Cluster 0: GSEA GO-BP (Disease vs Control)
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Cluster 1: GSEA GO-BP (Disease vs Control)
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Cluster 2: GSEA GO-BP (Disease vs Control)
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Cluster 3: GSEA GO-BP (Disease vs Control)
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Cluster 4. GSEA GO-BP (Disease vs Control)
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Cluster 5: GSEA GO-BP (Disease vs Control)
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Cluster 6: GSEA GO-BP (Disease vs Control)
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Cluster 7: GSEA GO-BP (Disease vs Control)
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Cluster 8: GSEA GO-BP (Disease vs Control)
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Cluster 10: GSEA GO-BP (Disease vs Control)

suppressed
embryonic morphogenesis @)
p.adjust
0.03
cellular response to hormone | . 0.04
stimulus
0.05
0.06
0.07
Count
positive regulation of cell | ° O s
development (O 10
O 120
cellular response to | .
endogenous stimulus
0.30 0.35 0.40 0.45

GeneRatio



Cluster 11: GSEA GO-BP (Disease vs Control)
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