Supplementary Information
Fig. S1 Protein-protein interactio (PPI) network constructed of TM-1 (A) and Hai7124 (B) using the STRING database. Different colors and sizes of the nodes represent the importance in the network, the larger and redder the node, the greater the importance of the gene in the network.
Table S1 Summary statistics for quality control of the sequencing data.
Table S2 Summary of all DEGs and their functional annotations in G. hirsutum TM-1.
Table S3 Summary of all DEGs and their functional annotations in G.barbadense Hai7124.
Table S4 KEGG enrichment analysis of DEGs in G. hirsutum TM-1.
Table S5 KEGG enrichment analysis of DEGs in G. barbadense Hai7124.
Table S6 GO enrichment analysis of DEGs of G. hirsutum TM-1.
Table S7 GO enrichment analysis of DEGs in G. barbadense Hai7124.
Table S8 PPI node information of G. hirsutum TM-1.
Table S9 PPI node information of G. barbadense Hai7124.
Table S10 KEGG enrichment analysis of DEGs in key modules of G. hirsutum TM-1 and G. barbadense Hai7124.
Table S11 GO enrichment analysis of DEGs in key modules of G. hirsutum TM-1 and G. barbadense Hai7124.
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