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Virgibacillus halodenitrificans PDB-F2 (GCF_001878675)
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Roseomonas cervicalis ATCC 49957 (GCF_000164635)
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Ca. Viridilinea mediisalina Kir15-3F (GCF_002532535)

Ca. Chloroploca asiatica B7-9 (GCF_002532075)

Enhydrobacter aerosaccus ATCC 27094 (GCF_900167455) 

Octadecabacter antarcticus 307 (GCF_000155675)

Octadecabacter arcticus 238 (GCF_000155735)

Polaribacter irgensii 23-P 23-P (GCF_000153225)

Chlorobium clathratiforme BU-1 (GCF_000020645)

Chlorobium luteolum CIII (GCA_001622165)
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Desulfotignum balticum DSM 7044 (GCF_000421285)

Desulfoluna spongiiphila AA1 (GCF_900101345)
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Desulfobacterium vacuolatum DSM 3385 (GCF_900176365)

Desulfobacca acetoxidans DSM 11109 (GCF_000195295)

Desulfomonile tiedjei DSM 6799 (GCF_000266945)

Marinobacter lipolyticus M19 (GCF_000397065)

Thiocapsa rosea DSM 235 (GCF_003634315)

Methylobacter tundripaludum SV96 (GCF_000190755)

Legionella drancourtii LLAP12 (GCF_000162755)

Methylohalobius crimeensis 10Ki (GCF_000421465)

Methyloferula stellata AR4T (GCF_000385335)

Methylocystis hirsuta CSC1 (GCF_003722355)

Methylocystis bryophila S285 (GCF_002117405)

89

91

91

91

10073

73

79

73

74

Alphaproteobacteria

Gammaproteobacteria

Deltaproteobacteria

Chlorobi

Bacteroidetes

0.1

Supplementary Figure S5. Maximum likelihood phylogenetic tree of gas vesicle protein GvpN amino acid

sequences, based on a LG+I+G4 protein substitution model. Black numbers represent ultrafast bootstrap values

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


