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Supplementary Text T7

Publicly available mapped positions of IMR90 [1] and K562 [2] were downloaded from the Gene Expression Omnibus
(GEO) [3] and used to build 1Mb contact maps. The contact maps were then corrected as described in the paper. We have
then generated 1D contact profiles, where a cis contact profile of chromosome a is the row sums of the contact map of
chromosome a with itself, after removing self-interactions (the diagonal), and a trans contact profile of chromosome a with
respect chromosome b, is the row sums of the contact map of chromosome a and chromosome b. Contact profiles were then

used for testing the performance of change point analysis for detecting chromosomal aberrations as described in the paper.
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