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Single-cell ChIP-seq reveals cell subpopulations defined by chromatin state. Nature Biotechnology,
2015, 33,1165-1172.

The Histone Deacetylase SIRT6 Is a Tumor Suppressor that Controls Cancer Metabolism. Cell, 2012, 151,
1185-1199. 28.9 561

A High-Throughput Chromatin Immunoprecipitation Approach Reveals Principles of Dynamic Gene
Regulation in Mammals. Molecular Cell, 2012, 47, 810-822.

Locus-specific editing of histone modifications at endogenous enhancers. Nature Biotechnology, 2013, 175 339
31,1133-1136. ’

Combinatorial Patterning of Chromatin Regulators Uncovered by Genome-wide Location Analysis in
Human Cells. Cell, 2011, 147, 1628-1639.

Comparative Analysis Identifies Exonic Splicing Regulatory Sequencesa€”The Complex Definition of

Enhancers and Silencers. Molecular Cell, 2006, 22, 769-781. 97 275

Intronic Alus Influence Alternative Splicing. PLoS Genetics, 2008, 4, e1000204.

Single-molecule decoding of combinatorially modified nucleosomes. Science, 2016, 352, 717-721. 12.6 112

A Multiplexed System for Quantitative Comparisons of Chromatin Landscapes. Molecular Cell, 2016, 61,
170-180.

High-Throughput Single-Cell Labeling (Hi-SCL) for RNA-Seq Using Drop-Based Microfluidics. PLoS ONE,

2015, 10,e0116328. 2.5 64
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