
Rapid and Pervasive Changes in Genome-wide Enhancer Usage during Mammalian
Development

Cell

155, 1521-1531

DOI: 10.1016/j.cell.2013.11.033

Citation Report



Citation Report

2

# Article IF Citations

1 Variation in Vertebrate Cis-Regulatory Elements in Evolution and Disease. Transcription, 2014, 5,
e28848. 1.7 16

3 Chromatin remodeler mutations in human cancers: epigenetic implications. Epigenomics, 2014, 6,
397-414. 1.0 35

4 Tissue-Specific RNA Expression Marks Distant-Acting Developmental Enhancers. PLoS Genetics, 2014, 10,
e1004610. 1.5 105

5 Integrating Diverse Datasets Improves Developmental Enhancer Prediction. PLoS Computational
Biology, 2014, 10, e1003677. 1.5 149

6 High-resolution mapping of transcriptional dynamics across tissue development reveals a stable
mRNAâ€“tRNA interface. Genome Research, 2014, 24, 1797-1807. 2.4 89

7 Tissue-Resident Macrophage Enhancer Landscapes Are Shaped by the Local Microenvironment. Cell,
2014, 159, 1312-1326. 13.5 1,705

8 A dynamic CTCF chromatin binding landscape promotes DNA hydroxymethylation and transcriptional
induction of adipocyte differentiation. Nucleic Acids Research, 2014, 42, 10943-10959. 6.5 71

9 Transcriptional Regulation of Enhancers Active in Protodomains of the Developing Cerebral Cortex.
Neuron, 2014, 82, 989-1003. 3.8 99

10 Tissue-specific SMARCA4 binding at active and repressed regulatory elements during embryogenesis.
Genome Research, 2014, 24, 920-929. 2.4 63

11 Axons hooked to Schwann cell metabolism. Nature Neuroscience, 2014, 17, 1293-1295. 7.1 7

12 Promoting FOS to an enhanced position. Nature Neuroscience, 2014, 17, 1291-1293. 7.1 1

13 Otx2 and Oct4 Drive Early Enhancer Activation during Embryonic Stem Cell Transition from Naive
Pluripotency. Cell Reports, 2014, 7, 1968-1981. 2.9 117

14 The role of chromatin dynamics in immune cell development. Immunological Reviews, 2014, 261, 9-22. 2.8 57

15 Transcriptional and epigenetic networks of helper T and innate lymphoid cells. Immunological
Reviews, 2014, 261, 23-49. 2.8 76

16 Enhancer Function: Mechanistic and Genome-Wide Insights Come Together. Molecular Cell, 2014, 55,
5-14. 4.5 199

17
Quantitation of interactions between two DNA loops demonstrates loop domain insulation in <i>E.
coli</i> cells. Proceedings of the National Academy of Sciences of the United States of America, 2014,
111, E4449-57.

3.3 25

18 Genome-wide identification and characterization of functional neuronal activityâ€“dependent
enhancers. Nature Neuroscience, 2014, 17, 1330-1339. 7.1 244

19 Global transcriptome analysis and enhancer landscape of human primary T follicular helper and T
effector lymphocytes. Blood, 2014, 124, 3719-3729. 0.6 55



3

Citation Report

# Article IF Citations

20 DNase I hypersensitivity analysis of the mouse brain and retina identifies region-specific regulatory
elements. Epigenetics and Chromatin, 2015, 8, 8. 1.8 60

22 Discrete domains of gene expression in germinal layers distinguish the development of gyrencephaly.
EMBO Journal, 2015, 34, 1859-1874. 3.5 146

23 Occupancy by key transcription factors is a more accurate predictor of enhancer activity than
histone modifications or chromatin accessibility. Epigenetics and Chromatin, 2015, 8, 16. 1.8 100

24 DNase I hypersensitivity mapping, genomic footprinting, and transcription factor networks in plants.
Current Plant Biology, 2015, 3-4, 40-47. 2.3 33

25 Transcriptional Enhancers: Bridging the Genome and Phenome. Cold Spring Harbor Symposia on
Quantitative Biology, 2015, 80, 17-26. 2.0 28

26 Genomic Perspectives of Transcriptional Regulation in Forebrain Development. Neuron, 2015, 85, 27-47. 3.8 136

27 What are super-enhancers?. Nature Genetics, 2015, 47, 8-12. 9.4 598

28 Transcribed enhancers lead waves of coordinated transcription in transitioning mammalian cells.
Science, 2015, 347, 1010-1014. 6.0 517

29 A composite enhancer regulates p63 gene expression in epidermal morphogenesis and in keratinocyte
differentiation by multiple mechanisms. Nucleic Acids Research, 2015, 43, 862-874. 6.5 30

30 The selection and function of cell type-specific enhancers. Nature Reviews Molecular Cell Biology,
2015, 16, 144-154. 16.1 859

31 Enhancer Evolution across 20 Mammalian Species. Cell, 2015, 160, 554-566. 13.5 671

32 From trans to cis: transcriptional regulatory networks in neocortical development. Trends in
Genetics, 2015, 31, 77-87. 2.9 55

33 Evolutionary resurrection of flagellar motility via rewiring of the nitrogen regulation system.
Science, 2015, 347, 1014-1017. 6.0 61

34 Eukaryotic enhancers: common features, regulation, and participation in diseases. Cellular and
Molecular Life Sciences, 2015, 72, 2361-2375. 2.4 39

35 Dynamic Regulation of Schwann Cell Enhancers after Peripheral Nerve Injury. Journal of Biological
Chemistry, 2015, 290, 6937-6950. 1.6 98

36 Investigating the Transcriptional Control of Cardiovascular Development. Circulation Research, 2015,
116, 700-714. 2.0 77

37
Lipid-Induced Epigenomic Changes in Human Macrophages Identify a Coronary Artery
Disease-Associated Variant that Regulates PPAP2B Expression through Altered C/EBP-Beta Binding. PLoS
Genetics, 2015, 11, e1005061.

