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Figure S1. DNA methylation level in relation with genomic features. The Pearson’s correlation between CpG methylation levels and features of pig chromosomes (n = 20). The CpG methylation level (%) was plotted against the length, GC content, CpG(o/e) ratio, repeat density, gene density, and CpG density of individual chromosome, in which means ± SD (n = 4) were presented. Line represents linear regression. 
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Figure S2 Scatter plots of methylation levels in shared CpG sites between PN- and NN-DMRs. The methylation level difference between 0d-preterm and 4d-preterm or between 0d-preterm and 0d-term was indicated in X axis or Y axis, respectively. The coefficients of Pearson correlation was marked.

