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may be substantially different between these ecosystem types.
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sample-speci�c DNA tags (Berry et al. 2011). For bacterial com-
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Table 1. Summary statistics for edaphic variables measured across landscape position (streams, banks, riparian, upslope habitats) and treat-
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Figure 2. The distribution of bacterial ( A, B, C
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Table 2. Bacterial phyla, fungal phyla and fungal family relative abundance across landscape position and treatment. Means (SD) are reported.
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Figure 3. NMDS plots, for bacterial ( A) and fungal ( B
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bacteria, even when evaluated at low taxonomic resolution such



Veach et al. 11

Jackson CR, Weeks AQ. In�uence of particle size on bacte-
rial community structure in aquatic sediments as revealed
by 16S rRNA gene sequence analysis. Appl Environ Microb
2008;74:5237…40.

http://CRAN.R-project.org/package = vegan

