
Chloroflexi

Chlorobi

Chloracidobacterium thermophilum OC1 (GCF_001482755)

Chloracidobacterium thermophilum B (GCF_000226295)

Oscillochloris trichoides DG-6 (GCF_000152145)

Ca. Viridilinea mediisalina Kir15-3F (GCF_002532535)

Chloroflexus aggregans DSM 9485 (GCF_000021945)

Chloroflexus islandicus (GCF_001650695)

Chloroflexus sp. Y-400-fl (GCF_000022185)

Chloroflexus aurantiacus J-10-fl (GCF_000018865)

Chloroflexus sp. Y-396-1 (GCF_000516515)

Chloroflexus sp. MS-G (GCF_000735195)

Ca. Chloroploca asiatica B7-9 (GCF_002532075)

Ca. Viridilinea mediisalina Kir15-3F (GCF_002532535)

Oscillochloris trichoides DG-6 (GCF_000152145)

Chloroherpeton thalassium ATCC 35110 (GCF_000020525)

Chlorobium chlorochromatii CaD3 (GCF_000012585)

Chlorobium clathratiforme BU-1 (GCF_000020645)

Chlorobium ferrooxidans DSM 13031 (GCF_000168715)

Chlorobium sp. KB01 (GCF_001975465)

Chlorobium luteolum DSM 273 (GCF_000012485)

Chlorobium phaeovibrioides DSM 265 (GCF_000016085)

Chlorobium phaeobacteroides DSM 266 (GCF_000015125)

Chlorobium limicola DSM 245 (GCF_000020465)

Prosthecochloris aestuarii DSM 271 (GCF_000020625)

Prosthecochloris sp. HL-130-GSB (GCF_002113825)

Chlorobium phaeobacteroides BS1 (GCF_000020545)

Chlorobium phaeobacteroides BS1 (GCF_000020545)

Prosthecochloris sp. CIB 2401 (GCF_001687065)

Chlorobaculum limnaeum DSM 1677 GCF_001747405.1 

Chlorobium chlorochromatii CaD3 (GCF_000012585)

Chlorobium limicola (GCF_001509575)

Chlorobium luteolum DSM 273 (GCF_000012485)

Chlorobaculum limnaeum DSM 1677 GCF_001747405.1 

Prosthecochloris sp. HL-130-GSB (GCF_002113825)

Chlorobaculum tepidum TLS (GCF_000006985)

Chlorobaculum parvum NCIB 8327 (GCF_000020505)

100

96

96

100

52

100

98

100

88

93

99

75

97

100

92

100

56

91

100

100

99

78

85

100

59

66

82

99

99

100

0.5

Acidobacteria

Supplementary Figure S7. Maximum likelihood phylogenetic tree of bacteriochlorophyll c synthase (BchK)

amino acid sequences, based on a LG+F+I+G4 protein substitution model. Black numbers represent ultrafast

bootstrap values (>50%) expressed in percent. The scale bar represents amino acid substitutions per site.


