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Abstract 7-Hexachlorocyclohexane y-HCH is an organochlorine insecticide it has been listed recalcitrant worldwide pollutant due to its toxicity
environmental persistence. Microorganisms capable of degrading Y-HCH have been isolated several genes encoding the enzymes involved in the
degradation of Y-HCH have been cloned and characterized. In this article we summarized the current progress regarding Y-HCH biodegradation with
emphasis on the diversity of microorganisms degrading Y-HCH the biodegradative pathway and relevant genes and enzymes.
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Bacteria Aerobic degradation
Sphingomonas sp . DS3-1 Dechlorination o« ¥ 6 and 3-HCH 6
Sphingomonas sp. BHC-A Mineralization o« ¥ O and 3-HCH 7
Pseudomonas sp. Dechlorination y-HCH 8
Rhodanobacter lindaniclasticus Dechlorination o« and y-HCH 9
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Sphingomonas paucimobilis UT26 Mineralization Y-HCH  Dechlorination « and 6-HCH 11
Microbacterium sp. ITRCI1 Mineralization o Y & and B-HCH 12
Anaerobic degradation
Citrobacter freundit Dechlorination y-HCH 13
Clostridium rectum S-17 Dechlorination y-HCH 14
Clostridium sphenoides UQM780 Utilized as sole carbon source o 3 & and y-HCH 15
Fungi Aerobic degradation
Cyathus bulleri Dechlorination y-HCH 16
white rot fungus DSPM95 Dechlorination y-HCH 17
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