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Figure S1: Attention map statistics of benign-2 vs. intermediate-A classification. (a,b) Attention map statistics
to evaluate the relative proportion of high and low attention values inside (a) and outside (b) the tumor areas,
highlighted by a neuropathologist. The color grades were grouped into 5 discrete classes. Only attention maps

at 20_ were considered for this evaluation, and proportion was computed per attention map and averaged
overall. Methylation classes are benign-2 (n = 18) and intermediate-A (n =17).
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Figure S2: Attention map statistics of all three classification tasks to evaluate the relative proportion of high
and low attention values inside the tumor areas. (a,b) Attention map statistics of benign-1 vs. benign-2, with (a)
considering only incorrectly classified samples and (b) considering only correctly classified. (c,d) Attention
map statistics of benign-1 vs. intermediate-A, with (c) considering only incorrectly classified samples and (d)
considering only correctly classified. (e,f) Attention map statistics of benign-2 vs. intermediate-A, with (e)
considering only incorrectly classified samples and (f) considering only correctly classified. The color grades
were grouped into five discrete classes. Only attention maps at 20_ were considered for this evaluation, and
proportion was computed per attention map of incorrectly classified samples (a,c,e), respectively of correctly
classified samples (b,d,f), and averaged over all samples. Methylation classes are benign-1 (n = 13), benign-2 (n
=18), and intermediate-A (n =17).