1.5 56

38 Learning about mammalian gene regulation from functional enhancer assays in the mouse. Genomics,
2015, 106, 178-184. 1.3 4



4

Citation Report

# Article IF Citations

39 Using transgenic reporter assays to functionally characterize enhancers in animals. Genomics, 2015,
106, 185-192. 1.3 63

40 A Discrete Transition Zone Organizes the Topological and Regulatory Autonomy of the Adjacent
Tfap2c and Bmp7 Genes. PLoS Genetics, 2015, 11, e1004897. 1.5 56

41 Extrapolating histone marks across developmental stages, tissues, and species: an enhancer prediction
case study. BMC Genomics, 2015, 16, 104. 1.2 14

42 Actin cytoskeletal remodeling with protrusion formation is essential for heart regeneration in
Hippo-deficient mice. Science Signaling, 2015, 8, ra41. 1.6 178

44
RNA transcribed from a distal enhancer is required for activating the chromatin at the promoter of
the gonadotropin Î±-subunit gene. Proceedings of the National Academy of Sciences of the United States
of America, 2015, 112, 4369-4374.

3.3 83

45 TNFÎ± Signaling Exposes Latent Estrogen Receptor Binding Sites to Alter the Breast Cancer Cell
Transcriptome. Molecular Cell, 2015, 58, 21-34. 4.5 123

46 Genomic approaches to studying human-specific developmental traits. Development (Cambridge), 2015,
142, 3100-3112. 1.2 26

47 Genomic Views of Transcriptional Enhancers: Essential Determinants of Cellular Identity and
Activity-Dependent Responses in the CNS. Journal of Neuroscience, 2015, 35, 13819-13826. 1.7 33

48 Demystifying the secret mission of enhancers: linking distal regulatory elements to target genes.
Critical Reviews in Biochemistry and Molecular Biology, 2015, 50, 550-573. 2.3 80

49 Molecular Biology Basics in the â€œOmicsâ€• Era: Genes to Proteins. , 2015, , 3-65. 1

50 Dynamics and function of distal regulatory elements during neurogenesis and neuroplasticity.
Genome Research, 2015, 25, 1309-1324. 2.4 46

51 Can the â€˜neuron theoryâ€™ be complemented by a universal mechanism for generic neuronal
differentiation. Cell and Tissue Research, 2015, 359, 343-384. 1.5 6

52 Transcriptomics of developing embryos and organs: A raising tool for evoâ€“devo. Journal of
Experimental Zoology Part B: Molecular and Developmental Evolution, 2015, 324, 363-371. 0.6 41

53 p63â€•dependent and independent mechanisms of nectinâ€•1 and nectinâ€•4 regulation in the epidermis.
Experimental Dermatology, 2015, 24, 114-119. 1.4 25

54 A Mammalian enhancer trap resource for discovering and manipulating neuronal cell types. ELife,
2016, 5, e13503. 2.8 57

55 A Hox Transcription Factor Collective Binds a Highly Conserved Distal-less cis-Regulatory Module to
Generate Robust Transcriptional Outcomes. PLoS Genetics, 2016, 12, e1005981. 1.5 44

56 Effect of Interaction between Chromatin Loops on Cell-to-Cell Variability in Gene Expression. PLoS
Computational Biology, 2016, 12, e1004917. 1.5 19

57 Long-Range Chromosome Interactions Mediated by Cohesin Shape Circadian Gene Expression. PLoS
Genetics, 2016, 12, e1005992. 1.5 53



5

Citation Report

# Article IF Citations

58 LMethyR-SVM: Predict Human Enhancers Using Low Methylated Regions based on Weighted Support
Vector Machines. PLoS ONE, 2016, 11, e0163491. 1.1 4

59 Gene regulation at a distance: From remote enhancers to 3D regulatory ensembles. Seminars in Cell
and Developmental Biology, 2016, 57, 57-67. 2.3 78

60 Distal Limb Patterning Requires Modulation of cis-Regulatory Activities by HOX13. Cell Reports, 2016,
17, 2913-2926. 2.9 72

61 The Functionality and Evolution of Eukaryotic Transcriptional Enhancers. Advances in Genetics, 2016,
96, 143-206. 0.8 27

62 Decoding transcriptional enhancers: Evolving from annotation to functional interpretation.
Seminars in Cell and Developmental Biology, 2016, 57, 40-50. 2.3 11

63 Pitx2 promotes heart repair by activating the antioxidant response after cardiac injury. Nature, 2016,
534, 119-123. 13.7 244

64 Deciphering the function of non-coding RNAs in prostate cancer. Cancer and Metastasis Reviews, 2016,
35, 235-262. 2.7 20

65 Bivalent Regions of Cytosine Methylation and H3K27 Acetylation Suggest an Active Role for DNA
Methylation at Enhancers. Molecular Cell, 2016, 62, 422-431. 4.5 106

66 Origin and evolution of developmental enhancers in the mammalian neocortex. Proceedings of the
National Academy of Sciences of the United States of America, 2016, 113, E2617-26. 3.3 95

