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Figure S2. Details on the generation of sub-SCR deleted cell lines targeting highly transcription factor-bound regions.
Schematic representation of SCR region along with deletion boundaries displayed on the University of California Santa Cruz
(UCSC) Genome Browser (mm10). Schematics explained from top to bottom: Genome coordinates, positions of Mus castaneus
SNPs, positions of the SCR and SRR sub regions and the sequenced clones harboring the specified deletion, ChIP-seq of H3K27ac
and CTCF in wild-type mouse ESCs. For compound deletions ASRR107+111/+ clones were created in the background of ASRR107/+
C2. SCR deletion is shown as a comparison to the listed clones.



