Supporting information:
Phylogeny of the AUX1/LAX family: Methods.
Protein and corresponding coding sequences of AUX1/LAX homologues were obtained by BLAST searches on Phytozome [1] using blastp [2] against the protein database using AtAUX1 as a query. Peptide sequences were aligned by MAFFT using default settings [3] and the resulting alignment was used as a template for nucleotide alignment of coding sequences constructed using the pal2nal utility [4]. Additional transcriptomic sequences were obtained by tblastn searches on the 1KP server [5] and hits were added to the existing alignment by the MAFFT --add procedure. Only full-length sequences were used for phylogenetic analysis. Variable N- and C-terminal regions and gapped sites with coverage lower than 80 % were excluded from the analysis. Phylogenetic analysis was performed by MEGAX software [6] using Maximum Likelihood method based on General Time Reversible evolutionary model [7] with discrete Gamma distribution of evolutionary rates and invariable sites (GTR+G+I). The phylogenetic tree was validated by 500 bootstrap replications.
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SI Figure1. Maximum-likelihood phylogenetic analysis of nucleotide sequences of AUX1/LAX family members using a GTR+G+I evolutionary model. Node captions indicate bootstrap values.
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