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1-FOREWORD

Principle
A gquantitativecomparisonbetweeningredienttreated samplesvs placebdreated samples

Why a newapproachbasedon proteins:
Proteinsare themoleculesdirectlyin charge otellfunctionsand structuresnucleicacidare not.
HighresolutionLCMS/MSallowsto identify and quantify thousandsof proteins Hugeamounts
of data aregeneratedby highresolutionLGMS/MS anceachprotein hasto be includedin the
bioinformaticsanalysisn orderto knowits impact in apotential effect.

Output: Events occurring on biological processes, molecular functions and cellular

components

Why a newapproachbasedon DNAs
Metagenomics refers to the study of genomic DNA obtained from microorganisms that cannot
be cultured in the laboratory. This represents the vast majority of terrestnialoorganisms.
Byamplicon sequencing, an informative markesuch as the 168RNAgene is amplified by
polymerase
chainreaction (PCR) and sequenced

Output: Abundance, diversity and identity of microbes in a sample. Taxonomic

composition and phylogenetic structure of a microbial community expressed as

OTUs (Operational taxonomic units )



2-WORKFLOWS

DNA: extractiorpurification, amplificationlibrary preparation sequencing dataprocessingl

Moist, sebaceous areas swabs:
retroauricularcrease antecubital
fossa anterior nares forehead.
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3-LC-MS/MS PROTEOMICS OUTPUT
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3-LC-MS/MS PROTEOMICS OUTPUT

L M N

Delt=| pvalue |=| Fold Change | = IProtein names - Log (Feld Chang = [entry [+
2,58E407 0,0146 1,45 |collagen, type i, alpha 1 0,16
1,50E+08 0,0001 2,25 |collagen, type I, alpha 1, isoform CRA_a 0,35
2,66E+08 Collagen alpha-1{1) chain (Alpha-1 type | collagen) 0,34

1287 identified proteins, fold change, p-value

Gelsolin (AGEL) (Actin-depo

Events occurring on
biological processes,
molecular functions and
cellular components

A«u-hlbn of
misfolled pnteu




4-METAGENOMICS OUTPUT

Py Sample type

yium gut left palm right palm tongue
Unassianed:Other 0,01 0,04 0,05 0,02
Percentages at phylum : W‘-q-i’a e o TR
and genus level 0,00 0,04 008 000
0,04 15,79 15,00 4,03
0,00 0,00 0,01 0,00
63,39 10,98 11,92 20,39
0,00 0,04 0,04 0,00
n N 214 3,21 0,91
[ 0,00 0,00
I 0,08 21,70
I Mocardiopsaceae;g 4,14 10,35
Promicromonosporaceae;g_ Promicromonospora 0,00 0,00
FPropionibacteriaceae;g_ Propionibacterium 0,00 0,00
Pseudonocardiaceae;q_ Actinomycetospora 0.02 0.00
_Pseudnnl::r:ard?ar:eae;g_Pseudnnnr:ardia 04,89 42,56

— Pseudonocardiaceae;g_ Saccharopolyspora
Sporichthyaceae;g_ 0,02 0,01
Streptomycetaceae;g_ Streptomyces 0,09 0,01
Streptosporangiaceae;g_ Streptosporangium 0,08 0,01
Williamsiaceae;g_ Williamsia 0,00 0,01
Yaniellaceae;g__ Yaniella 0,07 0,00
Bifidobacteriaceae;g_ Bifidobacterium 0,16 0,00
Bifidobacteriaceae;g_ Scardovia 0,08 0,00

Gut Leftpalm =




4-METAGENOMICS OUTPUT
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5- CLAIMING POTENTIAL

Microbiome preservation

Microbiome diversity enhancement

Pathogen reduction

Metabolic host-bacteria interactions : sensitization and inflammation
Pathogenic and virulence mechanisms management

Skin diseases pathogeny




