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Abstract: To study bacterial diversity and population structure of high arsenic groundwater system in Jianghan plain high ar-
senic sediment samples were collected from different depths of a 50 m deep borehole 9.940.1 m and 15.746.0 m at Shahu
Town Xiantao city of Jianghan plain in November 2011. Total DNA was extracted from the sediments. 16S rDNA clone library
was used to analyze the bacterial diversity in the high arsenic aquifer sediments. The dominant bacterial community included
Burkholderiales  Pseudomonadales and Enterobacteriales in the high arsenic groundwater system. In high arsenic aquifers there
are a large number of micro-organisms living which play important roles in the geochemistry behaviors of arsenic.
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