
A Bayesian deconvolution strategy for immunoprecipitation-based DNA methylome analysis

Nature Biotechnology

26, 779-785

DOI: 10.1038/nbt1414

Citation Report



Citation Report

2

# Article IF Citations

2 A Novel CpG Island Set Identifies Tissue-Specific Methylation at Developmental Gene Loci. PLoS Biology,
2008, 6, e22. 2.6 533

3 Mapping short DNA sequencing reads and calling variants using mapping quality scores. Genome
Research, 2008, 18, 1851-1858. 2.4 2,275

4 Future impact of integrated high-throughput methylome analyses on human health and disease.
Journal of Genetics and Genomics, 2008, 35, 391-401. 1.7 41

5 Specific tumour-associated methylation in normal human term placenta and first-trimester
cytotrophoblasts. Molecular Human Reproduction, 2008, 14, 547-554. 1.3 84

6 Pharmacoepigenomics in colorectal cancer: a step forward in predicting prognosis and treatment
response. Pharmacogenomics, 2008, 9, 1903-1916. 0.6 23

7 An integrated resource for genome-wide identification and analysis of human tissue-specific
differentially methylated regions (tDMRs). Genome Research, 2008, 18, 1518-1529. 2.4 350

8 A novel method for sensitive and specific detection of DNA methylation biomarkers based on DNA
restriction during PCR cycling. BioTechniques, 2009, 47, 737-744. 0.8 15

9 Epigenetic biomarker development. Epigenomics, 2009, 1, 99-110. 1.0 112

10 Ensembl 2009. Nucleic Acids Research, 2009, 37, D690-D697. 6.5 721

11 Finding the fifth base: Genome-wide sequencing of cytosine methylation. Genome Research, 2009, 19,
959-966. 2.4 323

12 A human B cell methylome at 100âˆ’base pair resolution. Proceedings of the National Academy of
Sciences of the United States of America, 2009, 106, 671-678. 3.3 319

13 Genome-wide screen of promoter methylation identifies novel markers in melanoma. Genome Research,
2009, 19, 1462-1470. 2.4 179

14 Subcellular partitioning-dependent functional switching of Arabidopsis photoreceptor phytochrome
B in response to brassinosteroids. Interdisciplinary Bio Central, 2009, 1, 1-5. 0.1 0

15 The resolution of the genetics of gene expression. Human Molecular Genetics, 2009, 18, R211-R215. 1.4 20

16 High-resolution genome-wide cytosine methylation profiling with simultaneous copy number analysis
and optimization for limited cell numbers. Nucleic Acids Research, 2009, 37, 3829-3839. 6.5 141

17 Global analysis of DNA methylation and transcription of human repetitive sequences.. Epigenetics,
2009, 4, 339-350. 1.3 28

18 Epigenetics of neurological cancers. Future Oncology, 2009, 5, 1615-1629. 1.1 20

19 ArrayExpress update--from an archive of functional genomics experiments to the atlas of gene
expression. Nucleic Acids Research, 2009, 37, D868-D872. 6.5 380



3

Citation Report

# Article IF Citations

20 Regulatory patterns of histone modifications to control the DNA methylation status at CpG islands.
Interdisciplinary Bio Central, 2009, 1, 15-21. 0.1 4

21 Gene body methylation of the dimethylarginine dimethylamino-hydrolase 2 (<i>Ddah2</i>) gene is an
epigenetic biomarker for neural stem cell differentiation. Epigenetics, 2009, 4, 248-254. 1.3 15

22 Epigenetic mechanisms in glioblastoma multiforme. Seminars in Cancer Biology, 2009, 19, 188-197. 4.3 154

23 DNA methylation in embryonic stem cells. Journal of Cellular Biochemistry, 2010, 109, 1-6. 1.2 68

24 Methylation analysis by DNA immunoprecipitation. Journal of Cellular Physiology, 2010, 222, 522-531. 2.0 23

25 Molecular Epigenetics and Genetics in Neuro-Oncology. Neurotherapeutics, 2009, 6, 436-446. 2.1 52

26 Tissue-specific variation in DNA methylation levels along human chromosome 1. Epigenetics and
Chromatin, 2009, 2, 7. 1.8 54

