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Table S4. Experimental data on quinone biosynthesis for the genera containing studied genomes. 

 

Genus 

Synthesized quinones 

(this research) 

Number of the  

studied genomes Reference(s) 

Acinetobacter UQ 1 (1) 

Actinomyces MK+DMK 1 (1, 2) 

Alistipes MK+DMK 1 (3) 

Bacillus MK+DMK 1 (1) 

Bacteroides MK+DMK 44 (2, 4) 

Bifidobacterium - 15 (2, 4) 

Butyrivibrio - 2 (2) 

Campylobacter MK+DMK 2 (1) 

Citrobacter UQ+MK+DMK 2 (5) 

Clostridium - 21 (1, 2) 

Corynebacterium MK+DMK 1 (1) 

Desulfovibrio MK+DMK 2 (1) 

Enterobacter UQ+MK+DMK 1 (1) 

Enterococcus DMK 5 (6) 

Escherichia UQ+MK+DMK 7 (1) 

Eubacterium - 8 (4) 

Fusobacterium MK+DMK 14 (2) 

Gordonibacter MK+DMK 1 (7) 

Helicobacter MK+DMK 5 (8) 

Klebsiella UQ+MK+DMK 1 (1) 

Lactobacillus MK / - 36 (1) 

Leuconostoc MK+DMK 1 (1) 

Listeria MK+DMK 1 (1) 

Parabacteroides MK+DMK 4 (9) 

Pediococcus - 2 (1) 

Prevotella MK+DMK 2 (10) 

Proteus UQ+MK+DMK 1 (1) 

Providencia UQ+MK+DMK 4 (11) 

Ralstonia UQ 1 (12) 

Ruminococcus - 9 (2) 

Salmonella UQ+MK+DMK 1 (1) 

Streptococcus - 4 (1) 

Veillonella MK+DMK 2 (2, 4) 
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