
Archaeoglobus fulgidus 
Aqu. aeolicus

T. maritima

Des.  vulgaris

Bif. longum

Kin. aurantiacus

Cor. glutamicu

0.1
Rhodoco. erythropolis

m

Micromono. chersina

Myc. tuberculosis

Str. coelicolor
Strept. glaucoflavus

Clo. tetani 
Lac. lactis

Tro. whipplei

Thermobifida fusca

Lep. interrogans

Lis. innocua

Clav. michiganensis

Microt. niveoalba

A. tumefaciens

Chlam. muridarum

Tsu. paurometabolum

Pro. acnes

N.  corynebacterioides

Wil. murale
Gord. rubripertinctus

Pseud. halophobica
Sac. flava

Krib. sandramycini
Noc. simplex

Streptos. roseum
Plano. rosea

Koc. rhizophila
Art. nicotinovorans
Oer. turbata
Cellu. fimi

Leif. xyli
Micro. oxydans

Rub. radiotolerans
Symbio. thermophilum

Bac. subtilis
Sta. aureus

Synechococcus sp.
Nostoc sp.

E. coli    
Nei. meningitidis

Fla. columnare
Bact. fragilis

Camp. jejuni
M. pneumoniae 

The. thermophilus
D. radioduran

100

83

100

72

64

100

94

70

83

80

85

89

80

87

100

95

61

97

81

69

51

100

100

92

98

74

50

67

98

85

62

72

100

100

91

69

100

92

100

52

95
s

 
 

Fig. 5  Neighbor-joining distance tree based on 16s rRNA sequence. The tree is based on 1400 nucleotides, 
excluding all indels. The root of the tree has been assigned Archaeoglobus fulgidus from Archaea. The bootstrap 
scores for various nodes which were higher than 50 are indicated. 
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