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Oral Asaccharolytic Anaerobic Gram
Positive Rods (AAGPR) and thier
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Table 1: Comparison of Asaccharolytic Anaerobic Gram Positive

Rods (AAGPR)

End products Arginine Nitrate G +C

Taxon (1) from PYG (2) hydrolysis reduction %
Mogibacterium diversum  phe-a — - 42
Mogibacterium neglectum  phe-a - - 42
Mogibacterium vescum phe-a - - 46
Mogibacterium pumilum  phe-a — - 46
Mogibacterium timidum  phe-a - - 50

(Eubacterium timidum,)
Cryptobacterium curtum — + - 51
Slakia exigua — + - 60
(Eubacterium exiguum,)
Eggenthella lenta — + + 62
(Ebacterium lentum)
Eubacterium minutum Borb - - 38
Eubacterium tardum Borb - - 45
Eubacterium infirmun Borhb - - 38
Eubacterium nodatum a, B + - 41
Eubacterium saphenum a b - - 45
Eubacterium brachy ib, ic, iv, - - 39
phe-p

(1) Data of the type strains.

(2) a: acetate, b: butyrate, ib: isobutyrate, ic: isocaproate, iv:
1sovalerate, phe-a: phenylacetate, phe-p: phenylpropionate.

Capital letters represent an amount of product equal or more

thanlOmM, and small letters represent less thanl0mM.

13)

14)

15)

16)
17)

Nakazawa, et al. Int.].Syst.Bacteriol., 49:1193-
1200, 1999

Nakazawa, et al. Int.].Syst.Evol.Microbiol., 50:679-
688, 2000.

Sato, et al. Oral Microbiollmmunol, 13:23-29,
1998.

i K, FriEsERTEES25:61-61, 1995.
Nakazawa, et al. Oral Microbiol. Immunol., 12:
189-192, 1997.

Fig.l Evolutionary tree based on 16S rRNA gene
sequence comparison showing
the phylogenetic position of oral Asaccharolytic
Anaerobic Gram Positive Rods (AAGPR)
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