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Compositions of soil microbes in soil with high 1,2-DCB
concentrations.
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Abstract

Chlorined organisms are important solvents in industry. However, most of them are
highly toxic to the environments. Because these organisms are relatively stable in the
environment and can settle into the soil and groundwater system, they can hardly be
biodegraded once they are released into the environments.

This study tried to evaluate the changes of microbial composition in 1,2-DCB
contaminated soils with real-time PCR and next generation sequencing. The results showed
that methanogens may be the microorganisms that most likely decompose 1,2-DCB in

anaerobic and oligotrophic environments.

In addition, Pseudomonas, Sphingomonas, and some genus belong to
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Xanthomonadaceae, Pseudomonadaceae and Bacillales families may also play important role
in decomposing 1,2-DCB once N sources are available. These results indicate that external N

sources are important in contaminant sites for future bioremediation.
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