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OCEAN: sOftware Change and Evolution ANalysis
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Motivation

Software repositories such as versioning systems are used to
help manage the progress of software projects. Analyzing these

The complexity and the amount of data requires the use of

Problem
efficient techniques for version comparisons.

repositories can help to support predictions about software Solution
development, and to plan various evolutionary aspects of We propose a metaphor of homology to study the evolution of a
software projects. program.
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