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Supplemental Figure S7 Distribution of young TSSs along L1 subfamilies. The
top 10 L1 subfamilies, which harbor most young TSSs, show considerable
heterogeneity regarding the positions of young TSSs within the consensus sequences.
The gray barplots are background positional distributions of sequences from the
corresponding subfamilies in the human genome. Number of young TSSs for each
subfamily is given in the bracket.



