Supplementary Methods 
Phylogenetic analysis of phoH was carried out using MEGA (Kumar et al. 2008). Sequences were extracted from the nr database using BLAST, prior to alignment with MUSCLE (Edgar 2004) and trimming of the alignment with trimAI (Capella-Gutierrez et al. 2009). The most suitable model of evolution was selected with jmodeltest (Santorum et al. 2014).  Further analysis was carried out in MEGA. 100 bootstraps were carried out to determine branch lengths and support values. 
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