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Figure S1. Distribution of valid interaction read pairs within digests. This screenshot was
taken from the Integrative Genomic Viewer (IGV) [1]. It shows Capture-C reads (SRR3950556) mapped

to a viewpoint at the promoter of the Runx2 gene in the mouse mm9 genome [2]. The reads were

mapped and filtered for artifacts using the HiCUP pipeline [3]. HiICUP’s unique valid interaction read

pairs map only to the margins of digests (light blue bars, 250 bp), even though for this experiment the

entire viewpoint was tiled with probes without taking into account cutting sites of the restriction

enzyme Dpnll.




Exploration of alignability thresholds
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Figure S2. Exploration of different alignability thresholds. The GOPHER software was used
to create extended viewpoints for 731 genes using b,,;, = 3 and Unbalanced margins? set to True.
The creation of viewpoints was repeated using different settings of Max kmer alignability ranging
from 1 to 10. The plot shows the number of selected digests for different alignability thresholds. The
total number of selected digests (black) is the number of balanced (blue) plus the number of

unbalanced selected digests.
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Figure S3. GOPHER’s AllTracks BED file loaded as custom track in UCSC’s genome
browser. The BED file <PREFIX>_allTracks.bed can be exported via the export menu and loaded as
a custom track into UCSC’s genome browser [4]. This file contains five tracks: Genomic positions (in
this case the TSS), Viewpoints, Restriction fragments, Target regions and Probes. The
viewpoints are displayed in different grayscales that reflect the scores of viewpoints (black for
viewpoints with scores of 100%). Restriction fragments and target regions (margins of restriction
fragments) are depicted in blue. Probes are displayed in different grayscales that reflect the mean
kmer-alignabilities (MKA) of probes (black for a MKA of 1 and gray for higher values). Next to each
probe the corresponding GC content, MKA and repeat content are shown. In this case there is only
probe has a MKA greater than 1 (upstream margin of the second digest). This can be retraced using
the alignability map shown below (green). Note that for 50mers and probes with 120 bp only the
alignability scores of the first 70 bp have to be taken into account for calculation of the MKA.
Therefore, the last 50 bp of probes with MKA= 1 may overlap regions with regions that have scores less
than 1. Alignability maps for mm9 and hgl9 are available within UCSC but not for mm10 and hg38.
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Figure S4. Heterogeneous definitions of viewpoints. In two studies [2,5] different viewpoints

were defined for the same promoter region of the Prrzi1 gene.
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