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Figure S1. Phylogenetic analysis and protein structures of the DvGELP gene family in D. villosum. The left and the

right represent the phylogenetic tree and gene structure, respectively. Multiple protein domains, exon, and intron

were represented by colored boxes. Legends are shown.
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Figure S2: GO enrichment analysis of BSMV:y and BSMV:DvGELP53
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GO enrichment of DEGs of BSMV:y and BSMV:DvGELP53 for the third leaves inoculated with virus. The circular
chart represents distinct GO term of DEGs. The graph is divided into four circles from the outside to the inside. The

first circle represents the terms of enrichment and the outside of the circle is the coordinate ruler of the number of

genes. The second circle represents the number of background genes in the category and the g-value. The length of the

bar represents the number of genes and the shade of red represents the size of the g-value. The third circle represents

the ratio of the number of upregulated and downregulated genes, dark purple and light purple represent upregulated

and downregulated genes, respectively, and the number of genes is shown below. The fourth circle represents the rich

factor value of each category, and each box on the background represents 0.1.



