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Figure S1. Phylogenetic tree of ni
nifH gene across Bacteria. The tree i j
Figure S1. Phylogene Toss . The tree includes nifH homologu issing i
pp esquicola (blue) and appearing in the three strains (red). The tree is scale%i E; I;:(Sjlr;g oy
utionary

distance (count of substitutions per site) and rooted at the midpoint