27 Distinctive chromatin in human sperm packages genes for embryo development. Nature, 2009, 460,
473-478. 13.7 1,178

28 Locking in on the human methylome. Nature Biotechnology, 2009, 27, 341-342. 9.4 19

29 A whale of a library. Nature Biotechnology, 2009, 27, 342-344. 9.4 0

30 The context and potential of epigenetics in oncology. British Journal of Cancer, 2009, 100, 571-577. 2.9 98

36 Computational Statistics Handbook with MATLAB<sup>Â®</sup>, 2nd edition by MARTINEZ, W. L. and
MARTINEZ, A. R.. Biometrics, 2009, 65, 338-338. 0.8 1

39 Computational Methods in Biomedical Research edited by KHATTREE, R. and NAIK, D. N.. Biometrics, 2009,
65, 338-339. 0.8 1

48 ChIPing away at the genome: the new frontier travel guide. Molecular BioSystems, 2009, 5, 1421. 2.9 16

49 Genome-wide identification of DNAâ€“protein interactions using chromatin immunoprecipitation
coupled with flow cell sequencing. Journal of Endocrinology, 2009, 201, 1-13. 1.2 37

50 Methods in DNA methylation profiling. Epigenomics, 2009, 1, 331-345. 1.0 80

51 High-throughput bisulfite sequencing in mammalian genomes. Methods, 2009, 48, 226-232. 1.9 191

52 Effects of CpG Methylation on Recognition of DNA by the Tumour Suppressor p53. Journal of
Molecular Biology, 2009, 386, 72-80. 2.0 17



4

Citation Report

# Article IF Citations

53 Protein-binding microarrays: probing disease markers at the interface of proteomics and genomics.
Trends in Molecular Medicine, 2009, 15, 352-358. 3.5 14

54 High-throughput sequence-based epigenomic analysis of Alu repeats in human cerebellum. Nucleic
Acids Research, 2009, 37, 4331-4340. 6.5 87

55 The need for speed. Genome Biology, 2009, 10, 212. 13.9 12

56 Ultrafast and memory-efficient alignment of short DNA sequences to the human genome. Genome
Biology, 2009, 10, R25. 13.9 19,212

57 Advances in the identification and analysis of allele-specific expression. Genome Medicine, 2009, 1, 56. 3.6 35

58 Short-Read Sequencing Technologies for Transcriptional Analyses. Annual Review of Plant Biology,
2009, 60, 305-333. 8.6 118

59 Tackling the methylome: recent methodological advances in genome-wide methylation profiling.
Genome Medicine, 2009, 1, 106. 3.6 21

60 High-resolution mapping studies of chromatin and gene regulatory elements. Epigenomics, 2009, 1,
319-329. 1.0 5

61 Development of a Novel Output Value for Quantitative Assessment in Methylated DNA
Immunoprecipitation-CpG Island Microarray Analysis. DNA Research, 2009, 16, 275-286. 1.5 35

62 A Bioinformatics Pipeline for Cancer Epigenetics. Current Bioinformatics, 2010, 5, 153-163. 0.7 2

64 Genome-scale DNA methylation analysis. Epigenomics, 2010, 2, 105-117. 1.0 134

65 Profiling the Cancer Genome. Annual Review of Genomics and Human Genetics, 2010, 11, 133-159. 2.5 43

66 Challenges in Understanding Genome-Wide DNA Methylation. Journal of Computer Science and
Technology, 2010, 25, 26-34. 0.9 4

67 Integrating the multiple dimensions of genomic and epigenomic landscapes of cancer. Cancer and
Metastasis Reviews, 2010, 29, 73-93. 2.7 51

