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Modet
id : 0id {use="optional"}
name : string {use="optional"}
functionDefinition : FunctionDefinition [0...*]
unitDefinition : UnitDefinition [0...*]
compartment : Compartment [0...*]
species : Species [0...%]
parameter : Parameter [0...%]
rule © Rule [0...#]
reaction : Reaction [0...*]
event @ Event {0...x]
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Model
id : 0id
name : String

functionDefinition : FunctionDefinition {SET}
unitDefinition : UnitDefinition {SET}
compartment : Compartment {SET}

species @ Species {SET}

parameter @ Parameter {SET}

rule : Rule {SET}

reaction : Reaction {SET}

event : Event {SET}
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