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Color Key
cellular response to DNA damage stimulus
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Color Key
cellular response to starvation
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Color Key
stress—activated protein kinase signaling cascade
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Color Key
cellular response to oxidative stress
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Color Key
cellular response to heat
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Color Key
response to endoplasmic reticulum stress
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cellular response to topologically incorrect protein
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Color Key
regulation of translation in response to stress
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regulation of DNA-templated transcription in response to stress
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Color Key
cellular response to cold
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Color Key

cellular response to anoxia
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Color Key

cellular response to nitrosative stress

-10

Value

MSN4

=il

auao

MSN2

=il

=il

o
[as)
I
>

Mo Twrz

KO T YIS Z

wes T Wiz

we9 T HIUS Z

Mo Wz

KOO HIUS Z

wao My Wl z

we9 M YuUS Z



Color Key

DNA damage checkpoint
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DNA repair
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Color Key
cellular response to nitrogen starvation
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cellular response to phosphate starvation
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Color Key
cellular response to amino acid starvation
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cellular response to zinc ion starvation
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stress—activated MAPK cascade
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ige—dependent response to oxidative stress involved in chronological cell aging
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cellular response to reactive oxygen species
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MRNA export from nucleus in response to heat stress
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egulation of transcription from RNA polymerase Il promoter in response to heat stress
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endoplasmic reticulum unfolded protein response
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ERAD pathway
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cellular response to unfolded protein
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cellular response to misfolded protein
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cellular response to desiccation
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positive regulation of translation in response to stress
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gulation of transcription from RNA polymerase Il promoter in response to stress
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cellular response to freezing
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osmosensory signaling pathway
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tion of transcription from RNA polymerase Il promoter in response to osmotic stress
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cellular hypotonic response
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G2 DNA damage checkpoint
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recombinational repair
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nucleotide—excision repair
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double-strand break repair
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interstrand cross-link repair
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cellular response to hydrogen peroxide
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cellular response to oxygen radical
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cellular age—dependent response to reactive oxygen species
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Color Key
IRE1-mediated unfolded protein response
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ER-associated ubiquitin—dependent protein catabolic process
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