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Sodium-glucose transporters, 194, 195f
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SREBP, 123–125
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Standard free-energy change, 14
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Stress signaling pathways, 218
Substrate-level phosphorylation, 26, 29
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in tumorigenesis, 203–204
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60f
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Thio-dependent redox signaling, 74–78, 75f
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Thiolate anion, 76
Thioredoxin (TRX), 65, 66, 76, 80, 81f
Threonine, 185, 193
Threonine dehydrogenase, 185
Thromboxanes, 120
Thymidylate synthase, 160, 161f
Thymine, 149f, 150. See also Pyrimidines
Toll-like receptor signaling, 61–62
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Transcriptional network regulation, 177–181,
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TRX (thioredoxin), 65, 66, 80, 81f
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Tryptophan

metabolism, 129
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140f
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Tumor-initiating cells, 206
Tumor suppressors, 197, 202–203, 219
Tyrosinase, 41
Tyrosine

maintenance of levels within cells,
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metabolism, 128, 139–142, 141f
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Tyrosine hydroxylase, 139–140, 141f
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Ubiquinol, 46
Ubiquinone (Q), 39, 46, 52
UDP-galactose 4-epimerase, 99
UDP-glucose, 95, 98f
UDP-glucose pyrophosphorylase, 95, 98f
UDP-N-acetylgalactosamine, 99, 99f
UDP-N-acetylglucosamine, 99, 99f, 187

UDP-N-acetylglucosamine pyrophosphatase, 99,
99f

ULK1, 177
Uncoupled respiration, 49–50, 50b
Unsaturated fatty acids, 105, 106f, 107
Uracil, 149f, 150. See also Pyrimidines
Urea cycle, 131–136, 133f, 135f, 136b, 137f
Uric acid, 152, 156f, 157b
Uridine nucleotides, generation of, 160, 161f

V

Viagra, 144
Vicine, 70b
Vitamin C, 82
Voltage-dependent anion channel (VDAC), 39, 53,

77
von Hippel-Lindau tumor suppressor (VHL), 177,
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Wang, Thomas, 225
Warburg, Otto, 34, 136b, 190, 220
Warburg effect, 34–35, 92b, 190, 231
Watson, James, 147
Wilkins, Maurice, 147
Williams, G.R., 55
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Yeast, fermentation in, 31, 31f
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