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Extension of the MAFFT algorithm to RNA and protein structural
multiple alignment
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WFZER R OMEEE (337) : Alignment of multiple sequences is a basic technique for sequence
analysis, and has various applications, including phylogenetic inference and structure
prediction. This research aims (1) to extend the MAFFT multiple sequence alignment
program to enable structural alignment of proteins and RNAs, and (2) to enhance its
usability to contribute to a wide range of studies that use biological sequences. We
started a new web services for alignment calculation and distribution of the program in
CBRC, AIST and Osaka University. As a result the MAFFT program has gained worldwide
popularity. We also have implemented several new features, such as parallelization, and
the addition of new sequences into an existing alignment.
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