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<xsd:element name="listOfCompartments">
<xsd:complexType>
<xsd:sequence>

<xsd:element name="compartment”

type="Compertment” mexOccurs="unbounded”/> | | SSdcarmriexType nee="Spade™
</xsd:sequence> sl " }
</xsd:complexType> <xadedension bese="Base™>
<Ixsd:element> < atitute neme="name” type="SNarre’
<xsd:element name="listOfSpecies"> use="recuired />
<xsd:complexType> <adatribute name=corpertrrent’
sd-sequence> type="SNerre" Lse="required />
<xsd:element name="species” lype="Species”

maxOccurs="unbounded"/>
</xsd:sequence>

</</xsfjtcovrusx7ype> eotind"/>
/xsd:element> Sdati ot
3 ="l ions"> atibwte nee="boundanyCord
e s Offeactions typeectbodear Loedeta vue=tdss'/>
<xsd:sequence> Sadatibute name=’charge” typeSedinteger”
<xsd:element name="reaction’ type="Reaction" use=optiord"/>
maxOccurs="unbounded"/> <hsctedensio>

</xsd:sequence> <xedcarpiedrte>
<fxsd:complexType> <hadoompedTyoe>
</xsd:element> §
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