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Figure S1. The three-dimensional structure model of PpPel9a predicted by SWISS-MODEL with Pel9A 

from E. chrysanthemi (1RU4) as the template. Amino acids 23-416 of PpPel9a were covered by the model. 

Asp202, Asp226 and Asp230, labeled in orange, are predicted to be putative catalytic residues. Lys 217 

labeled in yellow is predicted to be putative catalytic base.  

  



 

Figure S2. HPGPC analysis of CP and its degradation product MCP-0.3 by PpPel9a.  

  



 

 

Figure S3. Modified TBA method to determine the RG-II domain in CP (left) and MCP-0.3 (right).  

  



 

 

Figure S4. FT-IR analysis of CP (a) and its degradation product MCP-0.3 by PpPel9a (b). The 

degree of methyl esterification = the area of methyl-esterified carboxyl group/the area of total 

carboxyl group × 100%. Specific bands at 1740 and 1630 cm-1 corresponded to the absorption of 

the esterified carbonyl groups and carboxylic ions, respectively.  

 


