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Supporting information
[bookmark: _Hlk147472537]Additional File 1 Gene ontology classification of DNA methyltransferases and demethylases in holm oak.
Additional File 2 Percent identity in DNA methyltransferase and demethylase protein sequences between Q. ilex and Q. lobata, Q. robur, Q. suber and Q. variabilis.
Additional File 3 Global DNA patterns and levels for holm oak adults, embryos and seedlings.
Additional File 4 List of genomic sequences identified in holm oak adults, embryos and seedlings including methylation type (I, II, III and IV denote non-methylated, hemimethylated, hypermethylated and fully methylated genes, respectively). A GO analysis (biological process, molecular function, and cellular component) was done with the nuclear genes. 
Additional File 5 MSAP band patterns established by using HpaII/EcoRI and MspI/EcoRI and the correspondence methylation status of CCGG sites. Black squares denote methylated cytosines and +/− whether a sequence was cut/not cut, or a band was/was not present. 
Additional File 6 List of primers used. ECO denotes digestion with EcoRI and HM digestion with HpaII or MspI. 
Additional File 7 List of primers used for analysis of relative expression of DNA methyltransferases and demethylases.

