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Human PK prediction
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PK Prediction Framework Results
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The absolute fold-error (FE) was calculated as the main metric for Profile
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Geometric mean fold error (GMFE) was used as metric to evaluate Bias of 1 signifies no systematic bias oredicted P

the agreement between predicted and fitted profile. Concentrations
from fitted and predicted profiles are compared over 24 h with an

interval of six minutes. . . .
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The use of mechanism-based compound-specific predictions enabled accurate prediction
of human PK, including the full plasma concentration—time profile, typically within a two-

Profie GMFE = 2.45 Example fold error margin.

131 calculation Prediction quality was competitive with published benchmarks and superior to published
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27304 T PK profile This approach underscores the importance of comprehensive evaluation beyond single PK

2.87-fold RELy - GMFE using parameters for the accurate prediction of human pharmacokinetics.
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