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Aquifex aeolicus (A. aeo) Eubacteria; Aquificales; Aquificaceae; Aquifex 1 551335
Borrelia burgdorferi (B . bur) Eubacteria; Spirochactakes; Spirochaetaceae; Borrelia 910 724
Borrelia burgdorferi group
Treponana pallidum (T. pal) Eubacteria; Spirochaetales; Spirochactaceae; Trepone- 1 138011
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HHE (Archaebacteria)

E## (Eubacteria)
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