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Liposome Display
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Y « We can alter the concentration of *Proteins with various size could be
o DNA any of the components. synthesized at 4 mg/mL.
fﬁﬂ] ﬂﬂ"j"f A 0) l « We can remove or add any desired *30% of total protein was synthesized
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Large-scaleProtein synthesis simulator
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Simulation: MGG peptide synthesis

time course of MGG peptide time course of 241 components
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« Lag time of less than a minute was « Concentration changes of all components
observed. were visualized.
« Rate of peptide synthesis was similar to + Some components reached their final stead-
Pore forming protein from Multidrug transporter Protein translocase experimental value (0.15 vs 0.1 aa/sec). state through multiple quasi-steady-state.
Staphylococcus aureus from E. cofi from E. coli
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