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Supplemental Figure S3: Sequence identity of the genes flanking interstitial TERRA promoters.
Heatmap representing the percentage of identity among the genes flanking interstitial promoters. The
percentage of identity was obtained through sequence alignment using the Kalign software. Percentage of
identity is represented through the color code shown on the top right. The name of each gene, as in
Supplemental Table S4, is followed by the name of the interstitial promoter locus identification number, as

in Supplemental Table S3, and by its orientation relative to the promoter (F: forward, R: reverse).



