Supplementary Figure 1
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Supplementary Figure 1
(A, B) Correlation analysis of transcriptome and DNA methylayion samples, respectively. (C, D)
The distance from transcription initiation site of hypo DMRs and hyper DMRs, respectively. (E, F)



Venn diagram showing the overlap of target genes of the differentially expressed miRNAs
and differentially expressed genes, respectively.