67 Epigenetics, Energy Balance, and Cancer. Energy Balance and Cancer, 2016, , . 0.2 2

68 Epigenetics, Enhancers, and Cancer. Energy Balance and Cancer, 2016, , 29-53. 0.2 1

69 Olig2-Targeted G-Protein-Coupled Receptor Gpr17 Regulates Oligodendrocyte Survival in Response to
Lysolecithin-Induced Demyelination. Journal of Neuroscience, 2016, 36, 10560-10573. 1.7 64

70 Subpallial Enhancer Transgenic Lines: a Data and Tool Resource to Study Transcriptional Regulation
of GABAergic Cell Fate. Neuron, 2016, 92, 59-74. 3.8 62

71 Cerebral cortex expansion and folding: what have we learned?. EMBO Journal, 2016, 35, 1021-1044. 3.5 262

72 Broad histone H3K4me3 domains in mouse oocytes modulate maternal-to-zygotic transition. Nature,
2016, 537, 548-552. 13.7 484

73 Enhancer Remodeling During Early Mammalian Embryogenesis: Lessons for Somatic Reprogramming,
Rejuvenation, and Aging. Current Stem Cell Reports, 2016, 2, 263-272. 0.7 0

74 Transcriptional Dynamics at Brain Enhancers: from Functional Specialization to Neurodegeneration.
Current Neurology and Neuroscience Reports, 2016, 16, 94. 2.0 4

75 Transcriptional Networks Controlled by NKX2-1 in the Development of Forebrain GABAergic Neurons.
Neuron, 2016, 91, 1260-1275. 3.8 120



6

Citation Report

# Article IF Citations

76 The Molecular Landscape of the Developing Human Central Nervous System. , 2016, , 203-220. 1

77 The Ties That Bind: Mapping the Dynamic Enhancer-Promoter Interactome. Cell, 2016, 167, 1163-1166. 13.5 27

78 LATS-YAP/TAZ controls lineage specification by regulating TGFÎ² signaling and Hnf4Î± expression during
liver development. Nature Communications, 2016, 7, 11961. 5.8 155

79 Genome-wide compendium and functional assessment of in vivo heart enhancers. Nature
Communications, 2016, 7, 12923. 5.8 83

80 An Emerging Regulatory Landscape for Skeletal Development. Trends in Genetics, 2016, 32, 774-787. 2.9 16

81 Mammalian Brain Development is Accompanied by a Dramatic Increase in Bipolar DNA Methylation.
Scientific Reports, 2016, 6, 32298. 1.6 13

82 Genomic divergence and brain evolution: How regulatory DNA influences development of the cerebral
cortex. BioEssays, 2016, 38, 162-171. 1.2 37

83 The FaceBase Consortium: A comprehensive resource for craniofacial researchers. Development
(Cambridge), 2016, 143, 2677-88. 1.2 62

84 The role of the local environment and epigenetics in shaping macrophage identity and their effect on
tissue homeostasis. Nature Immunology, 2016, 17, 18-25. 7.0 315

85 Massively parallel <i>cis</i>-regulatory analysis in the mammalian central nervous system. Genome
Research, 2016, 26, 238-255. 2.4 106

86 Super-enhancer lncs to cardiovascular development and disease. Biochimica Et Biophysica Acta -
Molecular Cell Research, 2016, 1863, 1953-1960. 1.9 25

87 Active DNA demethylation at enhancers during the vertebrate phylotypic period. Nature Genetics, 2016,
48, 417-426. 9.4 210

88 Epigenomic Landscape of Human Fetal Brain, Heart, and Liver. Journal of Biological Chemistry, 2016,
291, 4386-4398. 1.6 45

89 Transcriptional enhancers: Transcription, function and flexibility. Transcription, 2016, 7, 26-31. 1.7 23

90 KMT2D regulates specific programs in heart development via histone H3 lysine 4 di-methylation.
Development (Cambridge), 2016, 143, 810-821. 1.2 100

91 Stimulus-specific combinatorial functionality of neuronal c-fos enhancers. Nature Neuroscience,
2016, 19, 75-83. 7.1 187

92 Toward understanding the evolution of vertebrate gene regulatory networks: comparative genomics
and epigenomic approaches. Briefings in Functional Genomics, 2016, 15, 315-321. 1.3 7

93 Elucidating the mechanisms of transcription regulation during heart development by next-generation
sequencing. Journal of Human Genetics, 2016, 61, 5-12. 1.1 3



7

Citation Report

# Article IF Citations

94 MicroRNAs activate gene transcription epigenetically as an enhancer trigger. RNA Biology, 2017, 14,
1326-1334. 1.5 262

95 Sex-specific chromatin landscapes in an ultra-compact chordate genome. Epigenetics and Chromatin,
2017, 10, 3. 1.8 14

96 Topologically associated domains: a successful scaffold for the evolution of gene regulation in
animals. Wiley Interdisciplinary Reviews: Developmental Biology, 2017, 6, e265. 5.9 75

97 PRC2 Facilitates the Regulatory Topology Required for Poised Enhancer Function during Pluripotent
Stem Cell Differentiation. Cell Stem Cell, 2017, 20, 689-705.e9. 5.2 198

98 An Intrinsic Transcriptional Program Underlying Synaptic Scaling during Activity Suppression. Cell
Reports, 2017, 18, 1512-1526. 2.9 65

