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• Generic, can be used for other domain types • Protein design: Provides the prototype for given domain type • Database curation: Explores "allowed" domain diversity and detects inconsistencies

Conclusion & Perspectives

Main difficulties: 
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  Protein domains are building blocks of proteins, essential for understanding structure-function relationships. However the diversity of domain databases makes it difficult to capture a clear definition for a given type of domain and to enumerate its true instances. CroMaSt (Cross-Mapper for Structural domains) is an automated iterative workflow to clarify domain definition by cross-mapping of domain structural instances between domain databases. It classifies all structural instances of a given domain type into 3 different categories (core, true and domain-like).
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StI: Structural instance