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Introduction and Objective
Relatively little is known about the structure and function of
subsurface microbial communities at DOE’s Hanford Site,
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Distinct archaeal OTUs resided in different strata
» Archaea were most diverse in the oxic Ringold Formation;
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Summary and Conclusions
» Microbial community structure and richness varied substantially
across the different geological strata.
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The Hanford subsurface contains a high relative abundance of some candidate phyla, and novel clades at the order level
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candidate divisions (e.g. GAL15, NC10, SPAM),
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Microbial heterotrophic activity

Do nutrient amendments stimulate microbial
activity (*H-leucine incorporation)?

Upper Hanford formation
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(e.g. Ochrobactrum anthropi and

Achromobacter xylosoxidans) in the “smear”

zone and upper reduced Ringold sediments.
(See Lee et al. poster for denitrifying activity)
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