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Details of Supplementary Data files

Supplementary Data 1. Details of the ChIP-seq, RNA-seq and ATAC-seq experiments used
in this study, including mapping statistics for all libraries generated

Supplementary Data 2. Log2 fold enrichment of chromatin modifications for selected and all
TE types

Supplementary Data 3. Table containing all and a selected list of TE types and their log2
fold-enrichment of bound CMs

Supplementary Data 4. Table containing all expressed TE types, and their expression level
(normalized tag count) in response shRNA knockdown (RNA-seq)

Supplementary Data 5. Table containing all types of TE, and their normalized chromatin
expression level (in RPKM), and fold-change in response to shRNA knockdown (ATAC-seq)
Supplementary Data 6. ShRNA sequences used for the knockdown experiments
Supplementary Data 7. Primer sequences for TE RT-gPCR and ChIP-gPCR
Supplementary Data 8. Source Data File. File containing the raw numerical data from Figure

1d, 3h and Supplementary Figures 2h and 5b.



