MetaboHUB-ANR-11-INBS-0010

YO . .
e M ETAB U MetaboHUB: a national infrastructure for metabolomics and

@‘. fluxomics (http://www.metabohub.fr)

MetaboHUB: Innovation, development and training dedicé
metabolomics and fluxomics

Camille Bénard, Cecilia Berges, Thierry Berton, Raphael Bir, Noémie Butin, Salimata Diarrassouba, Sylvain Emery, Maria Fatarova, Maud Heuillet, Ulli
Hohenester, Hanna Kulyk-Barbier, Sylvain Kenan, Nadia Lamari, Marie Lefebvre, Maria-Helena Meireles, Nils Paulhe, Laura Prouteau, Fabien Riols, Léa Roch,
Simon Roques, Pierrick Roger-Mele, Khoury Spiro, Samuel Terrier, Laetitia Theron, Fanny Viard, Vanessa Zhendre, Jean-Emmanuel Sarry, Christophe Caron,
Caroline Sautot, Christophe Junot, Dominigue Rolin and all other MetaboHUB consortium members

Metabolomics and fluxomics require several complementary analytical and computational approaches such as nuclear magnetic
resonance (NMR), mass spectrometry (MS) and bioinformatics.
To meet the metabolomics community needs involving large-scale programs, MetaboHUB is developing

@ Robotic workflows enabling high-throughput cell culture and sample preparation

@ Analytical procedures for metabolic profiling, and methods for absolute quantitation

Many training sessions and workshops are organized on these technologies: hitp://www.metabohub.fr/next-trainings.htm|

Bioinformatics resources are of prime importance for analyzing and handling the large amount of data generated in such studies:
@ A web portal “MAMA” gives the entire community access to these developments and facilities

@ Three long-term sustained e-MetaboHUB platforms offer online data processing, analysis, and interpretation
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Examples of two proofs of concept projects designed to apply the MetaboHUB high-value service in health and

disease fields:
@ An investigation of the links between nutrition and chronic metabolic diseases within the Canadian NuAge cohort :
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¢ Metadata and data management, data analysis workflows

@ Metabolomic and fluxomic studies on acute myeloid leukemia to highlight new therapeutic targets and strategies:

¢ Quantitative metabolomics by LC-MS/MS of acute myeloid leukemia (AML) cells MetaboHUB is also involved in:

¢ Reconstitution of metabolic fluxes in AML cells 019-021-035-043-045-055
¢ Inteqgrative omics and in silico modellino P2-P12-P22-P24-P43-P47-P55-P73-P79-P82-
P108-P129-P146-P14/-P151-P154-P170-P181-
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