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Abstract - Enterococcus faecalis has been isolated frequently from human intestinal tracts. Also we have reported
previously that these bacterial species has been occurred as predominant alkali resistant bacteria in human
infected root canals. The aim of this study is to evaluate phylogenetic diversity of 165 rRNA of the human oral E.
faecalis.

In the present study, we used 9 strains of E. faecalis, ATCC 194337, 4 strains isolated from human infected root
canals and 4 strains isolated from human feces. From cells of these bacterial strains, genomic DNAs were
extracted by using InstaGene Matrix and used as templates for amplification of 16S rDNA with universal primer
sets in Polymerase Chain Reactions (PCR) . For cycle sequence method of 16S rDNA sequence analysis, a
Thermo Sequenase fluorescent labelled primer cycle sequencing kit was used with the 11 universal primer sets
labeled with Cy-5, following the manufacture's protdir:of.' Sequences of 16S rDNA were analyzed with a DNA
sequencer. The segmented nucleotide sequences of 16S rDNA were connected using Seqman in LASERGENE
computer program. Sequence similarity was analyzed by a clustal W method, which is programmed by Megalign
in the LASERGENE computer program. |

16S rDNA sequences of the E. faecalis reference strain (ATCC 19433T) was highly similar (98.4~100 %) to
those of the feces isolates and oral isolates, repectively. On the other hands, when the 165 rDNA sequences of oral
isolates were compared to those of isolates from feces, these similarities were ranged widely and low (93.1~99.1
%) . These results of the present study has suggested that some of human oral E. faecalis may adapt to oral

conditions and change genetically.
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F4 97.3 98.5 94 .4 97.9
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