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definitionURL

<species
id="MAPK“
definitionURL=
"http://www.foobar.com/protein"/>
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Unit
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<unitDefinition id="Minute">
<listOfUnits>

<unit kind="second“ multiplier="60"/>
</listOfUnits>

</unitDefinition>
<unitDefinition id="Hour">
<listOfUnits>

<unit
definition="Minute“ multiplier="60"/>

</listOfUnits>
</unitDefinition>
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SpeciesType
<model id="malate_aspartate_shuttle">

<listOfCompartments>
<compartment id="Cytosol"/>
<compartment id="Mitochondrial_Matrix"/>

</listOfCompartments>
<listOfSpeciesTypes>

<speciesType id="Aspartate"/>
</listOfSpeciesTypes>
<listOfSpecies>

<species
id="Aspartate_in_Cytosol"
speciesType="Aspartate"
compartment="Cytosol"/>

<species
id="Aspartate_in_Mitochondrial_Matrix"
speciesType="Aspartate"
compartment="Mitochondrial_Matrix"/>

</listOfSpecies>
</model>



Constraint



Constraint

Constraint

Constraint
math

message



Constraint
<constraint>

<mathml:math>
<apply>

<and/>
<apply><lt/><cn> 1 </cn><ci> S1 </ci>
</apply>
<apply><lt/><ci> S1 </ci><cn> 100 </cn>
</apply>

</apply>
</mathml:math>
<message>

<xhtml:p>Species S1 is out of range</xhtml:p>
</message>

</constraint>
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InitialAssignment

<initialAssignment symbol="x">
<mathml:math

<apply>
<times/>

<ci> y </ci>
<cn> 2 </cn>

</apply>
</mathml:math>

</initialAssignment>
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<reaction id=“foo”>….</reaction>
<reaction id=“voodoo”>…</reaction>
…
<algebraicRule>

<mathml:math>
<apply>
<add/>
<ci>foo</ci>
  <ci>voodoo</ci>
</apply>

</mathml:math>
</algebraicRule>
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<listOfConstraints>
<constraint

definitionURL=“http://biomodels.net/sbo/fluxConstraint”>
<mathml:math>

<apply>
 <and/>
  <apply>
   <gt><cn>0</cn><ci>Glycolysis</ci></apply>
  <apply>
   <gt><ci>Glycolysis</ci><infinity/></apply>
</apply>

</mathml:math>
</constraint>
…

</listOfContraints>
<listReactions>

<reaction id=“Glycolysis”>
…
</reaction>

</listOfReactions>
</model>
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