99 Differential Gene Expression in the Human Brain Is Associated with Conserved, but Not Accelerated,
Noncoding Sequences. Molecular Biology and Evolution, 2017, 34, 1217-1229. 3.5 10

100 HAND2 Target Gene Regulatory Networks Control Atrioventricular Canal and Cardiac Valve
Development. Cell Reports, 2017, 19, 1602-1613. 2.9 50

101 Gene regulatory mechanisms underlying the intestinal innate immune response. Current Opinion in
Genetics and Development, 2017, 43, 46-52. 1.5 3

102 Comparative analyses of super-enhancers reveal conserved elements in vertebrate genomes. Genome
Research, 2017, 27, 259-268. 2.4 39

103 The free-energy cost of interaction between DNA loops. Scientific Reports, 2017, 7, 12610. 1.6 3

104 Early-Life Gene Expression in Neurons Modulates Lasting Epigenetic States. Cell, 2017, 171, 1151-1164.e16. 13.5 167

105 <i>Coup-TF1&amp;2</i> (<i>Nr2f1</i> and <i>Nr2f2</i>) control subtype and laminar identity of
MGE-derived neocortical interneurons. Development (Cambridge), 2017, 144, 2837-2851. 1.2 59

106 The interplay of epigenetic marks during stem cell differentiation and development. Nature Reviews
Genetics, 2017, 18, 643-658. 7.7 414

107 Functional regulatory evolution outside of the minimal <i>even-skipped</i> stripe 2 enhancer.
Development (Cambridge), 2017, 144, 3095-3101. 1.2 14

108 Germline Chd8 haploinsufficiency alters brain development in mouse. Nature Neuroscience, 2017, 20,
1062-1073. 7.1 210

109 Spatiotemporal regulation of enhancers during cardiogenesis. Cellular and Molecular Life Sciences,
2017, 74, 257-265. 2.4 4

110 Brain gene expression signature on primate genomic sequence evolution. Scientific Reports, 2017, 7,
17329. 1.6 5

111 Insights into interplay between rexinoid signaling and myogenic regulatory factor-associated
chromatin state in myogenic differentiation. Nucleic Acids Research, 2017, 45, 11236-11248. 6.5 18



8

Citation Report

# Article IF Citations

112 Putative enhancer sites in the bovine genome are enriched with variants affecting complex traits.
Genetics Selection Evolution, 2017, 49, 56. 1.2 41

113 Gene Regulatory Enhancers with Evolutionarily Conserved Activity Are More Pleiotropic than Those
with Species-Specific Activity. Genome Biology and Evolution, 2017, 9, 2615-2625. 1.1 26

114 Mapping cell type-specific transcriptional enhancers using high affinity, lineage-specific Ep300
bioChIP-seq. ELife, 2017, 6, . 2.8 50

115 Limb-Enhancer Genie: An accessible resource of accurate enhancer predictions in the developing limb.
PLoS Computational Biology, 2017, 13, e1005720. 1.5 17

116 Chromatin Regulation of Neuronal Maturation and Plasticity. Trends in Neurosciences, 2018, 41,
311-324. 4.2 77

117 Multiple enhancer regions govern the transcription of CCN2 during embryonic development. Journal
of Cell Communication and Signaling, 2018, 12, 231-243. 1.8 8

118 Enhancer redundancy provides phenotypic robustness in mammalian development. Nature, 2018, 554,
239-243. 13.7 514

119 High-Resolution Epigenomic Atlas of Human Embryonic Craniofacial Development. Cell Reports, 2018,
23, 1581-1597. 2.9 111

120 <i>Dlx1<i>and</i>Dlx2</i>Promote Interneuron GABA Synthesis, Synaptogenesis, and Dendritogenesis.
Cerebral Cortex, 2018, 28, 3797-3815. 1.6 72

121 Enhancing our brains: Genomic mechanisms underlying cortical evolution. Seminars in Cell and
Developmental Biology, 2018, 76, 23-32. 2.3 28

122 Lineage divergence of activity-driven transcription and evolution of cognitive ability. Nature Reviews
Neuroscience, 2018, 19, 9-15. 4.9 33

123 Heart enhancers with deeply conserved regulatory activity are established early in zebrafish
development. Nature Communications, 2018, 9, 4977. 5.8 42

124 Brd4â€™s Bromodomains Mediate Histone H3 Acetylation and Chromatin Remodeling in Pluripotent Cells
through P300 and Brg1. Cell Reports, 2018, 25, 1756-1771. 2.9 74

125 High-resolution genome-wide functional dissection of transcriptional regulatory regions and
nucleotides in human. Nature Communications, 2018, 9, 5380. 5.8 117

126 Functional conservation of sequence determinants at rapidly evolving regulatory regions across
mammals. PLoS Computational Biology, 2018, 14, e1006451. 1.5 8

127 Prediction of gene regulatory enhancers across species reveals evolutionarily conserved sequence
properties. PLoS Computational Biology, 2018, 14, e1006484. 1.5 71

128 Accurate annotation of accessible chromatin in mouse and human primordial germ cells. Cell
Research, 2018, 28, 1077-1089. 5.7 17

129 Enhancer, transcriptional, and cell fate plasticity precedes intestinal determination during endoderm
development. Genes and Development, 2018, 32, 1430-1442. 2.7 34



9

Citation Report

# Article IF Citations

130 Long genes linked to autism spectrum disorders harbor broad enhancer-like chromatin domains.
Genome Research, 2018, 28, 933-942. 2.4 40

