Gene Set Enrichment Analysis

RaNA-seq

2026-10-08 02:54:14.053478717804

Gene set enrichment analysis was performed with the fgsea R package (Sergushichev 2016).



Pathway RUG plots
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Platelet degranulation
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Figure 1 RUG plots of significant functional categories of GSEA analysis (Pathways).
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GO RUG plots
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Figure 2 RUG plots of significant functional categories of GSEA analysis (GO).
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