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206 A multi-enzyme model for pyrosequencing. Nucleic Acids Research, 2004, 32, e166-e166. 14.5 47

207 The diploid genome sequence of <i>Candida albicans</i>. Proceedings of the National Academy of
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279 Bent DNA at a yeast autonomously replicating sequence. Nature, 1986, 324, 87-89. 27.8 218

280 Genes for the major protein antigens of the leprosy parasite Mycobacterium leprae. Nature, 1985, 316,
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