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Figure 1-figure supplement 1. DNA methylation around nucleosome cores. 
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Figure 1-figure supplement 2. Linker-biased CG methylation in h1ddm1 plants.  
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Figure 1-figure supplement 3. Well-positioned nucleosomes shared across genotypes exhibit nucleosome core depletion and linker enrichment. 
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Figure 2-figure supplement 1. Zoomed-in view of DNA methylation around nucleosomes at DRM- or CMT2-dependent loci. 
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Figure 3-figure supplement 1. DNA methylation is enriched in genic nucleosomes.
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Figure 4-figure supplement 1. DDM1 is required for 10 bp methylation periodicity at heterochromatic nucleosomes.
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Figure 4-figure supplement 2. WT and Lsh-/- average CG methylation at WT 147 bp MNase-seq fragments overlapping CTCF sites. 
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Figure 5-figure supplement 1. h1ddm1 and WT non-CG methylation at well-positioned arrays of nucleosomes in h1ddm1 plants.  
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Figure 5-figure supplement 2. Linker-specific DNA methylation has evolved multiple times.
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Figure 5-figure supplement 3. Eukaryotic histone H1 protein sequence alignment in species with and without nucleosomal core DNA methylation.
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Extended Data Figure 1. Linker-biased CG methylation in h17ddm1 plants.

Genome browser view of CG methylation (mCG) in the indicated genotypes, with smoothed
h1ddm1 MNase-seq shown in red (biological replicates shown as r.1-3). Vertical grey windows
highlight well-positioned nucleosomes with core nucleosome depletion in ddm1 and h1ddm1.
Methylation scale is 0 to 1, MNase-seq scale is 0 to 0.25 reads per million (RPM).
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tended Data Figure 1 Linerbiased   methylation in h1ddm1 plants.  

Genome browser view of    et atin (mCG) in the indicated genotypes with smoothed 

h1ddm1 MNase-seq shown in red (biological replicates shown as r.1-3). ertical grey windows 

highlight well-positioned ncleosomes with core ncleosome depletion in ddm1 and h1ddm1. 

Methylation scale is 0 to 1 MNase-seq scale is 0 to 0.25 reads per million (RPM).
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Extended Data Figure 3. DNA methylation is enriched in genic nucleosomes.

Average CG methylation is plotted around genic nucleosomes grouped by positioning reliability,
with better-positioned nucleosomes on top.
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Extended Data Figure 4. DDM1 is required for 10 bp methylation periodicity at
heterochromatic nucleosomes.

a-d, Average DNA methylation in the indicated contexts across 147 bp MNase-seq fragments in
heterochromatic TEs (a-c) and genes (d) for WT (green), h1 (blue), ddm1 (orange), and
h1ddm1 (red). Yellow line indicates the position of the presumptive dyad, where the DNA major
groove faces nucleosomal histones.
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Extended Data Figure 4. DDM1 is required for 10 bp methylation periodicity at 

heterochromatic nucleosomes.

a-d Average  NA methylation in the indicated contexts across 147 bp MNase-seq fragments in

heterochromatic TEs (a-c) and genes (d) for WT (green) h1 (ble) ddm1 (orange) and

h1ddm1 (red). ellow line indicates the position of the presmptive dyad where the  NA maor

groove faces ncleosomal histones.
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Extended Data Figure 5. Linker-specific DNA methylation has evolved multiple times.

Phylogenetic tree?? illustrating the evolutionary distribution of species that exhibit linker-specific
DNA methylation. 'Core' refers to nucleosome core. mCG, CG methylation.
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