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Agprgach to the substance of bacterial extracellular genetic information storage
evice
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To elucidate the substance of the bacterial extracellular genetic

information storage device and the mechanism of its utilization, we analyzed membrane vesicles (MVs)
of y -HCH-degrading bacteria and the mechanism of horizontal gene transfer of y -HCH-degrading
genes. As a result, we clarified for the first time that y -HCH-degrading bacteria release MVs and
that these MVs contain linA, which is not easily degraded by DNase, suggesting that MVs can function
as a reservoir of genetic information. On the other hand, 1inB of the y -HCH-degrading bacterial
strain UT26 was found to be located on an integrative and conjugative element (ICE). Since all of
the linB genes in other y -HCH-degrading strains are flanked by 156100, this finding will provide
new insights into the horizontal gene transfer of the y -HCH-degrading genes.
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