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Supplementary Figure 2: Mapman representation of sucrose and starch metabolisms showing
the effect of Xcv infection in both genotypes. Each colored square represents a gene that is
differentially induced (red; FC>2 and FDR<0.05) or repressed (green; FC<0.5 and FDR<0.05)

by Xcv inoculation. Only DE genes are displayed. The color scheme is shown in a rectangle
using a log, scale.



