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Diversity of microbial transformation pathways for toxic metalloids
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Despite their toxicit¥, microorganisms have developed mechanisms to tolerate
and catalyze redox transformation of toxic elements. In this study, soils from an old stibnite mine
tailing were examined for the presence of antimony (Sb)-transforming microbial populations. After

conducting anaerobic enrichment culturing, a couple of isolates capable of anaerobic and aerobic Sb

oxidation were cultivated and their genome sequences were determined. These Sb-oxidizing isolates

did not catalyze arsenic oxidation, suggesting the involvement of distinct mechanisms for Sb and As

oxidation. In addition, an anaerobic Sh-reducing enrichment culture, consisted of Proteobacteria and
Firmicutes-related populations, was also obtained. These resutls demonstrated that indigenous

microorganisms associated with stibnite mine soils are capable of Sbh transformations, indicating the
potential importance of biological processes in regulating mobility and toxicity of toxic
metalloids in polluted environment.
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