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Abstract: In order to investigate the microbial diversity of the selenium(Se)-rich carbonaceous mudstone of Yutangba , Enshi,

Hubei Province, the microbial community structures have been primarily characterized by using restriction fragment length poly-

morphism (RFLP) and 16S rRNA gene library analyses based on the DNA extracted from the mudstone. Phylogenetic analysis

reveal

ed that most of the bacterial clones were affiliated with members of the Acidobacteria family (43. 6 %) , Proteobacteria

family (34 %) , Actinobacteria family (12. 9%) and the members of unclassfied bacteria (3%). In the Archaea domain,the domi-

nant Archaea belonged to the members of the Crenarchaeota family (66. 7% ) ,others were unclassified (32%). These results

showed that there is a rich diversity of microorganisms in Se-rich carbonaceous mudstone, which is helpful to further understand

the significant role of microorganisms in the biogeochemical cycle of Se in the Se-high surface environment,and to provide the

referred evidence for bio-remediation of Se-polluted areas and safe utilization of mineral resources on Se in Enshi Prefecture,

China.
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