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Figure 6. Heatmap of sulcal spe-
cific GSEA biological processes
that change in RHI and CTE com-
pared to control

The RHI and CTE GSEA processes
that were found to be specifi-
cally altered in the sulcus were
compared to the control. Each
process was again assigned to a
greater overall biological cate-
gory: A) Immune, B) Transcripti-
onal/translational, C) Neuronal,
D) Cytoskeletal, E) Extracellular
matrix, F) Mitochondria/meta-
bolism, G) Signaling, H) Vascular,
1) Endocytosis/exocytosis, J) Pro-
tein processing, K) Other.
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