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c Pathway
superpathway of aromatic amino acid biosynthesis
of

L-glutamate and L-glutamine biosynthesis
adenine and adenosine salvage Iil

UMP biosynthesis
uD| 1

UDP-N-acetyl-D-glucosamine biosynthesis |
superpathway of pyrimidine nucleobases salvage
superpathway of branched amino acid biosynthesis

of adenosine de novo I

sucrose degradation Ill (sucrose invertase)
starch degradation V
pyruvate fermentation to isobutanol (engineered)
pyruvate fermentation to acetate and lactate I

1

pentose phosphate pathway (non-oxidative branch)
©O-antigen building blocks biosynthesis (E. coli)
L-valine biosynthesis

L-isoleucine biosynthesis IV

L-isoleucine biosynthesis Il

L-isoleucine biosynthesis Il

L-isoleucine biosynthesis I (from threonine)
guanosine ribonucleotides de novo biosynthesis
glycolysis Ill (from glucose)

glycogen degradation I (bacterial)

glycogen biosynthesis I (from ADP-D-Glucose)
galactose degradation | (Leloir pathway)
dTDP-L-rhamnose biosynthesis |
CDP-diacylglycerol biosynthesis Il
CDP-diacylglycerol biosynthesis |
Calvin-Benson-Bassham cycle

adenosine ribonucleotides de novo biosynthesis
tRNA charging

of id bi is | (bacteria)

of L-isoleuci is |

of adenosine de novo n

S-adenosyl-L-methionine cycle |

L-lysine biosynthesis VI

relative abundance (%)
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