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Fig S5D
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Reactome pathways
# reference 

list
# detected # expected +/-

Fold 

Enrichment

raw P 

value
FDR

Selenocysteine synthesis (R-HSA-2408557) 93 51 1.48 + 34.47 1.48E-55 2.70E-53

Selenoamino acid metabolism (R-HSA-2408522) 116 51 1.85 + 27.64 1.01E-51 1.30E-49

eNOS activation (R-HSA-203615) 11 3 0.17 + 17.14 1.22E-03 2.47E-02

Metabolism of nitric oxide (R-HSA-202131) 15 3 0.24 + 12.57 2.61E-03 4.23E-02

eNOS activation and regulation (R-HSA-203765) 15 3 0.24 + 12.57 2.61E-03 4.17E-02

Cellular responses to stress (R-HSA-2262752) 393 19 6.25 + 3.04 3.01E-05 9.55E-04


