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Fig. S5. Comparison of amino acid sequences of a-subunits of F;-part of FoF; ATPase operon in various actinobacteria genera. Conserved residues are shown in

black.
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Fig. S6. Comparison of amino acid sequences of b-subunits of Fi-part of FoF; ATPase operon in various actinobacteria genera. Conserved residues are shown in
black.
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Fig. S7. Comparison of amino acid sequences of d-subunits of F;-part of FoF; ATPase operon in various actinobacteria genera. Conserved residues are shown in

black.
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Kineococcus
Arthrobacter
Brevibacterium
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Clavibacter
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Nocardioides
Rercmicrobium
Eribbella
Actincmyces
Bifidobacterium
Gardnerella
Parascardovia
Scardovia
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Kitasatospora 304
Streptcmyces 306
Thermobifida 304
Acidothermus 300
Catenulispora 304
Saccharopolyspora 308
Pseudonocardia 332
Mycobacterium 309
Rhodococcus 326
Nocardia 323
Corynebacterium 327
Frankia 258
Dermacoccus 304
Eytococcus 310
Eineococcus 302
Arthrobacter 297
Brevibacterium 311
Leifsonia 299
Clavibacter 299
Nocardioidaceae 304
Nocardioides 303
Rercmicrobium 310
Eribbella 303
Actincmyces 314
Bifidobacterium 302
Gardnerella 334
FParascardovia 331
Scardovia 329

Fig. S8. Comparison of amino acid sequences of g-subunits of F;-part of FoF; ATPase operon in various actinobacteria genera. Conserved residues are shown in
black.



