Fig. S1 Distribution of protein-coding genes across COG functional categories in
CDO0817 genome. Note: one protein-coding gene might be assigned to more than one
category
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Fig. S2 Distribution of protein-coding genes across GO functional categories in

CD0817 genome. Note: one protein-coding gene might be assigned to more than one
category
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Fig. S3 Distribution of protein-coding genes across KEGG pathway categories in
CDO0817 genome. Note: one protein-coding gene might be assigned to more than one
category
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Fig. S4 Dilution curve of core genes from CD0817 and 15 completely sequenced
reference Lactobacillus brevis genomes

Core Genes

2500
|

2000

Number of genes

1500

Number of strains



Fig. S5 Dilution curve of pan genes from CD0817 and 15 completely sequenced

reference Lactobacillus brevis genomes
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Fig. S6 Alignment of GadA primary structures of CD0817 and low
GABA-producing lactobacilli strains. The amino acid residues in the black box are

the conserved motif (HVDAA [S/F] GG); the amino acid in green box are the

pyridoxal 5’-phosphate binding domain
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Fig. S7 Alignment of GadC primary structures of CD0817 and low
GABA-producing lactobacilli strains.
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