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Supplementary Figure 1. Heatmaps that show the expression patterns of CNAexp
subgroups (mid) and METexp subgroups (bottom) from integrated analysis by
PINSPIus.



Supplementary Figure 2. Association between IntSubl and IntSub2 subgroups (left)
versus TCGA UVM classification [1] (right) using mRNA.
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Supplementary Figure 3. Enrichment analysis with subtype-specific genes from CNAexp in IntSubl.
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Supplementary Figure 4. Enrichment analysis with subtype-specific genes from METexp in IntSub1.
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Supplementary Figure 5. Enrichment analysis with subtype-specific genes from CNAexp in IntSub2.
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Supplementary Figure 6. Enrichment analysis with subtype-specific genes from METexp in IntSub2.
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