Alignment of parsimony informative sites showing the recombinant origin of the Tf families. The

arrow indicates the position of the recombination breakpoint.
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arrow indicates the position of the recombination breakpoint.
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Alignment of parsimony informative sites showing the recombinant origin of the Gf_II family. The
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arrow indicates the position of the recombination breakpoint.
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Alignment of parsimony informative sites showing recombination between recent L1 families at the
3’end of ORF2 and in the 3’'UTR. The arrows indicate the position of the recombination breakpoints.
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Alignment of parsimony informative sites showing the transfer of an ancestral coiled-coil domain
(framed in blue) to the LIMdA_VI, LIMdA_VII, LIMdGf_II and L1MdF_III families. The arrows
indicate the position of the recombination breakpoints.
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