Supplemental_Figure_S5. Zoom-in of Figure 2 showing the structure and 4C-seq intra-

chromosomal contact profiles of the BCARS viewpoints.

Tracks ordered from top to bottom are: genes, C- and L-HAC sequence blocks, 4C-seq
contact profiles of the viewpoint within BCAR3 gene. The gene-rich segments are highlighted
in green; gene desert and gene-poor segments in red and yellow, respectively. Y-axis value
is set to maximum of hundred. Note that BCAR3 viewpoint has contacts preferably within

gene-rich segment and very little contacts with gene desert and gene-poor segments.
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