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Phylogenetic Analysis of Coryneform and Nocardioform bacteria by 55 rRNA
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We determined the 24 5SrRNA sequences from type strains of Corynebacterium diphtheriae, C.

glutamicum. ,9' xerosis, Arthrobacter g]obi’formis. Cellulomonas biazotea, Aureobacterium

testaceum, Curtobacterium citreum, Pimelobacter simplex, Caseobacter polymorphus,

Brevibacterium linens, B. casei, Nocardioides albus, Oerskovia turbata, 0. xanthineolytica,

Nocardia asteroides, Mycobacterium philei, M. smegmatis, Rhodococcus equi, R. erythropolis, R.

rhodochrous, and R. bronchialis and representative strains of C. aquaticum, C.

xerosis, and B.

linens. Except for B. linens, the strains investigated had 55 rRNAs with 120-123 nucleotides,
which were fitted in the generally accepted model for the secondary structures of eubacterial
5S rRNAs. The tRNA binding site of B. linens (GAUC) is not similar to that of common
eubacteria (GAAC). The phylogenic tree was constructed on the basis of Dnuc values which
correspond to the number of base substitutions per nucleotide site that have occurred in the
course of evolution. The strains used in the present study fell into a group of gram-positive
bacteria and actinomycetes with high G+C contents. Coryneform bacteria were divided into
further four subgroups. Th’ese subgroups correlate well with groups based on chemotaxonomic

criteria, especially peptidoglycan structure of cell wall and cellular fatty acid composition.
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