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Known issues
■

 

Csymbol time at export
■

 

Csymbol delay at import and export

■

 

Fixed as soon as new SBML Toolbox available
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Import and export of SED-ML descriptions
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SBPDproject => Sed-ML
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Sed-ML => SBPDproject

■

 

Parameter and initial condition changes only at the moment
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An SBPDproject is a container for 
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Models
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Experiment descriptions

■
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■
 

Parameter estimation, etc., can directly be run on projects



<sedML version="1.0" xmlns="http://www.miase.org/">
<listOfDataGenerators />
<listOfModels>

<model id="model1" name="Inhibition_of_HIV_proteinase" type="SBML" source="http://www.sbi.uni- 
rostock.de/~ab358/sedml/Inhibition_of_HIV_proteinase.xml"></model>

<model id="exp1_I_0" name="Inhibitor_Concentration_0nM" type="SBML" modelReference="model1">
<listOfChanges>

<changeAttribute target="/sbml/model/listOfSpecies/species[@id='I']/@initialConcentration" 
newValue="0">

</changeAttribute>
</listOfChanges>
<listOfMeasurements>

<measurement source="http://www.sbi.uni-rostock.de/~ab358/sedml/exp1 
measurement1.csv" />

</listOfMeasurements>
</model>
<model id="exp2_I_15" name="Inhibitor_Concentration_1.5nM" type="SBML" modelReference="model1">

<listOfChanges>
<changeAttribute target="/sbml/model/listOfSpecies/species[@id='I']/@initialConcentration" 

newValue="1.5*1e-3">
</changeAttribute>

</listOfChanges>
<listOfMeasurements>

<measurement source="http://www.sbi.uni-rostock.de/~ab358/sedml/exp2measurement1.csv" />
</listOfMeasurements>

</listOfModels>
<listOfOutputs />
<listOfSimulations />
<listOfTasks />
<name>ex2 - Inhibition of HIV proteinase</name>
<notes> Ex2 - Parameter Identification Benchmark Project </notes>
</sedML>
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Representation of SBPDprojects

■
 

Folder structure, containing 
■

 

Models

■

 

Experiments

■

 

Measurements

Experiment folders containing 
experiment description file 

and corresponding 
measurement data

Folder containing model(s)
TEXT (ODE and/or BC) and/or SBML
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SBPDprojects 
„One Click Parameter Estimation“

That‘s why measurement references in SED-ML
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Question: Algebraic Rules

■
 

d/dt(A) = ...

■
 

d/dt(B) = ...

■
 

0 = C + k1*A

■
 

Determine C or k1 by the algebraic relation???
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