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We apply the conformational space annealing (CSA) method to the multiple sequence alignment (MSA). MSA is an NP-hard combinatorial optimization problem. And It is one of the crucial tool in computational biology and bioinformatics. CSA is a general purpose algorithm for global optimization. We compare the results of CSA to those of exact dynamic programming and simulated annealing. Results show that this method is more efficient comparable to traditional optimization methods such as simulated annealing, genetic algorithm. To solve long sequences and many aligned sequence, the current method can be easily parallelized with many CPUs. 

