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Supplemental Figure 1. MapMan visualization of the biotic stress pathway for the
DEGs from different transcriptome datasets. A, Optimal pH DEGs. B, High pH
DEGs. C, 8 h low pH DEGs. Red boxes denote up-regulated genes and blue boxes
denote down-regulated genes. Optimal-pH DEGs are from Rodriguez-Celma et al.
(2013). Low-pH DEGs are from Lager et al. (2013).



