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Reactome regulation of hsf1 mediated heat shock response (M27250)
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Go cellular response to toxic substance (M12658)
Go detoxif cation (M13476)
Nojima sfrp2 targets up (M14772)
Go antioxidant activity (M15021)

Go de novo protein folding (M15208) &
Go protein refolding (M15562)
Kegg antigen processing and presentation (M16004)
Response to chemical stimulus (M1649)

Go chaperone mediated protein folding (M16577) )
Go glycoprotein complex (M17092)

Go misfolded protein binding (M19033)

Go chaperone cofactor dependent protein refolding (M23942) ‘

Go protein folding chaperone (M26670)

Reactome detoxif cation of reactive oxygen species (M27244)

Reactome cellular response to heat stress (M27253)
Go cellular oxidant detoxif cation (M34271)

Wp nrf2 pathway (M39454)

Concannon apoptosis by epoxomicin up (M4716)

Hallmark reactive oxygen species pathway (M5938)
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