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FIG S1 Maximum-likelihood phylogeny of Amt/Rh transporters encoded by ammonia oxidisers. Sequences were retrieved from NCBI and the phylogenetic tree constructed using maximum likelihood model of

evolution with 100 bootstrap replicates (326 conserved amino acid residues) in MEGA software (1). All sequences in the tree are phylogenetically related, although they form distinct clusters. Green font in one of the

sequences from Kuenenia stuttgartiensis refers to the ammonium sensor, which is phylogenetically related to Amt/Rh ammonium transporters but does not act as a transporter itself (2). The sequences in the upper part

of the tree belong to Amt, the sequences in the bottom of the tree are Rh-type transporters.
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