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Supplementary Fig.S2
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DMRs overlap ENCODE open chromatin features
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Supplementary Fig.S3
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Supplementary Fig.S4
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Supplementary Fig.S5
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Supplementary Fig.S7

Global DNA methylation change
(normalized, log2)

MeDIP and MRE RPKM fold change on chromosome 10 at 500kb resolution
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Supplementary Fig.S9
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Supplementary Fig.S10
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Supplementary Fig.S11

DNA methylation change of transposable element families
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