Eric Venot 
  
Sylvain Dechaumet 
  
Blanche Guillon 
  
Mikaïl Berdi 
  
Sophie Cholet 
  
Ghita Tajeddine 
  
Manon Mutaner 
  
Aline Meirhaeghe 
  
Barbara Heude 
  
Blandine De Lauzon-Guillain 
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ou non, émanant des établissements d'enseignement et de recherche français ou étrangers, des laboratoires publics ou privés.

Material & Methods

Results

• 

•

  Deeper insight into different HMOs clusters (HMOs mother profiling?) • Assessment of influence of environmental factors on milk HMO composition & association between HMO composition and health outcomes in childhood What's next? • Association between FUT2/FUT3 polymorphisms and several HMOs (2'FL, LNFP I, LNFP II...) already described in the literature (Lefebvre et al., 2020) found back in this study. • But new potential HMOs with higher or similar association levels with FUT2/FUT3 polymorphisms were also identified. Influence of FUT2/FUT3 polymorphism on human breastmilk oligosaccharide composition in the EDEN mother-child cohort. Eric Venot 1 , Sylvain Dechaumet 2 , Blanche Guillon 1 , Mikaïl Berdi 1 , Sophie Cholet 2 , Ghita Tajeddine 1 , Manon Mutaner 3 , Aline Meirhaeghe 3 , Barbara Heude 4 , Blandine de Lauzon-Guillain 4 , Etienne Thevenot 2 , François Fenaille 2 , and Karine Adel-Patient 1 1-INRAE: Laboratoire d'Immuno-Allergie Alimentaire (LIAA) 2-CEA: Laboratoire Innovations en spectrométrie de masse pour la santé (early breast milk collected between 1 and 6 days after delivery in the EDEN mother-child cohort between 2003 and 2006. EDEN Early Breast Milk samples Contact: eric.venot@inrae.fr • High impact of FUT2 & FUT3 polymorphisms on HMOs composition • Results for 2 Lefebvre et al. SNPs confirmed and larger list of impacted HMOs identified • Different clusters of HMOs identified The samples were analyzed by Liquid Chromatography coupled to High Resolution Mass Spectrometry (Q-TOF TM , res: 40000, PGC Hypercarb column) • HMO references: -19 commercial standards analyzed -m/z ratios of 8 953 HMO computed in silico based on all possible monosaccharide combinations. • specific in house HMO workflow from mzML files developed with & to detect m/z ratios corresponding to potential HMOs  130 HMOs detected after selection criteria including 18 HMOs annotated based on commercial standard (including 2'FL, LNFP I & LNFP II)

LC-HRMS analysis & HMO workflow

• Maternal genetic predispositions induce HMO synthesis differences (Lefebvre et al., 2020):

2 fucosyltransferase enzymes production depends on mother FUT2 (Secretor) and