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This study was conducted to isolate dechlorinating enzymes genes, which is key genes in
bioremediation process of soils polluted with organochlorine compounds, from long-term experimental
field soil after multiple application of organochlorine pesticides.

Five strains of y-HCH-decomposing bacteria (SS04-1, 2, 3, 4, 5) which utilize ¥-HCH as a sole
carbon and energy source were isolated from the long-term experimental field soil. Those strains were
identified as Sphingomonas sp. by sequencing of 16S rDNA. Sequencing of 16S-23S ITS region revealed
that those strains were composed of two genetically different groups.

Presence of known Y -HCH decomposing enzyme genes (/in4, /inB, linC, linD, linE) were analyzed for
those five strains together with strain SS86, which was previously isolated as ¥ -HCH decomposer from
the soil. Sequence of /inC, linD and /inE were 100% identical among those six strains. Sequence of /inA
was also 100% identical except for SS04-4. By contrast, identity of linB was relatively low compared with
other lin genes. In addition, /inB of those strains were flanked with /56100 sequence.

Those finding will be very important clue to reveal the process how the 7 -HCH decomposes appeared
in the soil after multiple application of ¥ -HCH.




