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Fig. 1. ir i tiple: Eig. 2. Cell count data for microbial consortium in triplicate anaerobic
Hanford
conditions and is compatible with regular sampling of the consortium H-100.
Metabolites
i Table 1: Levels Below in each
Metabolite Detection Limit
Hydrogen <25n0M
Pyruvate <1.0uM
. . ole Formate <1.0uM
R A
. Succinate <05uM
Fumarate <0.5uM
Fig. 3. Actetate and | from the tripli
continuous flow reactors inoculated with groundwater fwm Hanford we\l
H-100.
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Fig 4. Actetate from
coniiruous flow reectorsInoculated wih wwnnwaler from Hanford well

Fig_5. Actetate and lactate concentrations from the trplicate anaerobic
continuous flow reactors inaculated with groundwater from Hanford well
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Fia7a. Bacterial community
composition from pyrosequencing
analysis of intial groundwater
sample taken from Hanford well
H-100.

i Bacterial community
composition from pyrosequencing
analysis of groundwater sample
from Hanford well H-100 after 95
days in triplcate lactate-enriched
continuous flow reactors.
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Fia.8. Total microbial community composition from
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Hanford well H-100 groundwater sample. Hanford well H-100 groundwater sample.
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Fig.10. Trplot of recundancy analysis (RDA) of the relative
‘abundances of microbial genera determined by pyrosequencing
analysis on selected dates from triplicate continuous flow reactor
ford well
. the
variation in composition. Solid

indicate metabolite data significantly associated with the variation.
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