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Initiation (reversible)
STRESS RESPONSE

ANTIOXIDANT RESPONSE 213 151 4 9 12 95
DNA DAMAGE RESPONSE 128 59 3 3 5 80
ER STRESS 382 161 45 44 4 291
STARVATION-AUTOPHAGY 438 165 19 31 31 290

LIGAND RECEPTOR
DEATH RECEPTOR PATHWAYS 640 287 23 27 32 469

TRAIL RESPONSE 36 25 0 0 0 18
FAS RESPONSE 29 24 0 0 0 14
TNF RESPONSE 87 39 3 3 0 57

DEPENDENCE RECEPTORS 78 52 0 0 0 36
METABOLISM

CELL METABOLISM
FATTY ACID BIOSYNTHESIS 78 34 1 3 2 33
GLUCOSE METABOLISM 190 112 0 0 0 104
GLUTAMINE METABOLISM 42 20 0 0 0 20
PENTOSE PHOSPHATE PATHWAY 64 12 2 2 2 39
PORPHYRIN METABOLISM 51 17 0 0 0 26

MITOCHONDRIAL METABOLISM 608 349 1 35 0 360
OXIDATIVE PHOSPHORYLATION AND TCA CYCLE 232 179 0 0 0 109
MITOCHONDRIAL GENES 114 116 2 30 0 36

Signaling (rewirable)
APOPTOSIS 584 246 34 40 57 401
NECROPTOSIS 242 118 0 0 0 188
FERROPTOSIS 193 65 17 19 0 110
PARTHANATOS 80 17 1 0 0 64
PYROPTOSIS 112 36 1 0 0 79

Execution (irreversible)
MOMP REGULATION 630 319 19 48 17 396
MITOCHONDRIAL PERMEABILITY TRANSITION 57 36 0 0 0 33
CASPASES 318 158 5 5 12 221
RCD GENES 633 135 168 179 90 365

RCD GLOBAL MAP 2657 1008 215 260 93 2020



Table 2: Top contributing genes per module for Alzheimer and lung cancer datasets. Green: positively 
contributing genes, red: negatively contributing genes.
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