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Supplemental Figure S1. Scatter plot of cytosine methylation between biological replicates. A total
of 100,000 cytosine sites with more than 20 sequence reads were randomly selected. SR =
stripped root, RH = root hair, R = Pearson correlation coefficient.
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Supplemental Figure S4. Chromosome-wide distribution of methylation in Glycine max and
correlation with annotated repeats in sliding 500kb windows.
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correlation with annotated repeats in sliding 500kb windows.



DNA Methylation

Supplemental Figure S6. Immunodetection of 5-methylcytosine on meiotic pachytene
chromosomes of (A) soybean and (B) common bean. Arrows represent distinct heterochromatic
knobs at chromosomal termini with strong 5-methylcytosine signals in common bean. Bars = 10
Mm.
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Supplemental Figure S7. Average distribution of DNA methylation over genes and TE categories

in soybean and common bean. Flanking regions are 1kb. TSS = transcription start site. TTS

transcription termination site.
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Supplemental Figure S8. Relationship between DNA methylation and gene expression in (A)
soybean and (B) common bean. Within gene bodies, the expression levels are positively
associated with CG methylation levels and negatively associated with CHG and CHH methylation
levels. C methylated genes (P < 0.05 or P, < 0.05) were removed for calculating CG
methylation levels.
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