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Introduction: structure superimposition and alignment
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Why structure alignment
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Metrics for Structure Similarities
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Size independency of TM-score Similarity
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Heuristic approach to optimize TM-score
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Different alignment modes
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Oligomer structure alignment Performance
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Case study
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Monomeric RNA structure alignment
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Case study. oy?|
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RNA multiple structure alignment
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Case study:bvob
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RNA-Protein dociking
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US-align?

* Structure alignment for proteins,nucleic acids, and
macormolecular

* Similar structure=sequential?
* Usalign2-non-sequential



Seqguential alignment vs non-sequential alignment
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Questions
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