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The concentration of many compounds as endocrine disrupting chemicals which emitted into environment is very low,
so that the recovery of those compounds is difficult. The microorganisms originating soil which can decompose
malathion as an insecticide based on the bioremediation was searched, and the decomposition action to the malathion
was investigated. Using a cultivating method with malathion as an only carbon source, 43 samples of microorganisms
originating soil were separated from the collected soil samples. To the obtained microorganisms, selection cultivation
was repeated several times. And then, the amount decomposing the malathion using the microorganisms at the definite
time was measured by HPLC. As a result, the residual ratio of the malathion was 30% approximately after 84 hours. It
was suggested that the obtained microorganisms in this study have a high activation to the malathion. Moreover, the

base arrangements of the 16S ribosome RNA for these microorganisms were analyzed.



