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Supplemental data S1.

A, ClustalW alignment of the GmosAAP1 amino acid sequence with Gibberella zeae (XP_385750)
and Aspergillus oryzae (BAE66406) amino acid permeases. The amino acid domains used to design
the oligonucleotides are in bold and underlined.

(*) identical amino acid (:) strongly similar amino acid (.) weakly similar amino acid.

B, The predicted hydrophobicity profile of GmosAAP1 as defined using the SOSUI programme.



