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evolution. Nature Genetics, 2016, 48, 1193-1203. 21.4 952

21
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22 Systematic Discovery of Xist RNA Binding Proteins. Cell, 2015, 161, 404-416. 28.9 886
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25 Gene Expression Signature of Fibroblast Serum Response Predicts Human Cancer Progression:
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33 Structural imprints in vivo decode RNA regulatory mechanisms. Nature, 2015, 519, 486-490. 27.8 639

34 Massively parallel single-cell chromatin landscapes of human immune cell development and
intratumoral T cell exhaustion. Nature Biotechnology, 2019, 37, 925-936. 17.5 622

35 The NeST Long ncRNA Controls Microbial Susceptibility and Epigenetic Activation of the Interferon-Î³
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36 Gene regulation in the immune system by long noncoding RNAs. Nature Immunology, 2017, 18, 962-972. 14.5 611



4

Howard Y Chang

# Article IF Citations

37 ArchR is a scalable software package for integrative single-cell chromatin accessibility analysis.
Nature Genetics, 2021, 53, 403-411. 21.4 610

38 CRISPRi-based genome-scale identification of functional long noncoding RNA loci in human cells.
Science, 2017, 355, . 12.6 566

39 Integrated Single-Cell Analysis Maps the Continuous Regulatory Landscape of Human Hematopoietic
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41 Long noncoding RNA in genome regulation. RNA Biology, 2010, 7, 582-585. 3.1 523
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45 c-Jun overexpression in CAR T cells induces exhaustion resistance. Nature, 2019, 576, 293-300. 27.8 480

46 Long Noncoding RNAs in Cell-Fate Programming and Reprogramming. Cell Stem Cell, 2014, 14, 752-761. 11.1 461
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50 Anatomic Demarcation by Positional Variation in Fibroblast Gene Expression Programs. PLoS Genetics,
2006, 2, e119. 3.5 413

51 Understanding the transcriptome through RNA structure. Nature Reviews Genetics, 2011, 12, 641-655. 16.3 411

52 A mammalian pseudogene lncRNA at the interface of inflammation and anti-inflammatory therapeutics.
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53 Atlas of Subcellular RNA Localization Revealed by APEX-Seq. Cell, 2019, 178, 473-490.e26. 28.9 400
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55 Suppression of progenitor differentiation requires the long noncoding RNA ANCR. Genes and
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56 Structural organization of the inactive X chromosome in the mouse. Nature, 2016, 535, 575-579. 27.8 369
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63 Direct Lineage Conversion of Terminally Differentiated Hepatocytes to Functional Neurons. Cell Stem
Cell, 2011, 9, 374-382. 11.1 326
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66 Genome-wide programmable transcriptional memory by CRISPR-based epigenome editing. Cell, 2021, 184,
2503-2519.e17. 28.9 312

67 Transient rest restores functionality in exhausted CAR-T cells through epigenetic remodeling.
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69 Targeted Disruption of Hotair Leads to Homeotic Transformation and Gene Derepression. Cell Reports,
2013, 5, 3-12. 6.4 289
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71 Single-Cell Analyses Identify Brain Mural Cells Expressing CD19 as Potential Off-Tumor Targets for
CAR-T Immunotherapies. Cell, 2020, 183, 126-142.e17. 28.9 269

72 Generation of pure GABAergic neurons by transcription factor programming. Nature Methods, 2017,
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73 Chromatin Isolation by RNA Purification (ChIRP). Journal of Visualized Experiments, 2012, , . 0.3 259

74 Lineage-specific dynamic and pre-established enhancerâ€“promoter contacts cooperate in terminal
differentiation. Nature Genetics, 2017, 49, 1522-1528. 21.4 255

75 Discovery of stimulation-responsive immune enhancers with CRISPR activation. Nature, 2017, 549,
111-115. 27.8 247

76 The histone chaperone CAF-1 safeguards somatic cell identity. Nature, 2015, 528, 218-224. 27.8 244

77 Control of differentiation in a self-renewing mammalian tissue by the histone demethylase JMJD3.
Genes and Development, 2008, 22, 1865-1870. 5.9 239

78 RNA helicase DDX21 coordinates transcription and ribosomal RNA processing. Nature, 2015, 518,
249-253. 27.8 232

79 Impaired mitochondrial oxidative phosphorylation limits the self-renewal of T cells exposed to
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82 Human B Cell Clonal Expansion and Convergent Antibody Responses to SARS-CoV-2. Cell Host and
Microbe, 2020, 28, 516-525.e5. 11.0 219
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Alzheimerâ€™s and Parkinsonâ€™s diseases. Nature Genetics, 2020, 52, 1158-1168. 21.4 217

84 Coupled Single-Cell CRISPR Screening and Epigenomic Profiling Reveals Causal Gene Regulatory
Networks. Cell, 2019, 176, 361-376.e17. 28.9 215
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resolution. Cell, 2021, 184, 5053-5069.e23. 28.9 209

86 Age-Dependent Pancreatic Gene Regulation Reveals Mechanisms Governing Human Î² Cell Function. Cell
Metabolism, 2016, 23, 909-920. 16.2 205
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88 ATAC-see reveals the accessible genome by transposase-mediated imaging and sequencing. Nature
Methods, 2016, 13, 1013-1020. 19.0 199

89 An inducible long noncoding RNA amplifies DNA damage signaling. Nature Genetics, 2016, 48, 1370-1376. 21.4 195
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Biology, 2019, 26, 322-330. 8.2 183
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Biochemistry, 2020, 89, 283-308. 11.1 183

95 Leukemia-Associated Cohesin Mutants Dominantly Enforce Stem Cell Programs and Impair Human
Hematopoietic Progenitor Differentiation. Cell Stem Cell, 2015, 17, 675-688. 11.1 177

96 CD44+ Cells in Head and Neck Squamous Cell Carcinoma Suppress T-Cellâ€“Mediated Immunity by
Selective Constitutive and Inducible Expression of PD-L1. Clinical Cancer Research, 2016, 22, 3571-3581. 7.0 177
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Medicine, 2017, 23, 450-460. 30.7 177
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101 A dermal <i>HOX</i> transcriptional program regulates site-specific epidermal fate. Genes and
Development, 2008, 22, 303-307. 5.9 165

102 Revealing long noncoding RNA architecture and functions using domain-specific chromatin isolation
by RNA purification. Nature Biotechnology, 2014, 32, 933-940. 17.5 161
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106 DDX5 and its associated lncRNA Rmrp modulate TH17 cell effector functions. Nature, 2015, 528, 517-522. 27.8 154
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Development, 2016, 30, 191-207. 5.9 152
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122 ecDNA hubs drive cooperative intermolecular oncogene expression. Nature, 2021, 600, 731-736. 27.8 123
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