Supplementary Figure S1. Gene structure and subclade information of kiwifruit LRR-RLK genes. Genes were clustered and shown due to different subclades. Subclade information was shown in different colors on the left side. Exons and introns are displayed by green boxes and black lines.

Supplementary Figure S2. Conserved domain analysis of kiwifruit LRR-RLK genes. Genes were organized and shown due to different subclades. Subclade information was shown in different colors on the left side, and the corresponding protein motif information was shown on the right.

Supplementary Figure S3. Expression profiles of kiwifruit LRR-RLK genes in the process of Psa infection. Hierarchically clustered heatmap of (A) down-regulated LRR-RLK genes in Ac and (B) up-regulated LRR-RLK genes in Ae in the process of Psa infection at 0DPI, 2DPI and 14DPI. Scales were set independently based on specific heatmaps for each kiwifruit variety.

Supplementary Figure S4. Expression profiles of kiwifruit LRR-RLK genes under abiotic stresses. Hierarchically clustered heatmaps of differentially expressed genes were shown. (A) expression profile of genes under 0.4% NaCl treatment for 0h, 12h, 24h, and 72h. (B) Heat at 50℃ for 0h, 2h, and 4h. (C) Waterlogging for 0d, 1d and 2d. Scales were set independently based on specific heatmaps for each kiwifruit variety.

Supplementary Figure S5. Number of differentially expressed kiwifruit LRR-RLK genes under abiotic stresses. Venn diagram demonstrated the differentially expressed genes under salt, heat and waterlogging stresses. The overlapping regions represent shared genes that respond to multiple stress treatments, and the unshared genes that were unique to single treatment.

