

1) Nutrient Analyses:
a. Total Organic Carbon by dry combustion method
b. Total Nitrogen by Kjeldahl method
c. Ammonium (NH4+) and Nitrate (NO3−) by spectrophotometric analyses of KCl extracts
d. Biomass Carbon by chloroform fumigation method

2) DNA extraction was performed using MoBio PowerSoil DNA Isolation kits

3) PCR amplification of soil DNA extracts and subsequent DNA sequencing was performed using the methods of McGee et al. (2018)

4) DNA sequences were analyzed through the QIIME protocol (Caporaso et al. 2011) and taxonomically identified using the GreenGenes database. The mean proportion of the sequences (MPS) were determined for each OTU

5) Genera identified by DNA analysis were placed into the N-fixer or Lignin Degrader functional groups

6) Analysis of Microbial Community Structure

a. Comparison of MPS values for the two functional groups by bar charts
b. Compositional comparisons of MPS of each functional group
*Bray-Curtis similarity matrices
*Analysis of similarity (ANOSIM)
*Canonical Analysis of Principal Coordinates (CAP)
*Similarity Percentage Comparison (SIMPER)

c. Microbiome evenness and stability 
*Pielou’s evenness index
*Stability S index
*Kruskal – Wallis analysis to determine if differences existed in the two indices

Supplemental Materials 2. List of the methods used in this study.


