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M Klebsiella pneumoniae
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W Klebsiella granulomatis

M Serratia entomophila

W Slackia piriformis

W Lactobacillus japonicus

M Klebsiella variicola

Fraction [%]
Fraction [%]

S1. Metagenomic classification of the MMC at the species level. Results of batch transfers, during the enrichment of
activated sludge. MM-KC = Minimum Medium with Kinetic Control (21h); MM-EF = Minimum Medium with End of
Fermentation (72h); BA-KC = Basal Medium with Kinetic Control (21h); BA-EF = Basal Medium with End of
Fermentation (72h). TO-T20 = Transfer numbers. Species appearing at frequencies below 1% in all samples were
omitted.
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Weissella
m Pseudomonas
W Geobacillus
Methylotenera
W Erwinia
W Ruminococcus
W Blautia
W Negativicoccus
W Tolumonas
m Alkaliphilus
M Enterobacter
W Serratia
W Slackia
W Lactobacillus
W Unclassified
W Escherichia
W Klebsiella
W Clostridium

S2. Metagenomic classification of the MMC at the genus level. Results of batch transfers, during the enrichment of
activated sludge. MM-KC = Minimum Medium with Kinetic Control (21h); MM-EF = Minimum Medium with End of
Fermentation (72h); BA-KC = Basal Medium with Kinetic Control (21h); BA-EF = Basal Medium with End of
Fermentation (72h). TO-T20 = Transfer numbers. Species appearing at frequencies below 1% in all samples were

omitted.
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S3. Metagenomic classification of the MMC at the family level. Results of batch transfers, during the enrichment of
activated sludge. MM-KC = Minimum Medium with Kinetic Control (21h); MM-EF = Minimum Medium with End of
Fermentation (72h); BA-KC = Basal Medium with Kinetic Control (21h); BA-EF = Basal Medium with End of
Fermentation (72h). TO-T20 = Transfer numbers. Families appearing at frequencies below 1% in all samples were

omitted.
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Caulobacteraceae
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W Leuconostocaceae
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W Chromatiaceae

W Rhodobacteraceae

m Methylophilaceae

W Ruminococcaceae

M Lachnospiraceae

m Aeromonadaceae

M Bacillaceae

m Veillonellaceae

W Sphingobacteriaceae

M Coriobacteriaceae

B Unclassified

W Lactobacillaceae
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S4. Metagenomic classification of the MMC at the order level. Results of batch transfers, during the enrichment of
activated sludge. MM-KC = Minimum Medium with Kinetic Control (21h); MM-EF = Minimum Medium with End of
Fermentation (72h); BA-KC = Basal Medium with Kinetic Control (21h); BA-EF = Basal Medium with End of
Fermentation (72h). TO-T20 = Transfer numbers. Orders appearing at frequencies below 1% in all samples were

omitted.
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M Rhizobiales
Flavobacteriales
m Alteromonadales
m Pseudomonadales
W Chromatiales
M Rhodobacterales
W Methylophilales
W Aeromonadales
m Actinomycetales
M Bacillales
W Sphingobacteriales
W Unclassified
W Coriobacteriales
M Lactobacillales
M Enterobacteriales
W Clostridiales
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S5. Metagenomic classification of the MMC at the class level. Results of batch transfers, during the enrichment of
activated sludge. MM-KC = Minimum Medium with Kinetic Control (21h); MM-EF = Minimum Medium with End of
Fermentation (72h); BA-KC = Basal Medium with Kinetic Control (21h); BA-EF = Basal Medium with End of
Fermentation (72h). TO-T20 = Transfer numbers. Classes appearing at frequencies below 1% in all samples were

omitted.
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W Flavobacteriia
Deltaproteobacteria

W Betaproteobacteria

m Actinobacteria

m Alphaproteobacteria

W Sphingobacteriia

m Unclassified

W Bacilli

B Clostridia

B Gammaproteobacteria
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S6. Metagenomic classification of the MMC at the phylum level. Results of batch transfers, during the enrichment of
activated sludge. MM-KC = Minimum Medium with Kinetic Control (21h); MM-EF = Minimum Medium with End of
Fermentation (72h); BA-KC = Basal Medium with Kinetic Control (21h); BA-EF = Basal Medium with End of
Fermentation (72h). TO-T20 = Transfer numbers. Phyla appearing at frequencies below 1% in all samples were

omitted.
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S7. Metagenomic classification of the MMC, at the species level, for the anaerobic sludge enriched on hexane-
pretreated crude glycerol in batch tests (HT) and with the untreated crude glycerol in fed-batch. TO-T11= Transfer
numbers. Species appearing at frequencies below 1% in all samples were omitted.

Ti1

FED-BATCH

Clostridium tetani
m Peptoniphilus methioninivorax
W Enterobacter amnigenus
Klebsiella pneumoniae
m Clostridium butyricum
m Clostridium aestuarii
W Propionispora hippei
W Serratia entomophila
W Soehngenia saccharolytica
m Enterococcus avium
W Klebsiella granulomatis
B Alkaliphilus crotonatoxidans

W Clostridium grantii
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S8. Metagenomic classification of the MMC, at the genus level, for the anaerobic sludge enriched on hexane-
pretreated crude glycerol in batch tests (HT) and with the untreated crude glycerol in fed-batch. TO-T11= Transfer
numbers. Species appearing at frequencies below 1% in all samples were omitted.
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Sedimentibacter
Flavobacterium
Peptoniphilus
Treponema

W Propionispora

W Enterobacter

W Pedobacter

w Serratia
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m Alkaliphilus

W Enterococcus

W Escherichia

m Klebsiella

W Unclassified

m Clostridium

m Blautia
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73 S9. Metagenomic classification of the MMC, at the family level, for the anaerobic sludge enriched on hexane-
74 pretreated crude glycerol in batch tests (HT) and with the untreated crude glycerol in fed-batch. TO-T11= Transfer
75 numbers. Families appearing at frequencies below 1% in all samples were omitted.
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Thermotogales
Thermoanaerobacterales
Burkholderiales
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= Spirochaetales

m Actinomycetales
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W Bacillales

W Bacteroidales

m Sphingobacteriales

M Lactobacillales

W Syntrophobacterales

W Unclassified

W Enterobacteriales

W Clostridiales

S10. Metagenomic classification of the MMC, at the order level, for the anaerobic sludge enriched on hexane-
pretreated crude glycerol in batch tests (HT) and with the untreated crude glycerol in fed-batch. TO-T11= Transfer
numbers. Orders appearing at frequencies below 1% in all samples were omitted.
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S11. Metagenomic classification of the MMC, at the class level, for the anaerobic sludge enriched on hexane-pretreated
crude glycerol in batch tests (HT) and with the untreated crude glycerol in fed-batch. TO-T11= Transfer numbers.
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Ti1
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Mollicutes
Alphaproteobacteria
Thermotogae
Synergistia
Anaerolineae

1 Nostocophycideae

W Actinobacteria

M Betaproteobacteria

W Flavobacteriia

M Spirochaetes

W Bacteroidia

W Sphingobacteriia

M Deltaproteobacteria

W Unclassified

M Bacilli

B Gammaproteobacteria

B Clostridia

Classes appearing at frequencies below 1% in all samples were omitted.
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91 S12. Metagenomic classification of the MMC, at the phylum level, for the anaerobic sludge enriched on hexane-
92 pretreated crude glycerol in batch tests (HT) and with the untreated crude glycerol in fed-batch. TO-T11= Transfer
93 numbers. Phyla appearing at frequencies below 1% in all samples were omitted.
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