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Supp. Fig. 6
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Mitochondrial translational elongation

P1 and termination (2.05E-09)

Mitochondrial respiratory chain

P2 (111E-11)

P3

P4 NF-kappaB signalling (2.82E-11)

P5  Mitotic nuclear division (1.79E-05)

Z-score

Mitochondrial translational elongation and termination (1.59E—-11)

P1
NF-kappaB signaling (7.32E-06)

Translation (2.46E-19)
Heme biosynthesis 3.44E-08)
Erythrocyte biosynthesis (6.08E-06)

P2

P3

P4 cell proliferation (9.11E-0.6)

Ubiquitin ligase involved in mitotic cell cycle (2.45E-09)

Ubiquitin ligase involved in mitotic cell cycle (1.64E-11)

P5
Anaphase dependent catabolic process (5.27E-11)

Wht signaling pathway planar cell polarity (3.79E-11)
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Without modeling cell states
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