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Introduction Methods Results
Denitrification is one way bacteria carry out Soil was collected from two watersheds, one As an initial approach to establish differences between A different number of hits or abundance of
nitrate respiration (5) and can be described supplemented with Ca to raise pH. At each communities, a principle coordinate analysis, which examines organisms associated with particular reductases
in four reduction steps each requiring a elevations and at three depths per sample correlation among samples. It showed clustering by elevation found to be associated with those hits (5). This
specific nitrogen oxide reductase (Fig. 1). SIte. (Fig. 3) and by depth (Fig. 4). goes to reinforce the notion of modularity.
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- DNA sequenced using Hi-Seq lllumina in levels of conservation between Nir and Nor to

denitrification. New research suggests the platform | » Through blastx searches using custom Nap and Nir ultimately determine which classifications can be
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denitrifier community consists of many P databases, different organismal classification was found than trusted for further analysis.

incomplete denitrifiers, organisms that carry nucleotide reads that from MG-RAST.

out only certain steps of denitrification (5).

needed to carry out each step of

Using the CLC, a high-throughput sequence Lack of sufficient similarity in nucleic acid comparisons and
Denitrification is common in soil analysis tool, data was: Inconsistencies with translated alignments and paired ends
- trimmed into 18-30 x 108 reads; led to use of the translated sequence results exclusively. References
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— Fig. 3: A principal coordinate analysis (PCA), which
Fig. 2b: Effect of low pH on denitrification (6) examines variance in data using eigenvalues, that

shows grouping of samples based on elevation.