131 Molecular and Cellular Biology of the Right Heart. , 2018, , 57-89. 1

132 Marked Diversity of Unique Cortical Enhancers Enables Neuron-Specific Tools by Enhancer-Driven
Gene Expression. Current Biology, 2018, 28, 2103-2114.e5. 1.8 66

133 A transcription factor collective defines the HSN serotonergic neuron regulatory landscape. ELife,
2018, 7, . 2.8 46

134 Vitamin D and MicroRNAs. , 2018, , 245-267. 0

135 HNF4 factors control chromatin accessibility and are redundantly required for maturation of the
fetal intestine. Development (Cambridge), 2019, 146, . 1.2 22

136 RAEdb: a database of enhancers identified by high-throughput reporter assays. Database: the Journal of
Biological Databases and Curation, 2019, 2019, . 1.4 15

137 A reference map of murine cardiac transcription factor chromatin occupancy identifies dynamic and
conserved enhancers. Nature Communications, 2019, 10, 4907. 5.8 100

138 An enhancer cluster controls gene activity and topology of the SCN5A-SCN10A locus in vivo. Nature
Communications, 2019, 10, 4943. 5.8 24

139
Long-range Pitx2c enhancerâ€“promoter interactions prevent predisposition to atrial fibrillation.
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116,
22692-22698.

3.3 46

140 Reprogramming of DNA methylation at NEUROD2-bound sequences during cortical neuron
differentiation. Science Advances, 2019, 5, eaax0080. 4.7 32

141 Chromatin dynamics enable transcriptional rhythms in the cnidarian Nematostella vectensis. PLoS
Genetics, 2019, 15, e1008397. 1.5 9

142 The evolution of long noncoding RNA acceptance in prostate cancer initiation, progression, and its
clinical utility in disease management. European Urology, 2019, 76, 546-559. 0.9 82

143 CoBATCH for High-Throughput Single-Cell Epigenomic Profiling. Molecular Cell, 2019, 76, 206-216.e7. 4.5 147

144 Profiling chromatin states using single-cell itChIP-seq. Nature Cell Biology, 2019, 21, 1164-1172. 4.6 109

145 AML Subtype Is a Major Determinant of the Association between Prognostic Gene Expression
Signatures and Their Clinical Significance. Cell Reports, 2019, 28, 2866-2877.e5. 2.9 10

146 A Unique Epigenomic Landscape Defines Human Erythropoiesis. Cell Reports, 2019, 28, 2996-3009.e7. 2.9 41

147 Distinct enhancer signatures in the mouse gastrula delineate progressive cell fate continuum during
embryo development. Cell Research, 2019, 29, 911-926. 5.7 16



10

Citation Report

# Article IF Citations

148 Epigenomic signatures underpin the axonal regenerative ability of dorsal root ganglia sensory
neurons. Nature Neuroscience, 2019, 22, 1913-1924. 7.1 71

149 Enhancer Histone Acetylation Modulates Transcriptional Bursting Dynamics of Neuronal
Activity-Inducible Genes. Cell Reports, 2019, 26, 1174-1188.e5. 2.9 111

150 Genomic Enhancers in Brain Health and Disease. Genes, 2019, 10, 43. 1.0 53

151 Genetic Contexts Characterize Dynamic Histone Modification Patterns Among Cell Types.
Interdisciplinary Sciences, Computational Life Sciences, 2019, 11, 698-710. 2.2 1

152 Human evolved regulatory elements modulate genes involved in cortical expansion and
neurodevelopmental disease susceptibility. Nature Communications, 2019, 10, 2396. 5.8 98

153 Actors with Multiple Roles: Pleiotropic Enhancers and the Paradigm of Enhancer Modularity. Trends
in Genetics, 2019, 35, 423-433. 2.9 61

154 ARNT2 Tunes Activity-Dependent Gene Expression through NCoR2-Mediated Repression and
NPAS4-Mediated Activation. Neuron, 2019, 102, 390-406.e9. 3.8 35

155 The Essentiality Status of Mouse Duplicate Gene Pairs Correlates with Developmental Co-Expression
Patterns. Scientific Reports, 2019, 9, 3224. 1.6 8

156 ARv7 Represses Tumor-Suppressor Genes in Castration-Resistant Prostate Cancer. Cancer Cell, 2019, 35,
401-413.e6. 7.7 127

157 YAP Partially Reprograms Chromatin Accessibility to Directly Induce Adult Cardiogenesis InÂ Vivo.
Developmental Cell, 2019, 48, 765-779.e7. 3.1 171

158 Blood diseaseâ€“causing and â€“suppressing transcriptional enhancers: general principles and GATA2
mechanisms. Blood Advances, 2019, 3, 2045-2056. 2.5 22

159 Recapitulation-like developmental transitions of chromatin accessibility in vertebrates. Zoological
Letters, 2019, 5, 33. 0.7 24

160 Transcriptional Programs and Regeneration Enhancers Underlying Heart Regeneration. Journal of
Cardiovascular Development and Disease, 2019, 6, 2. 0.8 7

161 Regulatory functions of the Mediator kinases CDK8 and CDK19. Transcription, 2019, 10, 76-90. 1.7 79

162 Genome-Wide Regulatory Adaptation Shapes Population-Level Genomic Landscapes in<i>Heliconius</i>.
Molecular Biology and Evolution, 2019, 36, 159-173. 3.5 49

163 Gene therapy for pathologic gene expression. Science, 2019, 363, 231-232. 6.0 0

164 Tissue Regeneration Enhancer Elements: A Way to Unlock Endogenous Healing Power. Developmental
Dynamics, 2019, 248, 34-42. 0.8 26

165 Intragenic Transcriptional cis-Antagonism Across SLC6A3. Molecular Neurobiology, 2019, 56, 4051-4060. 1.9 5



11

Citation Report

# Article IF Citations

166
Sequence and chromatin determinants of transcription factor binding and the establishment of cell
type-specific binding patterns. Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2020, 1863,
194443.