68 Methods for DNA methylation analysis and applications in colon cancer. Mutation Research -
Fundamental and Molecular Mechanisms of Mutagenesis, 2010, 693, 84-93. 0.4 23

69 Epigenomics of human colon cancer. Mutation Research - Fundamental and Molecular Mechanisms of
Mutagenesis, 2010, 693, 53-60. 0.4 49

70 HPeak: an HMM-based algorithm for defining read-enriched regions in ChIP-Seq data. BMC
Bioinformatics, 2010, 11, 369. 1.2 94

71 Genome-wide analysis of aberrant methylation in human breast cancer cells using methyl-DNA
immunoprecipitation combined with high-throughput sequencing. BMC Genomics, 2010, 11, 137. 1.2 177



5

Citation Report

# Article IF Citations

72 Genome-wide conserved consensus transcription factor binding motifs are hyper-methylated. BMC
Genomics, 2010, 11, 519. 1.2 93

73 Assessing the efficiency and significance of Methylated DNA Immunoprecipitation (MeDIP) assays in
using in vitro methylated genomic DNA. BMC Research Notes, 2010, 3, 240. 0.6 17

74 Experimental approaches to the study of epigenomic dysregulation in ageing. Experimental
Gerontology, 2010, 45, 255-268. 1.2 18

75 Genome-wide hypomethylation in cancer may be a passive consequence of transformation. Biochimica
Et Biophysica Acta: Reviews on Cancer, 2010, 1806, 50-57. 3.3 54

76 Identification of methylated regions with peak search based on Poisson model from massively parallel
methylated DNA immunoprecipitationâ€•sequencing data. Electrophoresis, 2010, 31, 3537-3544. 1.3 4

78 Genome-wide DNA methylation analysis for diabetic nephropathy in type 1 diabetes mellitus. BMC
Medical Genomics, 2010, 3, 33. 0.7 261

79 Aberrant DNA methylation in contrast with mutations. Cancer Science, 2010, 101, 300-305. 1.7 98

80 Quantitative comparison of genome-wide DNA methylation mapping technologies. Nature
Biotechnology, 2010, 28, 1106-1114. 9.4 534

81 Comparison of sequencing-based methods to profile DNA methylation and identification of
monoallelic epigenetic modifications. Nature Biotechnology, 2010, 28, 1097-1105. 9.4 647

82 Epigenetic modifications in pluripotent and differentiated cells. Nature Biotechnology, 2010, 28,
1079-1088. 9.4 331

83 Epigenetic modifications and human disease. Nature Biotechnology, 2010, 28, 1057-1068. 9.4 2,328

84 Chromatin profiling by directly sequencing small quantities of immunoprecipitated DNA. Nature
Methods, 2010, 7, 47-49. 9.0 112

85 Genome-scale DNA methylation mapping of clinical samples at single-nucleotide resolution. Nature
Methods, 2010, 7, 133-136. 9.0 302

86 Principles and challenges of genome-wide DNA methylation analysis. Nature Reviews Genetics, 2010, 11,
191-203. 7.7 1,432

87 Differential DNA Methylation Correlates with Differential Expression of Angiogenic Factors in Human
Heart Failure. PLoS ONE, 2010, 5, e8564. 1.1 182

88 Integrated Genetic and Epigenetic Analysis Identifies Haplotype-Specific Methylation in the FTO Type 2
Diabetes and Obesity Susceptibility Locus. PLoS ONE, 2010, 5, e14040. 1.1 215

89 Profiling DNA Methylomes from Microarray to Genome-Scale Sequencing. Technology in Cancer
Research and Treatment, 2010, 9, 139-147. 0.8 61

90 Classification of DNA sequences using Bloom filters. Bioinformatics, 2010, 26, 1595-1600. 1.8 57



6

Citation Report

# Article IF Citations

91 How genome-wide approaches can be used to unravel the remaining secrets of the imprintome.
Briefings in Functional Genomics, 2010, 9, 315-328. 1.3 25

92 Computational analysis of genome-wide DNA methylation during the differentiation of human
embryonic stem cells along the endodermal lineage. Genome Research, 2010, 20, 1441-1450. 2.4 155

93
CpG methylation of half-CRE sequences creates C/EBPÎ± binding sites that activate some tissue-specific
genes. Proceedings of the National Academy of Sciences of the United States of America, 2010, 107,
20311-20316.

