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INTRODUCTION

Our skin health and its resilience against assaults (pollution, climatic conditions, pathogens) rests mainly on the epidermis and its microbiome. Indeed, the skin is colonized by commensal beneficial microorganisms called microbiome.
This complex ecosystem is a shield for our skin ensuring protective functions while educating our immune system. Therefore, studying epidermis and its microbiome with adapted methodologies to clinical sampling might help to gain valuable

RESULTS

iInsight during the development of solutions dedicated to skin health such as cosmetic ingredients.

BACKGROUND

1. Number of peptides and proteins identified and their taxonomic assignments
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5. Demonstration of skin beneficial effects of Galactinol Advanced on skin properties
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Figure 6. A. Skin biomechanical properties after 28 days of GA or placebo use (Cutometer, ttest with Minitab software ). B.
lllustrative pictures (ColorFace®). C. Self-evaluation (Questionnaire, Statistical Khi2 and McNemar tests with Minitab software).

Taxonomic analysis : *=p<0.05; **=p<0.01; ***=p<0.001; #=p<0.1.

1. Taxonomic assignment . Peptides were assigned to the Lowest Common Ancestor by submitting their sequences to
Unipept tool. ldentified taxa were gathered in 3 different taxonomic groups: host, Bacteria and Fungi. CONCL US'ON

2. Taxa abundances : Calculated as the sum of associated proteins abundances.

3. Beta-diversity : Measure of inter-samples diversity and samples separation according to their microbiome These clinical results highlight that metaproteomics Is a powerful technology allowing to demonstrate that
composition. Distance metrics used in this analysis were Bray-Curtis (which take into account taxa abundances). Those modulating proteins expression at keratinocytes and microbiome levels leads clearly to clinical and visible
distances were represented by hierarchical clustering and principal component analysis (PCoA). Statistical differences outcomes: improvement of skin wrinkles, mechanical properties and skin healthiness.

measured by PERMANOVA.

4. Functional analysis by HolXplore methodology (a Phylogene proprietary process): REFERENCES

Protein sequences (recovered from Uniprot and Uniparc) were submitted to EQgNOG mapper to associate each protein to

its closest annotated ortholog. Used functional terms were GO terms, COG category, COG and KOG terms and KEGG Kunath et al. 2019 Metaproteomics: Sample Preparation and Methodological Considerations; Gonzalez et al 2020 High-Throughput Stool Metaproteomics: Method and

pathways, reactions and modules. Application to Human Specimens. Zhang 2016 MetaPro-IQ: a universal metaproteomic approach to studying human and mouse gut microbiota; Karaduta et al. 2021
Metaproteomics—An Advantageous Option in Studies of Host-Microbiota Interaction




