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Developping a strategy highlighting the links between wheat cultivars and the digestibility of gluten proteins in bread :
combining proteomics, peptidomics and immunochemistry approaches

Wheat grain storage proteins consist in gliadins and
glutenins. These proteins form the gluten, a network
with remarkable cohesiveness and viscoelasticity
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HCA analysis permitted to select five clusters

The intensity levels of the variables can be
associated with the cultivars.

1
AlphaGliad_AAI_CIu2_H
1

2. Creation of latent variables to synthetize the protein information

The five selected clusters are assimilated to latent variables
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" Such quantitative and qualitative differences between cultivars could help to identify varieties with an improved proteolysis of

gluten proteins after two hours of digestion. Peptidomic approach appears to be helpful for characterizing how protein profiles
change during proteolysis. Wheat cultivars could be compared. Combined analysis is efficient to integrate different types of
\_ data in order to extract/valid information. )

Perspectives Among other quantified proteins, a-amylase/trypsin inhibitors (ATI) involved in baker's asthma and recently
e proposed to play a role In Non Celiac Wheat Sensitivity (NCWS) will be studied.

The peptide list obtained will be screened for in silico toxicity/immunogenicity risk assessment, with the aid of
bioinformatics tools for epitopes matching in order to tackle implications for celiac disease or wheat allergy.
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