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Heat shock protein 70 family Endoplasmic reticulum chaperone complex, and unfolded protein response half-life (days)
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enriched terms (p2)
AAA+ ATPase domain

Mcm3
Mcm7
Rfc3
Afg3I12
Abce1
Abcf2
Srp54
Rfc2
Psmc4
Nsf
Atad1
Ruvbl2
Psmc6
Ruvbl1
Abcd3
Lonp1
Atad3
Spatab
Tor1b
Abca1
Rfcs
Abcb1b
Srpra
Atp5f1b
Abcab
Vep
Dync1h1

Clpx -
Ascc3
Yme1li
Psmc1 ]
Afg3I1
Psmc5

Chaperone DnaJ, and HSPH1, nucleotide—binding domain

Dnaja2

Canonical glycolysis

Hk1
Pfkl
Eno1
Pfkm
Pfkp
Gpi

N
S E o
¥ O PP
7 P ® 0
¢ & o©
@ [

Hdac1-Ino80-Kdm1a-Phb2-Rbp1-Taf5 complex

Rbp1
Phb2
Hdac1
P OO OO D PR PP &S
SRS NI SRS 2P A N e .
L ITF O O DA & Rl
Oeﬁ@‘\@@(@“'\,@e“é Sy
FFN T S NS e
ST E P S X
& SN AN N
& °F F @ ©
& &

Proteasome regulatory particle, base subcomplex
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Eukaryotic Translation Elongation
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Cytosolic ribosome
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Respiratory chain complex
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Epigenetic regulators
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Chaperones Abcet half-life (days)
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