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Figure S1 - Overview of the number of reads per locus pair at a given
distance.

Figure S1: Overview of the number of reads per locus pair at a given distance. The median,
25th and 75th percentile are shown for all loci. For the breakpoint loci, only the me dian
is shown (there is often only one data point per distance). Horizontal lines display the
values for inter-chromosomal data. From this figure, it is clear that the inter- chromosomal
contacts are much less frequent than even long-range intra-chromosomal contacts.
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Figure S2 - Read count for locus pairs less than 1 Mb apart

Figure S2: Read count for locus pairs less than 1 Mb apart (loci bins of 100kb).
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Figure S3 - Read count for locus pairs containing a breakpoint pair or not
in several classes of gene density

Figure S3: Each figure represents the frequency of interaction (read counts) of locus pairs
containing or not breakpoint pairs in several classes of genomic distances, in a given class
of gene density. Loci were classified in two classes of equal size depending on their genic
coverage : “poor” if their genic coverage is less than 45 %, “rich” otherwise. Locus pairs
were then classified in three classes as follows : “poor-poor” (resp. “rich-rich”) if both loci
belongs to the “poor” (resp. “rich”) class, “poor-rich” if the two loci belongs to different
gene density classes. The read count is corrected for the presence of segmental duplications.
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Figure S4 - Read count for locus pairs containing a breakpoint pair or not
in several classes of DNaseI sensitivity

Figure S4: Each figure represents the frequency of interaction (read counts) of locus pairs
containing or not breakpoint pairs in several classes of genomic distances, in a given class
of DNase sensitivity. Loci were classified in two classes of equal size depending on their
DNase sensitivity : “poor” for the less sensitive (sum of intensities below 48000), “rich”
otherwise. Locus pairs were then classified in three classes as follows : “poor-poor” (resp.
“rich-rich”) if both loci belongs to the “poor” (resp. “rich”) class, “poor-rich” if the two loci
belongs to different DNase sensitivity classes. The read count is corrected for the presence
of segmental duplications.
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