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Figure S1: Visualization of Quality control (QC) samples. (A) maximum, (B) average and (C)
minimal ion intensities measured in QC samples. (D) Distribution of mass number according to
variation coefficient of QC samples. (E) Principal Component Analysis d1 coordinate of samples
according to passage number, with QC samples signalized in red.



Table S1: Database annotation of markers

Mass (average) Formula Database annotation
169.01427 C7/H6Os Gallic acid
173.00917 CsHsOs aconitic acid
179.05612 CeH1206 Glucose or Fructose
191.01973 CeHgOy Citric acid
195.05103 CeH1207 Gluconic acid
253.21727 C16H3002 Palmitoleic acid
255.23292 C16H3202 Palmitic acid
273.07682 C15H1405 Epiafzelechin
281.24859 CigH340- Oleic acid
283.26424 C1gH3602 Stearic acid
289.07175 Ci15H1406 Epicatechin
305.06669 Ci15H1407 Epigallocatechin
341.10891 C12H2,011 Sucrose
425.08788 Ca2H1509 Epiafzelechin gallate
441.08278 Ca2H15010 Epicatechin gallate
503.16189 C18H32016 Dextrin
535.15180 C18H3201s8 1,4-béta-D-Glucan



Metabolic pathways (total)
Biasynthesis of secondary metabolites
Flavonoid hiosynthesis

Flawone and flavonol biosynthesis

Linaleic acid
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Galactose matabolism

Biosynthesis of phenylpronaids

ABC transporters

Fructose and mannose metabolism
Isoflavanaid biosynthesis

Ascorbate and aldarate metabolism

Starch and sucrose metabolism

Biosynthesis of cofactars

Biosynthesis of plant secondary metabolites
Phenylalanine metabolism

alpha-Linoleric acid metabolism

Tyresine metabalism

2-oxocarbosylic acid metabolism

Biosynthesis of unsaturated fatty acids

Carbon metabelism

Ingsitol phasghate metabolism

Biosynthesis af amino acids

Ubiquinona and other terpenaid-guinon biosynthesis
Degradation of aromatic compounds

Pentose and glucuronate interconversians
Biosynthesis of alksloids derived from ornithine, lysine and nicotinic acid
Arachidonic acid metabolism

Glyoxylate and dicarboxylte metabalism

Fatty acid biosynthesis

Pentose phasphale pathway

Aming sugar and nucleotide sugar metabolism
Biosynthesis of plant hormanes

Biosynthesis of alkaloids derived from terpenoid and polyketide

 Number of annotated compounds Common to 5. cerevisiae, B, bruxellensis and A. senegalensis @ Number of annototed compounds 5. cerevisioe and B. bruxellensis only

m Number of annotated compounds A.senegalensis only

' Number of ennototed compounds Other

Figure S2: Distribution of annotated compounds using MASSTRIX database according to
metabolic pathways according to KEGG Mapper Color.
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