Supplementary Legends

Fig. S1 Pedigree of HY73 trios. The numbers at upper right hand of blocks indicated the backcross times of the lines in blocks with the other parent

Fig. S2 Photos for HH3, HY73, and HH7A seedlings recovered from heat and salinity stresses

Fig. S3 Overview of transcriptomes from 11 sample types. (a) Count of expression genes in HH3, HH7A, and HY73 from different sample types. (b) Clustering of correlation matrix for transcriptomes

Fig. S4 GO and KEGG analysis for DEGs of different phytohormone treatment/abiotic stress-control comparisons (a-b) GO analysis for up- and down-regulation DEGs; (c-d) KEGG analysis for up- and down-regulation DEGs. The dots indicated top five significant enriched terms

Fig. S5 GO (a) and KEGG (b) analysis for HH3-like (light red) and HH7A-like (light blue) expression genes in different sample types. The dots indicated top five significant enriched terms

Fig. S6 Heatmap of parent-like expression score (PLES) for treat and control in four stress comparisons. Red and blue indicated HH3-like and HH7A-like expression genes, respectively

Fig. S7 Histogram for the difference of parent-like expression score (dPLES) between abiotic stressed and control sample types in four comparisons

[bookmark: _GoBack]Fig. S8 Dendrogram of WGCNA analysis for parent-like expression genes in HT, PEG, SA, and PR sample types

Fig. S9 Pie plot for parent-like expression genes in different modules generated from WGCNA analysis

Fig. S10 Target hub genes that confer known functions and contribute to drought resistance of HY73. Light red, purple and light blue bars indicate expression levels in HH3, HY73, and HH7A, respectively. Horizontal dashed lines indicated TPM = 0.5

Fig. S11 Frequencies of genes that varied on promotor sequences between HH3 and HH7A in genes with HPH, HP7, LPH, LP7, HH3, HH7A, and NPL expression patterns for each sample type. HH3 genes consisted of HPH and LPH genes, and HH7A genes consisted of HP7 and LP7 genes

Dataset S1. Expression data (in TPM) of 55,593 genes in 11 sample types (ABA, GA, IAA, HMCK, HT, HTCK, PEG, SA, PSCK, PR, PRCK) used for analysis. 

