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Figure S1. (A) Schematic of the experimental design. Two oyster strains were cultivated, designated as family #8 and family #10. Genomic DNA was extracted from adductor muscles of both parents and F1 progenies in each family to conduct whole genome bisulfite sequencing. (B) The relationship between DNA methylation levels and sequencing depth. And the relationship between coverage of CpG sites and sequencing depth. (C) Pearson correlation analysis between our WGBS data and public WGBS data of C. gigas. (D) DNA methylation levels across genomic structures in C. gigas and two other marine bivalves. 
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Figure S2. (A) Heatmap of the Pearson correlation coefficient using pairwise common CpGs methylation levels across all samples. (B) Heatmap of the DNA methylation levels in regulatory elements across all samples. (C) Histogram showing the distribution of hypo-DMRs in chromosomes. (D) Histogram showing the distribution of hypo-DMRs in regulatory elements. (E) The University of California, Santa Cruz (UCSC) genome browser view of DNA methylation enrichment at the DGKD locus (NC_047562.1:45,716,336-45,757,148) in parents (upper) and offsprings (bottom). The highlighted region exhibits decreased DNA methylation in females. 
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Figure S3. (A-B) Gene ontology (GO) enrichment analysis for genes related to the hypo-DMRs in females. (C) UCSC genome browser view of DNA methylation enrichment at the FGD1 and FGD6 locus in all samples analyzed in this study. The highlighted region by dotted line exhibits regions with decreased DNA methylation in females. (D) The average DNA methylation levels of parent and offspring samples within consistently methylated regions between parents in family #8 (left) and family #10 (right).
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