SUPPLEMENTARY METHODS 

Phylogenetic reconstructions. Sequence analyses were performed using MEGA5. Alignments were performed with Clustal Omega. Phylogenetic analysis was performed on JGI filtered-protein sequences using the Phylogeny.fr platform [1] and comprised the following steps: a multiple sequence alignment was generated using MUSCLE v3.7 [2]. After alignment, ambiguous regions were removed with Gblocks v0.91b [3] using the default settings. Phylogenetic tree was reconstructed using the maximum likelihood method implemented in the PhyML program v3.0 aLRT [4, 5]. Graphical representation and edition of the phylogenetic tree were performed with TreeDyn v198.3 [6].
Whole genome alignment. A whole genome alignment between PC15 and PC9 genomes was performed using the Mercator and MAVID pipeline [7]. The adjacent regions of each PC15 helitron shown in Table 1 were analyzed (50 kb upstream and downstream). The locations of every gene placed in these 50kb windows were used to extract individual alignments between PC15 and PC9. The alignments were parsed using Python scripts, and a break of gene colinearity was considered when a gene was present in PC15 but absent in PC9. A gene was considered absent when the alignment length of PC9 was lower than 20% of the length in the PC15 locus, and the frequency of colinearity breaks per every 50kb window was calculated. The same procedure was applied to the full chromosome I, and results were used as a reference estimation of the whole genome. This chromosome was chosen because it is almost fully assembled into a single scaffold in both genomes. The PC15 loci absent in PC9 were used as BlastN query (cutoff E-value < 10-15 and 95% similarity) to check if they were present at a different location. In addition, the same loci were used in a BlastX search (cutoff E-value < 10-5) in the Repbase peptide database [8] to check if they matched to other transposable elements.
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