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Supplemental File 2. Sequence logos for the GT1, SUPor-P, EPgy2 and XP P-element families. Numbers reported are for the
nonredundant set of insertion sites on the positive and negative strand used to construct the sequence logo. Note numbers of
nonredundant insertion sites for each family do not sum to the total number of nonredundant insertion sites for the pooled

dataset of all four families reported in the main text.



