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Abstract

Trained as an electronics engineer, I was not particularly meant to conduct research in
bioinformatics. However, a chance encounter with a professor of Bioinformatics made me
discover the fascinating world of protein structures and realise that my expertise in com-
puter graphics could allow me to explore it. This presentation reports the scientific and
sometimes physical journey that I have made through the field of structural bioinfor-
matics during the last 15 years. Starting from the study of the 3D properties of protein
active sites, I then investigated the language of proteins and interactions between pairs
of proteins. Eventually, I embarked on contributing to the 50-year-old challenge of pre-
dicting a protein’s structure from its sequence alone. This has led to many adventures
and publications, but at the end “it is not about the journey, it is about the people you
meet . ..”
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gene variants, the enhancement of fragment-based protein structure prediction, the devel-
opment of a game-theoretic approach to schedule electricity consumption in a smart grid,
and the exploitation of deep convolutional networks for the study of honeybee’s audio sig-
nals. In addition, he has recently introduced a genomics-inspired paradigm (vide-omics)
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