MNpotewopeva BEpata SlatpLpwy amo Tov K. ZadpeLpOTIouAo:

= Leveraqging flux sampling to analyze minimal pathways derived

from metabolic models

= Development of a pipeline for auto-curated metabolic Genome-

scale Network Reconstructions

=>» Learning microbial interaction patterns through fermentation

and auxotrophy profiles

= Re-implementing the Pipeline for Environmental DNA

Metabarcoding Analysis (PEMA) in Nextflow
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