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implying N-polluted streams tend to remove proportionally less
ðNO�

3 Þ



apparent between ambient NO�
3 level and the absolute rates of

denitrification, which is consistent with results elsewhere (O’Brien
et al., 2007; Mulholland et al., 2008). However, we also measured
nirS and nirK gene abundances in the water-column and sediment
samples to assess how abundances of these genes related to the two
measures of denitrification. Before examining relationships
between the genes and denitrification activity, a preliminary
assessment was performed on the spatial distribution of genes in
a sub-set of the studied streams.

Fig. 1 presents observed nirS and nirK abundances in the water-
column and sediments for the three streams, which shows that
gene abundances did vary significantly in the top 3 cm of the
sediment zone in King Creek, Campus Creek, and Ag-North (three



affect denitrification rates in similar streams (Tank and Dodds, 2003;
Niyogi et al., 2004; O’Brien et al., 2007). However, the PCA also
specifically clusters Kden with SRP; it also clusters gross primary
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