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Abstract: Five bacterial strains capable of utilizing phenol as sole carbon source for growth were isolated from non-contaminated natural soil
sample after enrichment in the presence of phenol. They were preliminarily identified according to their phylogenetic analysis and physiological

and biochemical characteristics. Strain PHD-2, PHD-4 and PHD-5 belonged to the genera of Ralstonia,> Acinetobacter and Microbacterium
respectively; strain PHD-1 and PHD-3 were from the genus of Pseudomonas. Homology comparing of their 16S rRNA gene sequences and

phylogenetic analysis displayed the high biodiversity of phenol-degrading microorganisms in the natural soil.
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Table 1  General physiological-biochemical characteristics of five strains

R H PHD-1 PHD-2 PHD-3 PHD-4 PHD-5
HE Y - - - - +
LER A + + + + -
TR S50 H + + + - +
VP 5 - + - - -
MR X5 - - - - -
W AL - - - - +
}ﬁﬁﬂﬁﬁ + + + + +
ﬁ’f’t% + + + - +
R R T + + + + +
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Fig.1 Electrophoresis map of 16S rRNA gene of phenol-degrading strains
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100 Acinetobacter calcoaceticus (AJ633632)
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Fig.2  Phylogenetic tree of phenol-degrading strains based

on the 16S rRNA gene homology
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Table 2 Similarity matrix of 16S rRNA gene

ER7S PHD-1 PHD-2 PHD-3 PHD4 PHD-5
PHD-1 100 82.3 99.5 88.4 76.2
PHD-2 100 82.0 81.6 74.7
PHD-3 100 88.3 76.0
PHD-4 100 75.7
PHD-5 100
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Fig.3  Relation between the growth of strains and phenol-degrading
3 Fit
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