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Condition of p-nitroaniline Degrading Microbacterium sp.
PNAS and Its Degradation of p-nitroaniline
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Abstract: A bacterial strain capable of utilizing p-nitroaniline as sole carbon source to growth was isolated
from sewage sludge. This strain was identified as Microbacterium sp. PNAS8 based on its morphology,
physiological, biochemical properties and 16S rRNA sequence analysis. Results indicated that the optimal
temperature and pH for cell growth and for p-nitroaniline degradation was 30°C and 7.0. Strain PNAS
growth and p-nitroaniline degradation was considerably faster in the presence of yeast extract. Optimum
conditions, in the culture medium added to 0.4 g/L yeast extract, 0.3 mmol/L p-nitroaniline degradation rate
to 100% in 4 days.
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Table 1 Tradition taxonomical properties of the strain PNA8

Indentification index Indentification result

Oxidase test
Catalase test
Glucose acid production
Gas from Glucose
Melthy red test
Indole test
V-P test

Nitrate reduction
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Fig. 1 The NJ evolutionary tree based on completed sequence of 16S rRNA
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Fig. 3 Influence of temperature (A) and pH (B) on the

growth of Microbacterium PNA8 and degradation of
p-nitroaniline
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Fig. 4 Influence of yeast concentration on the growth of
Microbacterium PNA8 and degradation of p-nitroaniline
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