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Thermus species 2.9

Thermus aquaticus
Thermus scotoductus

Pseudomonas aerugmﬂsa

Acinetobacter baumannii
Salmonella enterica
medenc;a rustﬁgfann

E. coli - EPEC-O127:H6 (6
Enterobacter hormaechei
Serratia microhaemolytica
Mycnbactenum tuberculosis
Actinobacteria bacterium

Sinosporangium album @

Thermosipho africanus

Caldilineae bacterium

Candidatus Viridilinea
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T. sp. 2.9 DarT
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ADP-ribosylating turn-turn ('"ARTT") loop
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Taq DarT Function
Y47 DNA-binding
H49 DNA-binding
H53 DNA-binding
R54 Active site
H68 Active site
Y74 Active site
R78 DNA-binding
M8 Active site
Y83 DNA-binding
H122 Active site
R154 DNA-binding
Q158 DNA-binding
E160 Active site

Y209

M

Y -
FFF
MF F
MF F




