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Abstract
Owing to the growth of industrial and the improvement of agricultural, the diversity and quantity
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of contaminants in environment have a dramatically increasing in recent years. For effectively
degrading these contaminants from different areas including air, soils and ground and surface
water, an economic and eco-friendly remediation method by utilizing microorganisms was devel-
oped.As a discipline that explores the inherent laws of biology, systems biology explores impor-
tant biological information such as gene expression, enzyme production and action, biosynthetic
pathways, and microbial secondary metabolites. Through this information, the existing metabolic
pathways of microorganisms under the pressure of different pollutants can be modified to achieve
the purpose of metabolizing pollutants.
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Figure 1. Systems biology and metabolic engineering are combined used in bioremediation
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