
Table S3: Neighbor coordinates for exemplar genes. The second column lists the node identifiers
for all neighboring nodes of the relevant gene, including neighboring nodes that contain interacting
fragments as well as those that do not. The third column third lists the corresponding chromosome
coordinates for the node identifier. The fourth column lists the regulatory fragments that interact
with each gene as described in Jung et al. (2019) and Fulco et al. (2019)

Figure S3: Comparison of AUPR scores for all models. GC-MERGE gives state-of-the-art per-
formance for classifying genes as either having high expression or low expression. Using the
AUPR metric, GC-MERGE obtains scores of 0.88, 0.89, and 0.88 for GM12878, K562, and HU-
VEC, respectively.
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