Figure S1. Number of aberrations for breast, central nervous system, hematopoietic and lymphoid tissue,
liver, lung, ovary, pancreas, prostate, and skin reported on COSMIC
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Figure S2. Size of the training data for inter, intra, and integrated chromosomal aberrations for breast,
prostate, and pancreas cancers (number of graphs generated by GraphChrom)

Integrated CA Inter CA Intra CA

700

600

wu
o
o

Number of graphs

W Breast M Pancreas M Prostate



Figure S3. Frequency of chromosomal rearrangement per cancer type
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Figure S4. GAT architecture based on attention mechanism that indicates the importance of node j’s feature
tonodei, e; = a(WE, Wm where e;; is the attention coefficients, W is a weight matrix, and h; , h;
are node features. The attention mechanism a is a single-layer feedforward neural network parameterized
by a weight vector and applying the RELU nonlinearity.
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Table S1. Confusion matrix with actual values

Prostate

Breast Pancreas Prostate
Breast 29579 1044 17
Pancreas 2377 21120 2962

1350 2388 29111




