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Figure S1. Screening HMAs from candidate sequences identified by a BLASTP search against the peanut
genome using phylogenetic analysis with AtHMAs from Arabidopsis and OsHMAs from rice. A total of
21 protein sequences were identified to be putative AhRHMA members (cluster I).
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Figure S2. Complete multiple sequence alignment of the 21 AhHMA proteins using MAFFT (v. 7) with the default settings.
Identical residues are highlighted in black and homologous residues in gray, while the typical conserved amino acid residues
such as TGE, CPC/SPC, DKTGTLT, HP, PxxK, and GDGXxNDxP are highlighted in red lines.
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Figure S3. Predicted 3D structure of peanut AhHMA proteins by SwissModel. Models were visualized
by rainbow color from N to C terminus.



