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Figure S1.  Groundwater recirculation system at OR-FRC.  Arrows indicate ground water flow.  Circles with an x indicate injection (FW024 and FW104) and extraction wells (FW026 and FW103).  Filled circles indicate monitoring wells (FW100, FW101, and FW102).
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Figure S2.  Relative abundance of cytochrome c, dsr, and metal resistance genes.  The relative abundance of genes was calculated based on the total signal intensity of each gene group.  The relative abundance of cytochrome c (A), dsr (B) and metal resistance (C) genes in FW101-2 (gray) and FW102-3 (black) are shown.

Figure S3.  Hierarchical cluster analysis of metal resistance genes.  Genes that were present in at least 5 timepoints were used for cluster analysis.  Results were generated in CLUSTER and visualized using TREEVIEW.  Red indicates signal intensities above background while black indicates signal intensities below background.  Brighter red coloring indicates higher signal intensities. 
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Figure S4.  Hierarchical cluster analysis of carbon degradation genes.  Genes that were present in at least 4 timepoints were used for cluster analysis.  Results were generated in CLUSTER and visualized using TREEVIEW.  Red indicates signal intensities above background while black indicates signal intensities below background.  Brighter red coloring indicates higher signal intensities.
Figure S5.  Hierarchical cluster analysis of methanogenensis genes.  All genes were used for cluster analysis.  Methanogenesis genes were only detected at timepoints shown in the figure.  Results were generated in CLUSTER and visualized using TREEVIEW.  Red indicates signal intensities above background while black indicates signal intensities below background.  Brighter red coloring indicates higher signal intensities.
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Figure S6.  Hierarchical cluster analysis of denitrification genes.  Genes that were present in at least 4 timepoints were used for cluster analysis.  Results were generated in CLUSTER and visualized using TREEVIEW.  Red indicates signal intensities above background while black indicates signal intensities below background.  Brighter red coloring indicates higher signal intensities.
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Figure S7.  Hierarchical cluster analysis of nitrogen fixation genes.  Genes that were present in at least 2 timepoints were used for cluster analysis.  Results were generated in CLUSTER and visualized using TREEVIEW.  Red indicates signal intensities above background while black indicates signal intensities below background.  Brighter red coloring indicates higher signal intensities.
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Figure S8.  Hierarchical cluster analysis of contaminant degradation genes.  Genes that were present in at least 6 timepoints were used for cluster analysis.  Results were generated in CLUSTER and visualized using TREEVIEW.  Red indicates signal intensities above background while black indicates signal intensities below background.  Brighter red coloring indicates higher signal intensities.
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