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Supplementary Figures

Figure S1. The location of DMRs on the genome.
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Figure S2. Methylation level and differentially methylated regions (DMRs) of vital genes in the me-
tabolism pathways related to the sink-source regulation.

The areas marked by the brown boxes are the DMRs, Higher brown bars represent
greater differences in DNA methylation levels between FNLs and NFNLs. Yellow repre-
sents FNL, blue represents NFNL, and higher yellow and blue bars represent higher levels
of DNA methylation at that location. Red arrows represent the direction of transcription.
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Heatmap represents the expression levels of differentially expressed genes (DEGs) in
NFNLs and FNLs in RNA-seq. Log: (FNLs/NFNLs) represents the gene fold-change,
where FNLs/NFNLs refers to the ratio of FPKM reads.
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Figure S3. DMR-DEGs in different gene elements.



