Glycolysis and Fermentation
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Glucose Phosphorylation
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Glycolysis
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T state
Bacillus stearothermophilus
phosphofructokinase pdb ID 6PFK

R state
Bacillus stearothermophilus
phosphofructokinase pdb ID 4PFK




Aldolase
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Triose Phosphate Isomerase
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Mid-point of Glycolysis
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Phosphoglycerate kinase
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Phosphoglycerate mutase
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Enolase
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Pyruvate kinase
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Hexokinase -16.7 -33.9
Phosphoglucoisomerase +1.67 -2.92
Phosphofructokinase -14.2 -18.8
Aldolase +23.9 -0.23
Triose phosphate isomerase +7.56 +2.41
GAP dehydrogenase +6.30 -1.29
Phosphoglycerate kinase -18.9 +0.1
Phosphoglycerate mutase +4.4 +0.83
Enolase +1.8 +1.1
Pyruvate kinase -31.7 -23.0
Lactate dehydrogenase -25.2 -14.8




Pyruvate Reduction
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