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Mechanisms for acquiring ability to degrade novel compounds in sphingomonads and
their applications
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Studies on degradation of a recalcitrant environmental pollutant,
gamma-hexachlorocyclohexane, in sphingomonads revealed that (i) activity of a key enzyme was improved in
stepwise manner by the accumulation of single mutations, (ii) sphingomands-specific plasmids and _an
insertion sequence play significant roles to acquire novel genes, (1ii) sphingomonads have genetic
background suitable for the degradation of recalcitrant compounds. These important knowledges for the
functional evolution of bacteria in the environment can be used for the practical applications in the
future.
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