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Supplementary Material 1.1 - Pipeline built for this work. A - Different strategies for TEs identi-
fication. B - Evolutionary history reconstruction of different families. Web platforms was next:
RepeatExplorer: http://www.repeatexplorer;org/ - CDDSearch: https://www.ncbi.nim.nih.gob/Struc-
ture/cdd/wrpsb.cgi - getORF: http://emboss.bioinformatics.nl/cgi-bin/femboss/ - BLASTp: https://bl-
ast.ncbi.nlm.nih.gov/Blast;cgi?PAGE=Proteins - Censor, Repbase: http://www.girinst.org/censor/ -
MAFFT:https://mafft.cbrc.jp/alignment/server/ - PhyML 3.0: http://www.atgc-montpellie.fr/phyml/



