Table S7: List of bacterial genera removed from our prokaryotic database
Acinetobacter, Actinobacterium, Aeromonas, Afipia, Agrobacterium, Amoebophilus, Anaplasma , Bacillus, Bosea, Bradyrhizobium, Brevundimonas, Brucella, Burkholderia, Caedibacter, Chlamydia , Chlamydophila  , Comamonas, Coxiella, Criblamydia, Delftia, Ehrlichia, Enterobacter, Escherichia, Flavobacterium, Flexibacter, Francisella, Helicobacter, Klebsiella, Legionella , Listeria, Mezorhizobium, Molibuncus, Mycobacterium , Neochlamydia, Odyssella, Orientia, Paracaedibacter, Parachlamydia, Pasteurella, Porphyromonas, Procabacter, Protochlamydia, Pseudomonas, Ralstonia, Rhodococcus, Rickettsia, Rothia, Salmonella, Serratia, Simkania, Sphingobacterium, Sphingomonas, Staphylococcous, Stenotrophomonas, Streptococcus, Vibrio, Wolbachia, Wolinella
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