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Supplementary figure S1. Enriched GO terms following Simple enrichment analysis (SEA) for ash genotypes. SEA was performed using the lists of differentially expressed genes (DEGs) for the common response analysis and for each genotype individually, but results for FAR3 were not significant and therefore are not shown. A UW1, the genotype presenting higher susceptibility to ash dieback. B Common response analysis, for which the differential gene expression included both genotype and treatment as variables.
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