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Table S1. Statistics of RNA-seq and data analysis for Gossypium bickii. RNA sequencing was conducted to assess the transcriptomes of G. bickii seedling leaves under both normal (CK_1, _2, and _3) and drought stress (PEG_1, _2, and -3) conditions. 

Table S2. Variation in the numbers of expressed genes in cotton leaves under drought stress. Three diploids, i.e., A2 (Gossypium arboreum), E1 (G. stocksii), and G1 (G. bickii), were included in the research, as well as the subgenomes At1 and Dt1 from the tetraploid G. hirsutum. The threshold for considering a gene as expressed was set to an average transcripts per million (TPM) value of 0.1 or higher.

Table S3. Expression distance between expression profiles.  This study compared the expression distance of the expression profiles of orthologous genes in two organisms under normal and drought conditions. The investigated species includes A2 (Gossypium arboreum), E1 (G. stocksii), G1 (G. bickii), and the subgenomes At1 and Dt1 from G. hirsutum. It is particularly noteworthy that the study assesses the expression profiles of G. hirsutum's subgenomes at various stages post-drought treatment, ranging from one hour (1 h) to twenty-four hours (24 h).

Table S4. A list of 287 conserved drought-responsive genes across cotton diploids. A concise description of their functions and KEGG pathway annotations were provided. The gene identifiers for these orthologous genes are denoted by their corresponding genes in Gossypium raimondii.

Table S5. Primer pairs used in the qPCR assays. Expression variation of the orthologous genes of 16 transcription factors upon drought stress conditions were analyzed in the seedling leaves of Gossypium arboreum, G. stocksii, and G. bickii. 
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