Tf2s and Tf-LTRs in reference genome
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Supplementary Figure S2: Pre-existing Tf-type elements preferentially accumulate upstream of ORFs.
Full length Tf2 and LTRs from Tf-type elements characterized in the reference genome (upper panel)
and in 57 wild strains (lower panel) preferentially cluster upstream of ORFs, with little to no
integration within ORFs.



