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	TABLE S2.  Percentage of unique (bolded) and overlapped (italicized) genes detected and diversity indices from each time point in Well FW101-2

	

	Sample name
	Day166
	Day248
	Day255
	Day298
	Day622
	Day641
	Day670
	Day719

	Day166
	6.28
	62.32
	26.99
	49.06
	41.94
	18.87
	6.72
	30.74

	Day248
	
	9.32
	27.04
	48.08
	39.91
	18.71
	7.13
	30.98

	Day255
	
	
	29.58
	22.93
	24.95
	30.37
	13.34
	29.66

	Day298
	
	
	
	6.81
	45.19
	15.74
	6.5
	31.95

	Day622
	
	
	
	
	1.43
	24.88
	9.03
	37.22

	Day641
	
	
	
	
	
	13.04
	16.95
	31.02

	Day670
	
	
	
	
	
	
	20
	11.89

	Day719
	
	
	
	
	
	
	
	3.87

	Total no. of genes detected
	1211
	1352
	1650
	998
	769
	767
	330
	724

	Shannon
	6.905
	7.002
	7.226
	6.659
	6.514
	6.43
	5.625
	6.384

	Simpson
	823.68
	896.69
	1139.93
	615.65
	593.01
	494.34
	231.22
	482.44

	SimpsonE
	0.68
	0.663
	0.691
	0.617
	0.771
	0.645
	0.701
	0.666


TABLE S1 is available as an Excel Sheet at the Applied and Environmental Microbiology website.
	TABLE S3.  Percentage of unique (bolded) and overlapped (italicized) genes detected and diversity indices from each time point in FW102-3 (%)

	

	Sample name
	Day166
	Day191
	Day212
	Day226
	Day233
	Day248
	Day255
	Day304
	Day622
	Day641
	Day670
	Day705
	Day719

	Day166
	3.59
	27.97
	28.47
	26.28
	33.7
	26.34
	30.53
	23.3
	13.53
	21.83
	27.15
	23.07
	20.39

	Day191
	
	2.67
	58.93
	57.48
	51.54
	59.98
	61.75
	49
	9.95
	18.98
	22.2
	21.99
	16.05

	Day212
	
	
	6.44
	61.31
	53.48
	50.4
	53.32
	38.47
	8.7
	21.78
	29.69
	29.19
	16.16

	Day226
	
	
	
	7.25
	48.25
	50.96
	50.8
	38.46
	7.85
	21.69
	26.34
	29.5
	15.27

	Day233
	
	
	
	
	0.97
	46.68
	54.02
	40.24
	12.65
	24.11
	28.48
	26.26
	20.56

	Day248
	
	
	
	
	
	1.31
	60.79
	50.97
	10.98
	18.98
	19.42
	19.27
	17.48

	Day255
	
	
	
	
	
	
	0.68
	56.59
	11.35
	18.25
	21.41
	18.89
	16.33

	Day304
	
	
	
	
	
	
	
	1.93
	7.3
	9.77
	14.18
	10.85
	6.86

	Day622
	
	
	
	
	
	
	
	
	3.76
	24.85
	15.63
	11.58
	20.73

	Day641
	
	
	
	
	
	
	
	
	
	5.42
	31.41
	33.58
	27.73

	Day670
	
	
	
	
	
	
	
	
	
	
	8.29
	42.37
	18.34

	Day705
	
	
	
	
	
	
	
	
	
	
	
	18.52
	19.22

	Day719
	
	
	
	
	
	
	
	
	
	 
	
	
	9.78

	Total No. of genes detected
	808
	1425
	1895
	1849
	1239
	1149
	1176
	880
	266
	794
	1206
	1593
	491

	Shannon 
	6.39
	7.04
	7.32
	7.31
	6.87
	6.9
	6.89
	6.55
	5.38
	6.53
	6.9
	7.22
	5.95

	Simpson 
	402.5
	922
	1213.4
	1226.1
	746.3
	859.1
	823.4
	569.4
	171.2
	583.8
	801.2
	1167.5
	291.6

	Simpson E 
	0.498
	0.647
	0.64
	0.663
	0.602
	0.748
	0.7
	0.647
	0.644
	0.735
	0.664
	0.733
	0.594


FIG. S1.  Map of the bioremediation test site.  Surface view of wells (A), squares indicate injection (FW024 and FW104) and extraction wells (FW026 and FW103), circles with an x indicate monitoring wells (FW100, FW101, and FW102).  Belowground view (B), thick blue arrow indicates where clean water was injected, thin blue arrows indicate water circulation, thick red arrow indicates where the electron donor was injected, thin red arrows indicate circulation.  The center well indicated the location of the three monitoring wells with sampling depth indicated by the numbers 1-4.  

A flow-field created by injection of clean water to the outer loop protects the inner loop from invasion of contaminated groundwater.  Intermittent ethanol injections [120-150 mg L-1 chemical oxygen demand (COD)] into the inner loop (FW104) occurred from days 137-535 as electron donors for U(VI) reduction.  DO in the aquifer is naturally low (0-0.3 mg L-1); but, during the initial 638 days of operation, DO penetrated the treatment area via injection of clean water.  After day 638, Na2SO3 was added to reduce DO.  
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FIG. S2.  Detrended correspondence analysis of functional genes and geochemistry.  Functional genes detected using GeoChip 2.0 (A) and all geochemistry values (B) were used for DCAs.  The numbers next to each symbol indicate the operational day corresponding to sample collection.  The colors represent the monitoring well sampled and are indicated by the key in (B).  
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FIG. S3.  Hierarchical cluster analysis of all genes detected in all MLS wells.  Results were generated in CLUSTER and visualized in TREEVIEW.  Red indicates signal intensities above background and black indicates signals below background.  Higher intensity reds indicate higher signal intensities.  Graphs to right indicate average signal intensities of each group.  Groups were determined based on clustering of genes and are indicated by numbers on the left side of the tree. 
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FIG. S4.  Relative abundance of functional gene categories within each division.  Divisions are based on the functional gene tree in Figure S2. 
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FIG. S6.  Relative abundance of all functional gene groups detected.  The total number of genes detected at each time point was used to calculate the relative abundance of each gene group from FW101-2 and FW102-3.  Numbers along x-axis are operational day.



FIG. S7.  Abundance of metal reducing populations.  Relative abundance of dsr, nitrate/nitrite reduction, and cytochrome c genes was determined using total signal intensity of each gene group.  FW101-2, A; FW103-2, B.



FIG. S8.  Hierarchical cluster analysis of functional genes in FW101-2.  Cluster analysis was done for cytochrome c (A), dsr (B), and nitrate/nitrite reduction (C) genes.  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.




FIG. S9.  Hierarchical cluster analysis of functional genes in FW102-3.  Cluster analysis was done for cytochrome c (A), dsr (B), and nitrate/nitrite reduction (C) genes.  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.


FIG. S5.  Detrended correspondence analysis of functional gene groups.  The functional genes dsr (A), cytochrome c (B), and denitrification genes (C) detected using GeoChip 2.0 were used for analysis.  The numbers next to each symbol indicate the operational day corresponding to sample collection.  The colors represent the monitoring well sampled and are indicated by the key in (C).  
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