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FIGURE S3—Methylation of CCGG sites in the LTR. PCR analysis (using one primer from flanking sequences
and other from LTR, see Figure 3) in leaves using undigested genomic DNA (ND) or DNA digested with either
Hpall (H) or Mspl (M) as the template (from parental lines #edfirst 4 generations of the derived allohexaploid).
(a) A partially methylatedejunsertion in the parental line TTR19 was deleted in S2 generation. (b) A methylated
Vejunsertion in TQ27 was demethylated in S1 and subsequent generations. (cplypadthylated/eju
insertion in TTR19 was hypermethylated in S generations. (@jfelement underwent demthylation in S1
followed by hypermethylation in the subsequent generations. The bottom panels, where no methylation changes
were seen in the newlgrmed allohexaploid (as seen in TMD) were used as a control for tspeaiiic PCR
assay. As a negative control, water was used as template in the PCR reactichp/ONO® ladder (Fermentas)
was used.



