[bookmark: _GoBack]Genes shown in the EXCEL-formatted file are those positively correlated with the nodule-associated lifestyle (adjusted p-value [q-value] < 0.05) using the Bonferroni or Benjamini-Hochberg method with the representative genome set. Four annotation approaches are used: TIGRFAM, COG, KEGG, and Pfam. The numbers of correlated genes here are much smaller than those identified using the full genome set, likely due to fewer transitions across very short branches. Thus, we recommend using the genes listed here (i.e. using the representative set) as a conservative set of genes correlated with the nodule-associated lifestyle.
