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Decipher the role of these genes to better understand the fate of mercury in 

anoxic environments and, the impact on methylmercury spread

 Cluster of 4 genes overexpressed

Genes overexpressed?

Sulfate reducing bacterium

Pseudodesulfovibrio hydrargyri strain BerOc1

Differential transcriptomic study
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• 40 hours after Hg(II) exposure

• Production of biomass
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• Bulk fraction

• Measurements by GC ICP MS
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• Measurements by GC ICP MS
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Hg(II) sensitivity Intracellular Hg(II)

Mutant accumulated less Hg(II) 

intracellularly from 0.5 µM of Hg(II)

Mutant was more sensitive to Hg(II) 

from 0.5 µM of Hg(II)

Consequently, mutant methylated

less than WT from 0.5 µM of Hg(II)
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 First evidence of a mercury resistance mechanism in an anaerobic bacterium

 Two resistance systems:
 A sequestration system 470-469 genes
 An efflux system 468-467 genes

 Hg(II) is the signal that triggers the resistance mechanism via a two
components systems 471-472 genes

Conclusions
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