems, has been   developed. During its computational implementation, it was followed the methodology used for the reconstruction of the first genome-scale metabolic model of a photosynthetic microorganism, the Synechocystis sp. PCC6803. Different mathematical algorithms were applied to compare the models that were automatically generated by COPABI with those published in the literature for different species.

