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Table 1 Results of various alignment methods for BAIIBASE benchmark tests
CPU /s 182 223 312 415 512 144
CLW18d 2202 0.871/0.792 0.856/0.329 0.754/0.490 0.745/0.417 0.852/0.617 0.844/0.639
CLW18¢ 1657 0.871/0.790 0.871/0.790 0.754/0.490 0.728/0.402 0.887/0.709 0.847/0.644
FFT-NS-2 227 0.849/0.761 0.849/0.761 0.779/0.486 0.797/0.532 0.951/0.826 0.845/0.652
T-COFFEE 12065 0.876/0.797 0.856/0.343 0.777/0.497 0.811/0.555 0.961/0.901 0.865/0.683
FFT-NS-i 1466 0.864/0.787 0.853/0.363 0.789/0.518 0.799/0.534 0.956/0.835 0.857/0.675
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Table 2 Comparison of various methods using the largest subunit sequences of RNA polymerase
76 x 1182 — 2890 sites 24 x 1206 — 2890 sites
CPU /s CPU /s
T-COFFEE — — T-COFFEE 745.3 11
CLW18d 675.5 10 CLW18d 100.1 9
CLW18¢ 159.4 10 CLW18¢ 50.8 9
FFT-NS-2 18.2 11 FFT-NS-2 7.15 11
FFT-NS-i 173.1 11 FFT-NS-¢ 46.00 11
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Two novel methods for multiple sequence alignments

CHEN Ying WANG Neng-chao
Department of mathematics Huazhong University of Science and Technology ~Wuhan 430074  China

Abstract The methods of T-COFFEE and MAFFT for multiple sequence alignments are studied. The results show that T-
COFFEE provides alignments of the highest accuracy among the methods to date but its rate is low. As for MAFFT
owing to the application of FFT the CPU time is greatly reduced and its accuracy is comparable to that of T-COFFEE.
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