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upper limit on the pre-exponential factor (2pt0) of 1 ms. This
mistake does not affect any of the conclusions. We thank Taekjip Ha
for bringing it to our attention. A

letters to nature

NATURE | VOL 421 | 2 JANUARY 2003 | www.nature.com/nature94 © 2003        Nature  Publishing Group


	corrigendum: The genome sequence of Schizosaccharomyces pombe