0.9 28

167 Neurobiological functions of transcriptional enhancers. Nature Neuroscience, 2020, 23, 5-14. 7.1 83

168 Genetic and Epigenetic Control of Heart Development. Cold Spring Harbor Perspectives in Biology,
2020, 12, a036756. 2.3 15

169 Tissue-specific transcription reprogramming promotes liver metastasis of colorectal cancer. Cell
Research, 2020, 30, 34-49. 5.7 60

170 DOT1L-mediated murine neuronal differentiation associates with H3K79me2 accumulation and
preserves SOX2-enhancer accessibility. Nature Communications, 2020, 11, 5200. 5.8 29

171 Super Enhancers. Circulation Research, 2020, 127, 1156-1158. 2.0 3

172 Giant Island Mice Exhibit Widespread Gene Expression Changes in Key Metabolic Organs. Genome
Biology and Evolution, 2020, 12, 1277-1301. 1.1 1

173 Dynamic changes in the epigenomic landscape regulate human organogenesis and link to
developmental disorders. Nature Communications, 2020, 11, 3920. 5.8 17

174 Conjugated activation of myocardial-specific transcription of Gja5 by a pair of Nkx2-5-Shox2
co-responsive elements. Developmental Biology, 2020, 465, 79-87. 0.9 2

175 An atlas of dynamic chromatin landscapes in mouse fetal development. Nature, 2020, 583, 744-751. 13.7 257

176 Supervised enhancer prediction with epigenetic pattern recognition and targeted validation. Nature
Methods, 2020, 17, 807-814. 9.0 71

177 Identifying collagen VI as a target of fibrotic diseases regulated by CREBBP/EP300. Proceedings of the
National Academy of Sciences of the United States of America, 2020, 117, 20753-20763. 3.3 45

178 Evolution of regulatory signatures in primate cortical neurons at cell-type resolution. Proceedings
of the National Academy of Sciences of the United States of America, 2020, 117, 28422-28432. 3.3 18

179 Recently Evolved Enhancers Emerge with High Interindividual Variability and Less Frequently
Associate with Disease. Cell Reports, 2020, 31, 107799. 2.9 7

180 Selection against archaic hominin genetic variation in regulatory regions. Nature Ecology and
Evolution, 2020, 4, 1558-1566. 3.4 40

181 Enhancer RNAs predict enhancerâ€“gene regulatory links and are critical for enhancer function in
neuronal systems. Nucleic Acids Research, 2020, 48, 9550-9570. 6.5 61

182 Cis-effects on gene expression in the human prenatal brain associated with genetic risk for
neuropsychiatric disorders. Molecular Psychiatry, 2021, 26, 2082-2088. 4.1 23

183 Tead1 is essential for mitochondrial function in cardiomyocytes. American Journal of Physiology -
Heart and Circulatory Physiology, 2020, 319, H89-H99. 1.5 19



12

Citation Report

# Article IF Citations

184
A long noncoding RNA regulates inflammation resolution by mouse macrophages through fatty acid
oxidation activation. Proceedings of the National Academy of Sciences of the United States of
America, 2020, 117, 14365-14375.

3.3 39

185 Testing Proximity of Genomic Regions to Transcription Start Sites and Enhancers Complements Gene
Set Enrichment Testing. Frontiers in Genetics, 2020, 11, 199. 1.1 4

186
Alternatively Constructed Estrogen Receptor Alpha-Driven Super-Enhancers Result in Similar Gene
Expression in Breast and Endometrial Cell Lines. International Journal of Molecular Sciences, 2020, 21,
1630.

1.8 2

187 An Activity-Mediated Transition in Transcription in Early Postnatal Neurons. Neuron, 2020, 107,
874-890.e8. 3.8 41

188 Genomic analyses implicate noncoding de novo variants in congenital heart disease. Nature Genetics,
2020, 52, 769-777. 9.4 97

189 Gene regulatory networks controlling neuronal development. , 2020, , 699-730. 0

190 Epigenetic and Transcriptional Networks Underlying Atrial Fibrillation. Circulation Research, 2020,
127, 34-50. 2.0 48

191 Bookmarking by Non-pioneer Transcription Factors during Liver Development Establishes Competence
for Future Gene Activation. Cell Reports, 2020, 30, 1319-1328.e6. 2.9 27

192 Interrogation of enhancer function by enhancer-targeting CRISPR epigenetic editing. Nature
Communications, 2020, 11, 485. 5.8 139

193 Enhancer-Driven Gene Expression (EDGE) enables the generation of cell type specific tools for the
analysis of neural circuits. Neuroscience Research, 2020, 152, 78-86. 1.0 15

194 Three-dimensional genome architectural CCCTC-binding factor makes choice in duplicated enhancers
at PcdhÎ± locus. Science China Life Sciences, 2020, 63, 835-844. 2.3 5

195
Mapping the <i>cis</i> -regulatory architecture of the human retina reveals noncoding genetic
variation in disease. Proceedings of the National Academy of Sciences of the United States of America,
2020, 117, 9001-9012.

