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country of origin and phenotype i.e. TGW (thousand grain weight), HD (heading date), GW (grain 

width) or Height with maximum values in green and minimum values in red. 

 

Figure 4. Analyzing transposable element methylation profiles across the Watkins collection. (a) 

Base-space per Watkins accession aligned to DNA-transposons and retrotransposons in comparison to 

Chinese Spring (Methods) (b) Base-space per Watkins accession aligned to DNA-transposons in 

comparison to Chinese Spring. (c) Base-space per Watkins accession aligned to retrotransposons in 

comparison to Chinese Spring. (d) Base-space per Watkins accession aligned to retrotransposon-SINE 

in comparison to Chinese Spring plotted versus the total cumulative percentages of enriched cytosine 

residues (gene-associated) that were methylated for CpG, CHG and CHH methylation. (e) as per (d) 

but for retrotransposon-LTR, Gypsy (f) as per (d) but for DNA-transposon-TIR, CACTA (g) Base-

space per Watkins accession aligned to retrotransposon-SINE in comparison to Chinese Spring plotted 

versus the total cumulative percentages of TE-associated cytosine residues that were methylated for 

CpG, CHG and CHH methylation. (h) as per (g) but for retrotransposon-LTR, Gypsy (i) as per (g) but 

for DNA-transposon-TIR, CACTA. 
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