
T +32 16 24 08 52
l.beller@vo.eu

Life Sciences

Trainee Patent Attorney

Leen Beller

After studying Biomedical Sciences at KU Leuven, Leen started her PhD at the REGA institute
of the KU Leuven in 2015. During five years, she investigated how the gut flora (gut
microbiome) of healthy infants develops in their first year of life.

She specialized in the many aspects of microbiology and genomics, but also in bioinformatics and biostatistics.
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