Figure S1 Candidate gene amino acid sequences aligned to the most similar Arabidopsis homolog. (A) Carboxyl terminal region of the class III apoplastic peroxidase AtPrx52 (At5G05340). (B) Carboxyl terminal region of the class III apoplastic peroxidase AtPrx21 (also called ATP2a/b; At2G37130). (C) Cell wall invertase AtcwINV1, (also called AtβFruct1; At3G13790). Conserved substitutions are highlighted in yellow.
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