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[bookmark: _GoBack]Figure S3. Unrooted phylogram encompassing PGs from papaya, Arabidopsis and several other plant organisms. A phylogenetic tree was calculated using the neighbor-joining method based on the ClustalW alignment of the deduced amino acid sequences. The putative signal peptide from all of the proteins was removed from the sequence. The following proteins and their corresponding GenBank IDs were used: A. thaliana 1, 2 and 3 (NP_191544, NP_191310, NP_187454), P. persica 1 and 2 (AAC64184, CAA54448), P. communis 1 and 2 (CAH18935, BAC22688), D. carota (BAC87792), S. lycopersicum 1 and 2 (ABW38780; AC28947), C. melo 1 and 2 (AAC26510; AAC26512), V. vinifera 1 and 2 (XP_002263164, XP_002282759), B. napus (CAA65072), G. Max 1 and 2 (ABC70314, AAL30418), D. kaki (ACJ06506), R. communis 1, 2 and 3 (XP_002529090, XP_002529616, XP_002517823), A. deliciosa (P35336), O. europaea (ACA49228), P. trichocarpa 1, 2 and 3 (XP_002331621, XP_002322711, XP_002313308) and C. papaya 1, 2, 3 and 4 (FJ007644, GQ479791, GQ479794 e GQ479795). The values for the branch lengths are based on the scale bar; there are 0.1 residue substitutions per site. Letters A and B show the two distinct clades resulting from the phylogenetic analyses.
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