3.3 72

196 Hotspots of Aberrant Enhancer Activity in Fibrolamellar Carcinoma Reveal Candidate Oncogenic
Pathways and Therapeutic Vulnerabilities. Cell Reports, 2020, 31, 107509. 2.9 28

197 Epigenetic regulation of cancer stem cell formation and maintenance. International Journal of
Cancer, 2021, 148, 2884-2897. 2.3 37

198 Dysregulated H3K27 Acetylation Is Implicated in Fatty Liver Hemorrhagic Syndrome in Chickens.
Frontiers in Genetics, 2020, 11, 574167. 1.1 9

200 Chromatin regulatory dynamics of early human small intestinal development using a directed
differentiation model. Nucleic Acids Research, 2021, 49, 726-744. 6.5 14

201 Developmental hourglass and heterochronic shifts in fin and limb development. ELife, 2021, 10, . 2.8 10

202 3D Genome of macaque fetal brain reveals evolutionary innovations during primate corticogenesis.
Cell, 2021, 184, 723-740.e21. 13.5 76



13

Citation Report

# Article IF Citations

203 Intronic enhancer region governs transcript-specific Bdnf expression in rodent neurons. ELife, 2021,
10, . 2.8 22

204 â€œAdopt-a-Tissueâ€• Initiative Advances Efforts to Identify Tissue-Specific Histone Marks in the Mare.
Frontiers in Genetics, 2021, 12, 649959. 1.1 8

205 Heart Enhancers: Development and Disease Control at a Distance. Frontiers in Genetics, 2021, 12,
642975. 1.1 4

206 Functional enhancer elements drive subclass-selective expression from mouse to primate neocortex.
Cell Reports, 2021, 34, 108754. 2.9 88

208 Enhancer grammar in development, evolution, and disease: dependencies and interplay. Developmental
Cell, 2021, 56, 575-587. 3.1 81

209 Profiling the genetic determinants of chromatin accessibility with scalable single-cell CRISPR screens.
Nature Biotechnology, 2021, 39, 1270-1277. 9.4 43

210 A Highly Conserved Shh Enhancer Coordinates Hypothalamic and Craniofacial Development. Frontiers
in Cell and Developmental Biology, 2021, 9, 595744. 1.8 3

212 Epigenetics and Heart Development. Frontiers in Cell and Developmental Biology, 2021, 9, 637996. 1.8 7

213 Functional coordination of BET family proteins underlies altered transcription associated with
memory impairment in fragile X syndrome. Science Advances, 2021, 7, . 4.7 7

216 The hourglass model of evolutionary conservation during embryogenesis extends to developmental
enhancers with signatures of positive selection. Genome Research, 2021, 31, 1573-1581. 2.4 9

217 Genomic enhancers in cardiac development and disease. Nature Reviews Cardiology, 2022, 19, 7-25. 6.1 16

218 Transcriptional Regulation by (Super)Enhancers: From Discovery to Mechanisms. Annual Review of
Genomics and Human Genetics, 2021, 22, 127-146. 2.5 59

220 Developmental and evolutionary dynamics of cis-regulatory elements in mouse cerebellar cells.
Science, 2021, 373, . 6.0 51

221 Chromatin accessibility associates with protein-RNA correlation in human cancer. Nature
Communications, 2021, 12, 5732. 5.8 18

222 Predict long-range enhancer regulation based on proteinâ€“protein interactions between transcription
factors. Nucleic Acids Research, 2021, 49, 10347-10368. 6.5 10

225 Yap Promotes Noncanonical Wnt Signals From Cardiomyocytes for Heart Regeneration. Circulation
Research, 2021, 129, 782-797. 2.0 30

228
Prediction of Alzheimerâ€™s disease-specific phospholipase c gamma-1 SNV by deep learning-based
approach for high-throughput screening. Proceedings of the National Academy of Sciences of the
United States of America, 2021, 118, .

3.3 15

247 Embryonic Stem Cell (ES)-Specific Enhancers Specify the Expression Potential of ES Genes in Cancer.
PLoS Genetics, 2016, 12, e1005840. 1.5 10



14

Citation Report

# Article IF Citations

248 Genetic and epigenetic editing inâ€¨nervous system. Dialogues in Clinical Neuroscience, 2019, 21, 359-368. 1.8 7

249 Genetic and epigenetic variation in the lineage specification of regulatory T cells. ELife, 2015, 4, e07571. 2.8 49

250 Chromatin dynamics and the role of G9a in gene regulation and enhancer silencing during early
mouse development. ELife, 2015, 4, . 2.8 96

251 Discovery and validation of sub-threshold genome-wide association study loci using epigenomic
signatures. ELife, 2016, 5, . 2.8 115

252 Trait-associated noncoding variant regions affect TBX3 regulation and cardiac conduction. ELife,
2020, 9, . 2.8 7

253 Single-cell epigenomics reveals mechanisms of human cortical development. Nature, 2021, 598, 205-213. 13.7 154

254 Parallel functional testing identifies enhancers active in early postnatal mouse brain. ELife, 2021, 10, . 2.8 19

256 Genetics of Restless Legs Syndrome (RLS). , 2015, , 331-351. 0

263 High Resolution Epigenomic Atlas of Human Embryonic Craniofacial Development. SSRN Electronic
Journal, 0, , . 0.4 0

269 A comprehensive resource for retrieving, visualizing, and integrating functional genomics data. Life
Science Alliance, 2020, 3, e201900546. 1.3 5

