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Suppl. Fig 2. GO overrepresentation analysis of downregulated pathways. GO for biological
process was done on unregulated and down regulated DEGs separately. The most enriched terms from
the GO for biological process, on the vertical axis, were classified into broader classes, which are
plotted on the horizontal axis. The radius of the dot is proportional to the enrichment, and the colour
to the P value. Supplementary Table 3 for additional data.



