Team 2MAP

Molecular mechanisms of Adaptation and Plasticity

Benjamin Gourbal (UPVD) ; ; The team 2MAP is composed of researchers having

Viviane Boulo (IFREMER) '&; | ke, complementary expertise with a track record showing
David Duval (UPVD) 8 ‘ their ability of combining their technical and theoretical IH PE

Richard Galinier (CNRS) backgrounds to answer complex and integrative scientific Interactions Hosts Pathogens Environments

Christoph Grunau (UPVD) questions.

Emmanuel Vignal (UM) & -~ | _ ‘s,:i* R P e % Contacts team leaders:
4. Fi. BT - Lt benjamin.gourbal@univ-perp.fr

Post-doc : Nélia Luviano < . f
PhD students : Rémi Pichon, Carolane Giraud, Pierre Poteaux, Elodie Simphor, Sébastien de la Forest Divonne “' " o o o0r o ie—

Scientific goals and questions

Objectives : Studying the molecular support of host adaptation to complex communities of potential pathogens or micro-
organisms under biotic and abiotic environmental constraints.
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