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88 Preferred analysis methods for Affymetrix GeneChips revealed by a wholly defined control dataset.
Genome Biology, 2005, 6, R16. 9.6 318

89 Genome-Scale Metabolic Model of Helicobacter pylori 26695. Journal of Bacteriology, 2002, 184,
4582-4593. 2.2 317

90 Genome-wide expression dynamics of a marine virus and host reveal features of co-evolution. Nature,
2007, 449, 83-86. 27.8 316



7

George M Church

# Article IF Citations

91 Nanoscale imaging of RNA with expansion microscopy. Nature Methods, 2016, 13, 679-684. 19.0 314

92 Proteogenomic mapping as a complementary method to perform genome annotation. Proteomics, 2004,
4, 59-77. 2.2 305

93 Immuno-SABER enables highly multiplexed and amplified protein imaging in tissues. Nature
Biotechnology, 2019, 37, 1080-1090. 17.5 301

94 A highly annotated whole-genome sequence of a Korean individual. Nature, 2009, 460, 1011-1015. 27.8 295

95
An Analysis of the Relationship Between Metabolism, Developmental Schedules, and Longevity Using
Phylogenetic Independent Contrasts. Journals of Gerontology - Series A Biological Sciences and
Medical Sciences, 2007, 62, 149-160.

3.6 293

96 Safeguarding CRISPR-Cas9 gene drives in yeast. Nature Biotechnology, 2015, 33, 1250-1255. 17.5 291

97 Computational and Experimental Identification of C. elegans microRNAs. Molecular Cell, 2003, 11,
1253-1263. 9.7 289

98 Reprogramming of T Cells from Human Peripheral Blood. Cell Stem Cell, 2010, 7, 15-19. 11.1 288

99 Regulating gene drives. Science, 2014, 345, 626-628. 12.6 287

100 Quantitative Morphological Signatures Define Local Signaling Networks Regulating Cell Morphology.
Science, 2007, 316, 1753-1756. 12.6 286

101 Nucleotides of transcription factor binding sites exert interdependent effects on the binding
affinities of transcription factors. Nucleic Acids Research, 2002, 30, 1255-1261. 14.5 282

102 The Isw2 Chromatin Remodeling Complex Represses Early Meiotic Genes upon Recruitment by Ume6p.
Cell, 2000, 103, 423-433. 28.9 280

103 Insights into the Evolution of Longevity from the Bowhead Whale Genome. Cell Reports, 2015, 10,
112-122. 6.4 280

104 Improving molecular cancer class discovery through sparse non-negative matrix factorization.
Bioinformatics, 2005, 21, 3970-3975. 4.1 278

105 Engineering an allosteric transcription factor to respond to new ligands. Nature Methods, 2016, 13,
177-183. 19.0 274

106 Cas9 gRNA engineering for genome editing, activation and repression. Nature Methods, 2015, 12,
1051-1054. 19.0 272

107 Autoantigen discovery with a synthetic human peptidome. Nature Biotechnology, 2011, 29, 535-541. 17.5 267

108 The role of replicates for error mitigation in next-generation sequencing. Nature Reviews Genetics,
2014, 15, 56-62. 16.3 267



8

George M Church

# Article IF Citations

109 Exploring the DNA-binding specificities of zinc fingers with DNA microarrays. Proceedings of the
National Academy of Sciences of the United States of America, 2001, 98, 7158-7163. 7.1 263

110 Developmental barcoding of whole mouse via homing CRISPR. Science, 2018, 361, . 12.6 263

111
Identification of a Novel cis-Regulatory Element Involved in the Heat Shock Response in
Caenorhabditis elegans Using Microarray Gene Expression and Computational Methods. Genome
Research, 2002, 12, 701-712.
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