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[bookmark: _GoBack]Figure S6. Protein alignment of four distinct papaya PGs. The corresponding proteins from cpPG1 (PG1 - FJ007644), cpPG2 (PG2 - GQ479791), cpPG3 (PG3 - GQ479794) and cpPG4 (PG4 - GQ479795) genes were aligned using ClustalW and viewed with BOXSHADE program and then manually edited. Gaps were introduced to optimize alignment. Identic amino acids are highlighted by black boxes and white letters, similar amino acids are highlighted by grey boxes and white letters and different amino acids are highlighted by white boxes and black letters. The conserved domain of glycosil hydrolases from family 28 (PS00502) is indicated by a dotted-line box. The probable catalytic residues are indicated by asterisks, being possible to observe the cpPG2 protein has a Glu346 instead of a Lys346 as the other three polygalacturonases have.
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