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C R: concentrations of the free (unbound) drug and the target in the centralC, R: concentrations of the free (unbound) drug and the target in the central 
compartment; k l: elimination rate k kd ki t k : binding degradationcompartment; kel: elimination rate, kon, kdeg, kint, ksyn: binding, degradation, 
i t li ti d th t t d ti t V t l t t linternalization, and the target production rate; V: central compartment volume; 
R =k /kd is the baseline target concentrationR0 ksyn/kdeg is the baseline target concentration. 
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These coincide with the Michaelis-Menten equations where pharmacokinetics of therapeutic monoclonal antibodiesq
V = k K = K

pharmacokinetics of therapeutic monoclonal antibodies.
Vmax= ksyn,        KM = KIB.
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