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Supplementary Information
[bookmark: _GoBack]Supplementary_Fig.docx: Supplementary Fig. S1 Phylogenetic analysis of the demethylase genes in G. hirsutum. Supplementary Fig. S2 Gene expression levels of the RdDM pathway genes during fiber development. Supplementary Fig. S3 Expression levels of the maintenance methylase during fiber development. Supplementary Fig. S4 The number of DMRs in the At and Dt subgenomes at each period of fiber development. Supplementary Fig. S5 Distribution ratio of DMRs in promoters, introns, exons, transposons, and intergenic regions at each period of fiber development by using 0 DPA as control. Supplementary Fig. S6 The relative expression levels of the genes were verified by qRT-PCR.
Supplementary_Tables.xlsx: Table S1 Methylation levels of each sample. Table S2 Number of DMRs between consecutive periods of fiber development. Table S3 Differentially expressed genes at each period during fiber development. Table S4 DMGs at each period during fiber development. Table S5 DMPs at each period during fiber development. Table S6 HyperDMRs-DEG at 14 DPA. Table S7 DEGs associated with DMRs in the promoter and gene body regions. Table S8 Correlation analysis of genes related to the fatty acid elongation pathway and their associated DMRs. Table S9 Quantitative Real-Time PCR Primers
