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Figure S6. Summary of vertebrate EVE coding potential.
Histograms showing the distribution of lengths, binned in increments of 100 amino acid (aa) residues, of uninterrupted coding regions (lighter
bars) and open reading frames (darker bars) longer than 300aa, contained within vertebrate endogenous viral elements (EVEs). was plotted in

R using ggplot with ‘geom hist’ function.



