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214 Amplification-free Illumina sequencing-library preparation facilitates improved mapping and assembly
of (G+C)-biased genomes. Nature Methods, 2009, 6, 291-295. 9.0 520

215 <i>Plasmodium falciparum var</i> gene expression is modified by host immunity. Proceedings of the
National Academy of Sciences of the United States of America, 2009, 106, 21801-21806. 3.3 130

216 Comparative genomics of the fungal pathogens <i>Candida dubliniensis</i> and <i>Candida
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