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Principle of Sequence Alignment
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Phylogenetic Tree
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Tree-based Alignment Method
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Parallel Best-first Iterative Aligner
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Score
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Score

Parallel Hill-climbing Search
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Modification of Alignment
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Best-first Search in GA
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Multi-group GA Strategy
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Alignment Process on Workbench
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Sequence Motif Identification
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Sequence Alignment Environment

Parallel computer
Parallel iterative aligners

Internet

Woarkstation 8

Alignment Workbench

- Constraint-based operation

+ Refinement tools
Biologist

FGCS Workshop 4
Fusion of Molecular Biology and Knowledge Processing

* Knowledge base construction in Quixote

* Stochastic learning on hidden markov mode!
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