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Introduction Objetives

This study explores bacterial aggregation in Pseudomonas extremaustralis 2E-UNGS, a ¢ Study the bacterial aggregation dynamics of

bacterium from the polluted Reconquista River. It has properties like biosorption and Pseudomonas extremaustralis 2E-UNGS.

biotransformation of metals, useful for bioremediation. The study measures bacterial growth ~ * Develop a deterministic numerical model to
and self-aggregation through optical density and microscopy, and develops a numerical model describe these dynamics. |

: : ) : * Validate the model using experimental data.
to describe aggregation dynamics based on experimental data.

Experimental Digital Image Analysis: Morphological Study 1

Procedure for Digital
Image Analysis Using
FIJI®

*Microorganism: Pseudomonas extremaustralis 2E-UNGS (GenBank
CP091043.1)
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confocal (in duplicate for each sampling) The morphological parameters of the aggregates showed similar oblong shape, becoming more elongated and irregular. Consequently, their
behaviors in both media during exponential growth "solidity" decreases as they fragment due to resource depletion.

Experimental Data Analysis Modeling Simulation |

We simulate bacterial aggregate dynamics using a deterministic numerical model implemented in Python,
Growth curve of Pseudomonas extremaustralis 2E-UNGS with NB and NB'1/2 based on a master equation. The model incorporates experimental data as initial conditions and simulates

processes such as aggregation, fragmentation, and growth.
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