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Figure S1. Microbial community abundance was measured by direct counts and PLFA, and are shown here 
as (A) fold increase in counts from initial to final time, and (B) total lipids biomass as nmol per gram 
switchgrass. Lowercase letters denote differences between TEA treatments within the FAC as determined by 
Tukey’s HSD test for FACs that showed a significant treatment effect by ANOVA (P<0.05). (C) Microbial 
community profile based on mole fraction of PLFA lipid analysis. Community profile model was made using 
ordination by non-metric multidimensional scaling based on a Bray-Curtis distance metric. Community 
members shown are mean of three replicates, with error bars denoting standard error of the mean (n=3).
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