Figure S4.

Box plot of the relative abundance of mRNA transcripts of NPR1, MPK3, 13-LOX, and ACO genes in Norway spruce sapwood and bark after methyl jasmonate (MJ) treatment in high and low traumatic resin duct (TRD) trees and in unsprayed control trees (Ctr.). Transcript abundance of each gene was measured by quantitative real-time PCR using SYBR-Green for detection and normalized against ubiquitin. Sapwood and bark was collected at various distances above the treatment site ~4 weeks after treatment. The mean transcript abundance at the MJ treatment site in low TRD trees was set to 1.0. Data from the different distances per treatment were pooled.
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