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Supplemental Figure 2: Bubble plot representing the most significant and representative GSEA
pathways upregulated and downregulated in FL-PDLS compared to FL biopsies.
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Bubble plot of significantly enriched pathways, grouped by biological process as in Table 1 and supp.
Table 3. Different categories were ranked as enrichment score max or min of each gene sets (x-axis).
Colors represent FDR. The size of the dots represents the number of Gene Sets related to each

category.
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