[image: ][image: ]Figure S7. Enriched KEGG pathway for differentially expressed genes at 1 d and 3 d post inoculation. Gene expression level were compared between host plants infected by WT and ΔUe943 strains at 1 d, 3 d  post inoculation.△Ue943_3 d vs WT_3 d
△Ue943_1 d vs WT_1 d
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