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Sulfuriferula plumbophilus Gro7T (EF618604 ) �

‘Sideroxydans lithotrophicus’ ES-1  (CP001965) �

Sulfuricella denitrificans skB26T (AB506458 ) �
Sulfurisoma sediminicola BSN1T (AB842428 ) �

Sulfuriferula multivorans TTNT (LC005595) 

Sulfuritalea hydrogenivorans sk43HT (AB552844) �

Thiomonas intermedia K12 (NC_014153) �

Thiobacillus denitrificans ATCC 25259 (CP000116 ) �

Thiobacillus thioparus DSM 505 (AJ294326) �

Allochromatium vinosum DSM180T (NC_013851)�

 

Fig. S1. Phylogenetic position of strain TTNT within the class Betaproteobacteria, based on SoxB amino 

acid sequences aligned by ClustalW (153 amino acids were used). Allochromatium vinosum was used as an 

outgroup. Tree was constructed by the neighbor-joining method with 1000 bootstrap resamplings 

(bootstrap values > 50% are shown at the nodes). Bar, 0.02 substitutions per nucleotide position. 
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Thiobacillus denitrificans ATCC 25259 (NC_007404)�

Thiobacillus thioparus DSM 505T (EF641920)�

Sulfuriferula plumbophilus Gro7T (EF641917 )�

Sulfuricella denitrificans skB26T (AB506457 )�

Sulfuriferula multivorans TTNT (LC005594) 

Sulfuritalea hydrogenivorans sk43HT (AB552843 )�
Sulfurisoma sediminicola BSN1T (AB842430 )�

Allochromatium vinosum DSM180T (NC_013851)�

 

Fig. S2. Phylogenetic position of strain TTNT within the class Betaproteobacteria, based on AprA amino 

acid sequences aligned by ClustalW (119 amino acids were used). Allochromatium vinosum was used as an 

outgroup. Tree was constructed by the neighbor-joining method with 1000 bootstrap resamplings 

(bootstrap values > 50% are shown at the nodes). Bar, 0.02 substitutions per nucleotide position. 
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Thiobacillus thioparus DSM 505T (NZ_ARDU00000000) �

Sulfurisoma sediminicola BSN1T (AB842431) �
Sulfuritalea hydrogenivorans sk43HT (AP012547 ) �

Sulfuriferula multivorans TTNT (LC005597) 

Sulfuricella denitrificans skB26T (NC_022357) �

‘Sideroxydans lithotrophicus’ ES-1  (CP001965) �

Thiomonas intermedia K12 (NC_014153) �

Allochromatium vinosum DSM180T (NC_013851) �

 

Fig. S3. Phylogenetic position of strain TTNT within the class Betaproteobacteria, based on Sqr amino acid 

sequences aligned by ClustalW (124 amino acids were used). Allochromatium vinosum was used as an 

outgroup. Tree was constructed by the neighbor-joining method with 1000 bootstrap resamplings 

(bootstrap values > 50% are shown at the nodes). Bar, 0.02 substitutions per nucleotide position. 
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Sulfurisoma sediminicola BSN1T (AB842429) �

Sulfuritalea hydrogenivorans sk43HT (AP012547 ) �

‘Sideroxydans lithotrophicus’ ES-1  (CP001965) �

Sulfuricella denitrificans skB26T (AP013066) �

Sulfuriferula multivorans TTNT (LC005596) 

Thiobacillus thioparus DSM 505T (EU155054) �

Thiobacillus denitrificans ATCC 25259 (CP000116 )�
Allochromatium vinosum DSM 180T (NC_013851)�

 

Fig. S4. Phylogenetic position of strain TTNT within the class Betaproteobacteria, based on DsrA amino 

acid sequences aligned by ClustalW (84 amino acids were used). Allochromatium vinosum was used as an 

outgroup. Tree was constructed by the neighbor-joining method with 1000 bootstrap resamplings 

(bootstrap values > 50% are shown at the nodes). Bar, 0.02 substitutions per nucleotide position. 


