
Supplemental Figure 1. Quantification of relative levels of PtxtPME1 

transcripts, in relation to the internal calibrator 18S rRNA and to the wild-

type, in two independent upregulated lines (PME+) and two independent 

downregulated lines (PME-).  Means of 2 pools of four trees each ± SE. 

RNA was extracted from tissue in the cambial region. 
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