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22 The Genome of the Basidiomycetous Yeast and Human Pathogen <i>Cryptococcus neoformans</i>.
Science, 2005, 307, 1321-1324. 12.6 664

23 Comparative genomes of Chlamydia pneumoniae and C. trachomatis. Nature Genetics, 1999, 21, 385-389. 21.4 636
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35 Multiplexed genotyping with sequence-tagged molecular inversion probes. Nature Biotechnology,
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38 A Wearable Electrochemical Platform for Noninvasive Simultaneous Monitoring of Ca<sup>2+</sup>
and pH. ACS Nano, 2016, 10, 7216-7224. 14.6 480
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43 The core meiotic transcriptome in budding yeasts. Nature Genetics, 2000, 26, 415-423. 21.4 430

44 Transcriptional regulation and function during the human cell cycle. Nature Genetics, 2001, 27, 48-54. 21.4 399
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46 Direct Allelic Variation Scanning of the Yeast Genome. , 1998, 281, 1194-1197. 368
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filter hybridization. Cell, 1979, 16, 443-452. 28.9 338
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51 Transcriptional Profiling of Aging in Human Muscle Reveals a Common Aging Signature. PLoS Genetics,
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67 Regulatory networks affected by iron availability in Candida albicans. Molecular Microbiology, 2004,
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68
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12825-12830.

7.1 240

69 Application of genome-wide expression analysis to human health and disease. Proceedings of the
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Transcriptional response of Saccharomyces cerevisiae to DNA-damaging agents does not identify the
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72 A physical study by electron microscopy of the terminally repetitious, circularly permuted DNA from
the coliphage particles of Escherichia coli 15. Journal of Molecular Biology, 1970, 48, 1-22. 4.2 229
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78 High-throughput, high-fidelity HLA genotyping with deep sequencing. Proceedings of the National
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387-404.
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85 Integrative Analysis of the Mitochondrial Proteome in Yeast. PLoS Biology, 2004, 2, e160. 5.6 181
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Quantitative Proteome Analysis of Human Plasma following in Vivo Lipopolysaccharide
Administration Using 16O/18O Labeling and the Accurate Mass and Time Tag Approach. Molecular and
Cellular Proteomics, 2005, 4, 700-709.
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123 Meiotic recombination generates rich diversity in NK cell receptor genes, alleles, and haplotypes.
Genome Research, 2009, 19, 757-769. 5.5 104

124 Mice are not men. Proceedings of the National Academy of Sciences of the United States of America,
2015, 112, E345. 7.1 102

125 Bisphenol A Induces a Profile of Tumor Aggressiveness in High-Risk Cells from Breast Cancer Patients.
Cancer Research, 2008, 68, 2076-2080. 0.9 101
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