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Figure S1: The overlap between experimental data (first circle) and the parameter values
(second circle) are parameter values that are experimentally measured directly. By that
way, we have three separate categories: (A) System-level experimental data experiments
that are not designed to measure any parameter directly , (B) Experimentally measured
parameter values, and (C) Inferred parameter values that are estimated from the system-
level experimental data
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{
    publication_ref
    [{
          experiment_ref
          genotype: {
               strain
               [plasmid: {
                   [part]
               }] 
          }
          environment
          phenotype
          experimental_data
    }]
}

curated data document

{
    publication_ref
    [{
         experiment_ref    
         model: {
             [parameter: {
                  related_part
                  value_ensemble
                  best_fitted_value
                  confidence_interval
             }]
             equation
         }
         simulation_data 
     }]
}

inferred data document

Figure S2: A physical design of PAMDB (document-oriented database).
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Figure S3: A comparison on the confidence interval length of parameter values between the
independent fitting and the simultaneous fitting.
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Figure S4: A comparison on the leave-one-circuit-out cross-validation (LOCO CV) nor-
malized root-mean-square-deviation (Normalized RMSD) between the sequential fitting ap-
proach and the simultaneous fitting approach.
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Figure S5: A comparison on the leave-one-circuit-out cross-validation (LOCO CV) root
mean square percentage error (RMSPE) between the sequential fitting approach and the
simultaneous fitting approach.
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Figure S6: A comparison on the LOCO-CV MAPE of our model, Ellis et al. model (1 ) and
Moon et al. model (2 )
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Figure S7: A comparison on the LOCO-CV Normalized RMSD of our model, Ellis et al.
model (1 ) and Moon et al. model (2 )
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