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Extracellular space
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Inner membrane
Peptidoglycan

UDP-glucose =+ UDP + cellulose (+1)
Outer membrane

cdi-GMP Cytoplasm
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a b Terminator
E—

N-Acetylglucosamine

ATP —— 123101/ RBSL  AGM1  RBS2  NAG5  RBS3  UAP1 BBa BOO1S
123104
ADP
) C 2% Glu 1% Glu + 2% GlcNAc
N-Acetylglucosamine-6-phosphate 1% GIcNAc
S
AGM1 b
Q.
Q
)
N-Acetylglucosamine-1-phosphate b
S
uTP )
UAP1 Dry weight 1.31 0.76 0.05
PP, (mg/ml)
UDP-N-Acetylglucosamine 5
2
<
Cellulose synthase =)
Chitin Dry weight ~ 1.79 1.47 007
(mg/ml)
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