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Other Gram-negative Bacteria

Gram-positive Bacteria

Eukaryotes

Cyanobacterial Signature (Pol I, DNA Polymerase I)

)Synechocystis PCC 6803
Nostoc sp. PCC 7120
Trich. erythraeum
Nostoc punctiforme
Thermosyn. elongatus
Synechococcus WH 8102
Pro. marinus pastoris
Pro. marinus MIT 9313
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E. coli K12

H. influenzae Rd

Yer. pestis
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Ral. solanacearum
Nei. meningitidis
Sino. meliloti
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A. tumefaciens
C.crescentus CB15
Rhodopseud. palustris
Mag. magnetotacticum
Meso. loti

Rho. sphaeroides

Ri. prowazekii

Des. desulfuricans
Camp. jejuni
Chlorobium tepidum
Cyto. hutchinsonii
Chl. trachomatis
Chlam. pneumoniae
Bor. burgdorferi

Tre. pallidum

Lep. interrogans
Thermomicro. roseum

Bif.
Sta.

Cfx. aurantiacus
\ D. radiodurans
7Thermus thermophilus
7Thermo. tengcongensis
T. maritima
Clo. perfringens
Clo. acetobutylicum
Fuso. nucleatum
Thermobifida fusca
Myc. tuberculosis
Str. coelicolor
Cor. glutamicum
longum
aureus
subtilis
Bac. anthracis
Ent. faecium
Strep. mutans
Bac. anthracis
L. lactis
Strep. pneumoniae
Strep. pyogenes
Lis. innocua
)Homo sapiens
Mus musculus
Dros. melanogaster
)Arabidopsis thaliana
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(Gupta, R.S. et al.(2003) 1JSEM 53: 1833-1842)
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