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A class representing

Class A Class B -
a real world object
dataType 1 dataType 3 |
dataType 2 - Attribute of class B
1 /F 1.n

Relationéhip between
class A and B

———= Arrow in a relationship indicates
class A has a reference to class B

1..n" The numbers refer to the muiltiplicity of the relationship.
In this case exactly one instance of class A can be
linked to 1 or more instances of class B.



ExperimentDesign

The stages preceding image analysis

have been presented in models:
MAGE http://www.mged.org and
PEDROo http://pedro.man.ac.uk
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