273 An expansion of the non-coding genome and its regulatory potential underlies vertebrate neuronal
diversity. Neuron, 2022, 110, 70-85.e6. 3.8 22

278 Epitranscriptomic regulation of cognitive development and decline. Seminars in Cell and
Developmental Biology, 2021, , . 2.3 0

279 Transcriptional Pathology Evolves over Time in Rat Hippocampus after Lateral Fluid Percussion
Traumatic Brain Injury. Neurotrauma Reports, 2021, 2, 512-525. 0.5 4

281 Detection and identification of cis-regulatory elements using change-point and classification
algorithms. BMC Genomics, 2022, 23, 78. 1.2 1

282 Mapping and analysis of a spatiotemporal H3K27ac and gene expression spectrum in pigs. Science China
Life Sciences, 2022, 65, 1517-1534. 2.3 21

283 Circulating tumor cells and DNAs in prostate tumors. , 2022, , 67-99. 0

284 Functional assessment of heart-specific enhancers by integrating ChIP-seq data. Pediatric Research,
2022, 92, 1332-1340. 1.1 1

285 AAV Deployment of Enhancer-Based Expression Constructs &lt;em&gt;In Vivo&lt;/em&gt; in Mouse Brain.
Journal of Visualized Experiments, 2022, , . 0.2 1



15

Citation Report

# Article IF Citations

286 The Current State of Genetic Testing Platforms for Inherited Retinal Diseases. Ophthalmology Retina,
2022, 6, 702-710. 1.2 6

287
Single cell enhancer activity distinguishes GABAergic and cholinergic lineages in embryonic mouse
basal ganglia. Proceedings of the National Academy of Sciences of the United States of America, 2022,
119, e2108760119.

3.3 15

288 Genome-wide identification of microRNA targets reveals positive regulation of the Hippo pathway by
miR-122 during liver development. Cell Death and Disease, 2021, 12, 1161. 2.7 7

289 Cortical Cartography: Mapping Arealization Using Single-Cell Omics Technology. Frontiers in Neural
Circuits, 2021, 15, 788560. 1.4 5

290
Intronic elements associated with insomnia and restless legs syndrome exhibit cell-type-specific
epigenetic features contributing to <i>MEIS1</i> regulation. Human Molecular Genetics, 2022, 31,
1733-1746.

1.4 3

291 Characterization of Mammalian In Vivo Enhancers Using Mouse Transgenesis and CRISPR Genome
Editing. Methods in Molecular Biology, 2022, 2403, 147-186. 0.4 20

292 Multidimensional chromatin profiling of zebrafish pancreas to uncover and investigate
disease-relevant enhancers. Nature Communications, 2022, 13, 1945. 5.8 5

293 Machine Learning Prediction of Non-Coding Variant Impact in Human Retinal <i>cis</i>-Regulatory
Elements. Translational Vision Science and Technology, 2022, 11, 16. 1.1 5

304 A comparative investigation on H3K27ac enhancer activities in the brain and liver tissues between wild
boars and domesticated pigs. Evolutionary Applications, 2022, 15, 1281-1290. 1.5 2

305 Temporal analysis of enhancers during mouse cerebellar development reveals dynamic and novel
regulatory functions. ELife, 0, 11, . 2.8 7

306 Disruption of the gene regulatory programme in neurodevelopmental disorders. Biochimica Et
Biophysica Acta - Gene Regulatory Mechanisms, 2022, , 194860. 0.9 2

308 MicroRNA-mediated transcriptional and posttranscriptional regulation. , 2022, , 141-152. 0

309 Interleukin-1 receptor associated kinase 1 (IRAK1) is epigenetically activated in luminal epithelial cells
in prostate cancer. Frontiers in Oncology, 0, 12, . 1.3 0

310 Metabolic control of histone acetylation for precise and timely regulation of minor ZGA in early
mammalian embryos. Cell Discovery, 2022, 8, . 3.1 24

311 GATA4 Regulates Developing Endocardium Through Interaction With ETS1. Circulation Research, 2022,
131, . 2.0 6

313 Dynamic chromatin landscape encodes programs for perinatal transition of cardiomyocytes. Cell
Death Discovery, 2023, 9, . 2.0 2

314 The chromatin signatures of enhancers and their dynamic regulation. Nucleus, 2023, 14, . 0.6 5

315 In Vivo Dissection of Chamber-Selective Enhancers Reveals Estrogen-Related Receptor as a Regulator
of Ventricular Cardiomyocyte Identity. Circulation, 2023, 147, 881-896. 1.6 10



16

Citation Report

# Article IF Citations

316 Integrative single-cell RNA-seq and ATAC-seq analysis of myogenic differentiation in pig. BMC Biology,
2023, 21, . 1.7 9

319 Single-cell chromatin accessibility and transcriptome atlas of mouse embryos. Cell Reports, 2023, 42,
112210. 2.9 9

320 ALDOC regulated the biological function and immune infiltration of gastric cancer cells.
International Journal of Biochemistry and Cell Biology, 2023, 158, 106407. 1.2 3

321 Analysis of the P.Â lividus sea urchin genome highlights contrasting trends of genomic and regulatory
evolution in deuterostomes. Cell Genomics, 2023, 3, 100295. 3.0 11

322 Dynamic changes in P300 enhancers and enhancer-promoter contacts control mouse cardiomyocyte
maturation. Developmental Cell, 2023, 58, 898-914.e7. 3.1 3

335 Vitamin D and microRNAs. , 2024, , 261-290. 0


