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Among various mechanisms of anaerobic benzene degradation, no isolates has been
obtained for the degradation under methanogenic condition, and thus little is known about the degradation
mechanisms. Putative benzene degrading bacterium Hasda-A, which we identified before, has been enriched
by electrochemical cultivation. Single cell of Hasda-A was obtained by cell sorting and the genome
sequence was analyzed. We found Benzoyl Co-A reductase gene, which is in an important pathway of
anaerobic benzene degradation. Previously known initial benzene degradation metabolism, neither
calboxylase gene in iron reducing condition nor gene for methylation known in nitrate reducing condition,
was found. It implied the novel initial metabolism for the methanogenic enrichment culture.
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Hasda-A probing of benzene degrading bacteriain a
methanogeinc enrichment culture originated

from river sediment, Ann Arbor, MI.
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