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[bookmark: OLE_LINK81][bookmark: OLE_LINK1][bookmark: OLE_LINK84][bookmark: OLE_LINK9]Figure S1 Verification of the ΔVdRgt1 deletion mutants and complemented strains in V. dahliae. a Domain architecture of VdRgt1 showing the conserved Zn(II)₂Cys₆ domain predicted using the SMART program. b Schematic diagram of the VdRgt1 gene replacement strategy using Agrobacterium tumefaciens–mediated transformation. The upstream and downstream flanking regions were amplified with specific primers and cloned into the vector carrying the hygromycin resistance gene (HPH). c Internal PCR verification of the ΔVdRgt1 mutant. d External PCR verification of the ΔVdRgt1 mutant. e PCR verification of the complemented strain. Primer sequences used in this study are listed in Additional file 2: Table S1.
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[bookmark: OLE_LINK82]Figure S2 RT-qPCR validation and principal component analysis of the RNA-seq data. a Heatmap showing the relative expression levels of 10 randomly selected differentially expressed genes (DEGs) in XS11 and ΔVdRgt1, as determined by RT-qPCR. b Heatmap showing the expression profiles of the same 10 DEGs in XS11 and ΔVdRgt1 based on RNA-seq data. c Principal component analysis (PCA) of the RNA-seq samples. Each point represents one biological replicate. PC1 and PC2 explained 46.65% and 25.40% of the total variance, respectively.
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  Figure S1   Verification of the  Δ VdRgt1   deletion mutants and complemented strains in  V. dahliae .  a   Domain architecture of VdRgt1 showing the conserved Zn( II)₂Cys₆  domain predicted using the SMART program.  b   Schematic diagram of the  VdRgt1   gene replacement strategy using  Agrobacterium tumefaciens – mediated transformation.  The upstream and downstream flanking regions were amplified with specific primers 

