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Supplementary Figure 1. Identification of At1g78850 (A) and 
At1g78860 (B) by MALDI-TOF MS PMF

Proteins have been identified in the F CWP fraction obtained by CEC (Irshad et al. 2008). PMF 
results have been obtained using the ProteinProspector software.  The matched peptides cover
respectively 26% (118/441 amino acids) and 20% (93/443 amino acids) of At1g78850 and
At1g78860.
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