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Top five C5 GO BP (UP & DN) and C2 Reactome (UP) gene sets enriched in WFA RNA-seq data

c5.go.bp.v7.4.symbols_DN NES FDR q

1 GOBP_RIBOSOME_BIOGENESIS -3.37 0

2 GOBP_RRNA METABOLIC PROCESS -3.3 0

3 GOBP_NCRNA PROCESSING -3.13 0

4 GOBP_NCRNA METABOLIC_PROCESS -3.13 0

5 GOBP_RIBOSOMAL_LARGE_SUBUNIT_BIOGENESIS -3.07 0
c5.go.bp.v7.4.symbols_UP NES FDR q

1 GOBP_RESPONSE_TO_TOPOLOGICALLY_INCORRECT_PROTEIN 2.39 0

2 GOBP_CHAPERONE_MEDIATED_PROTEIN_FOLDING 2.38 0

3 GOBP_DE_NOVO_PROTEIN_FOLDING 2.22 0

4 GOBP_CHAPERONE_COFACTOR_DEPENDENT_PROTEIN_REFOLDING 2.2 0

5 GOBP_PROTEIN_REFOLDING 2.2 0
c2.cp.reactome.v7.4.symbols_UP NES FDR q

1 REACTOME_ATTENUATION_PHASE 2.46 0

2 REACTOME_HSF1_ACTIVATION 2.45 0

3 REACTOME_HSF1_DEPENDENT_TRANSACTIVATION 24 0

4 REACTOME_HSP90 CHAPERONE_CYCLE _FOR _STEROID _HORMONE...| 2.38 0

5 REACTOME_CELLULAR_RESPONSE_TO_HEAT_STRESS 21 0.001
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Normalised colony number
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