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25 Gene Expression Signature of Fibroblast Serum Response Predicts Human Cancer Progression:
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34 Massively parallel single-cell chromatin landscapes of human immune cell development and
intratumoral T cell exhaustion. Nature Biotechnology, 2019, 37, 925-936. 9.4 622

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. 7.0 611
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38 CRISPRi-based genome-scale identification of functional long noncoding RNA loci in human cells.
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51 Understanding the transcriptome through RNA structure. Nature Reviews Genetics, 2011, 12, 641-655. 7.7 411
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69 Targeted Disruption of Hotair Leads to Homeotic Transformation and Gene Derepression. Cell Reports,
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71 Single-Cell Analyses Identify Brain Mural Cells Expressing CD19 as Potential Off-Tumor Targets for
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73 Chromatin Isolation by RNA Purification (ChIRP). Journal of Visualized Experiments, 2012, , . 0.2 259

74 Lineage-specific dynamic and pre-established enhancerâ€“promoter contacts cooperate in terminal
differentiation. Nature Genetics, 2017, 49, 1522-1528. 9.4 255

75 Discovery of stimulation-responsive immune enhancers with CRISPR activation. Nature, 2017, 549,
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76 The histone chaperone CAF-1 safeguards somatic cell identity. Nature, 2015, 528, 218-224. 13.7 244
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103 Long Noncoding RNA in Hematopoiesis and Immunity. Immunity, 2015, 42, 792-804. 6.6 161
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122 ecDNA hubs drive cooperative intermolecular oncogene expression. Nature, 2021, 600, 731-736. 13.7 123

123 Rapid Chromatin Switch in the Direct Reprogramming of Fibroblasts to Neurons. Cell Reports, 2017, 20,
3236-3247. 2.9 121

124 Mechanoresponsive stem cells acquire neural crest fate in jaw regeneration. Nature, 2018, 563, 514-521. 13.7 121

125 RNA-GPS Predicts SARS-CoV-2 RNA Residency to Host Mitochondria and Nucleolus. Cell Systems, 2020,
11, 102-108.e3. 2.9 119

126 Genome-Wide Temporal Profiling of Transcriptome and Open Chromatin of Early Cardiomyocyte
Differentiation Derived From hiPSCs and hESCs. Circulation Research, 2017, 121, 376-391. 2.0 118



9

Howard Y Chang

# Article IF Citations

127 The road ahead in genetics and genomics. Nature Reviews Genetics, 2020, 21, 581-596. 7.7 118
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