TrackedEntity

<<TrackedEntitv>> <<TrackedEntitv>>
Ligand Oligomer s a identifier : String
ligandName : String oligomerName : String D
databaseReferences : Collection<ExternalReference> protomers : Collection<Protein>
smilesStructure : String studies : Collection<ldentificationStudy>

literatureReferences : Collection<ExternalReference>
rules : NeiupharRules

mechanismsOfActivation : Collection<MechanismOfActivation> -
isFormedinER : MeasuredBoolean NeciupharRules

physiologicalRelevance : PhysiologicalRelevance

structuralModels : Collection<MolecularStructure> satisfies _ | satisfiesRule1 : boolean

satisfiesRule2 : boolean
satisfiesRule3 : boolean

MethodType
methodName : String _ -
explanation : String is described by f 1..* 1.* 1.+
isComputational : boolean is composed of MeasuredBoalean

is referenced by change : {TRUE, FALSE, NOT_MEASURED}

is part of
uses assays \% 0.
<<TrackedEntity>> ExternalReference <<TrackedEntity>>
IdentificationStudy Protein
externallD : String 1w
methodType : MethodType 1.7 resourceType : String < ~_IproteinName : String
interfaceDiscovered : Collection<InteractionDomain> is otherReferencelnfo : String is oligomers : Collection<Oligomer>
residuesFound : Collection<Residue> referenced referenced |family : Family
literatureReferences : Collection<ExternalReference> by by description : String
phenotype : Collection<PhenotypicChange> organism : String
cellType : CellOntology databaseReferences : Collection<ExternalReference>
measurements : Collection<LigandEffectOnMeasurement> tmTopology : Collection<SecondaryStructureElement>
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Residue
— SecondaryStructureElement <<TrackedEntitv>>
tmindex : int i
; : — Family

residuelndex : int startPosition : int

residueCode : char endPosition : int familyName : String

position : int elementName : String parent : Family

protomer : Protein children : Collection<Family=>

memberProteins : Collection<Protein>
databaseReferences : Collection<ExternalReference>
N\
0..#| includes \ is composed of

InteractionDomain

domainName : String

interactingResidues : Collection<Residue>

pratomer : Protein

composedOf : Collection<SecondaryStructureElement>




