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Disentangling the evolution of
Computational Models

Problem Statement
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Why not simply use...

confidence in computational models [3].

* matches unchanged or moved entities in model documents
* identifies inserts and deletes
e constructs a diff (in XML format)
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The diff produced by BiVeS can be used to grasp the changes
which occured between two versions of a model.

BudHat

BudHat is a web interface to visualize the differences identified by BiVeS.

o calls BiVeS to construct the diff

* displays the result in various formats
o the XML diff
o a reaction network highlighting the changes using €% [g]
o @ human readable report

* is bound to a database backend holding the models

BudHat can be integrated in existing repositories.
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...existing XML-diff detection tools? Their diffs are neither
minimal nor very meaningful, see example on the right.
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