3.3 197

94 Conservation and divergence in eukaryotic DNA methylation. Proceedings of the National Academy of
Sciences of the United States of America, 2010, 107, 9027-9028. 3.3 76

95 Genomics of medulloblastoma: from Giemsa-banding to next-generation sequencing in 20 years.
Neurosurgical Focus, 2010, 28, E6. 1.0 48

96 A statistical framework for Illumina DNA methylation arrays. Bioinformatics, 2010, 26, 2849-2855. 1.8 86

97 The DNA Methylome of Human Peripheral Blood Mononuclear Cells. PLoS Biology, 2010, 8, e1000533. 2.6 290

98 Chromatin and sequence features that define the fine and gross structure of genomic methylation
patterns. Genome Research, 2010, 20, 972-980. 2.4 160

99 Epigenetic approaches for the detection of fetal DNA in maternal plasma. Chimerism, 2010, 1, 30-35. 0.7 26

100 The human sperm epigenome and its potential role in embryonic development. Molecular Human
Reproduction, 2010, 16, 37-47. 1.3 204

101 Molecular Techniques for DNA Methylation Studies. , 2010, , 199-228. 1

102 Cancer Epigenome. Advances in Genetics, 2010, 70, 247-276. 0.8 37

103 Introduction to Epigenomics and Epigenome-Wide Analysis. Methods in Molecular Biology, 2010, 620,
243-265. 0.4 60

104 Protocol matters: which methylome are you actually studying?. Epigenomics, 2010, 2, 587-598. 1.0 42

106 Epigenome Mapping in Normal and Disease States. Circulation Research, 2010, 107, 327-339. 2.0 164

107 AutoMeDIP-seq: A high-throughput, whole genome, DNA methylation assay. Methods, 2010, 52, 223-231. 1.9 37

108 Whole genome DNA methylation analysis based on high throughput sequencing technology. Methods,
2010, 52, 203-212. 1.9 180

109 Whole-genome DNA methylation profiling using MethylCap-seq. Methods, 2010, 52, 232-236. 1.9 243



7

Citation Report

# Article IF Citations

110 Next-generation sequencing in aging research: Emerging applications, problems, pitfalls and possible
solutions. Ageing Research Reviews, 2010, 9, 315-323. 5.0 98

111 Bisulfite methylation profiling of large genomes. Epigenomics, 2010, 2, 209-220. 1.0 16

112 Sequencing and Genome Assembly Using Next-Generation Technologies. Methods in Molecular
Biology, 2010, 673, 1-17. 0.4 47

113 DNA methylation profiling in acute myeloid leukemia: from recent technological advances to
biological and clinical insights. Future Oncology, 2010, 6, 1415-1431. 1.1 16

114 Optimized design and data analysis of tag-based cytosine methylation assays. Genome Biology, 2010, 11,
R36. 13.9 76

115 Introduction into the analysis of high-throughput-sequencing based epigenome data. Briefings in
Bioinformatics, 2010, 11, 512-523. 3.2 27

116 Next-generation sequencing technologies for DNA methylation analyses in cancer genomics.
Epigenomics, 2010, 2, 199-207. 1.0 11

117 The real cost of sequencing: higher than you think!. Genome Biology, 2011, 12, 125. 13.9 299

118 QDMR: a quantitative method for identification of differentially methylated regions by entropy.
Nucleic Acids Research, 2011, 39, e58-e58. 6.5 105

119 Hypomethylation of the hsa-miR-191 Locus Causes High Expression of hsa-miR-191 and Promotes the
Epithelial-to-Mesenchymal Transition in Hepatocellular Carcinoma. Neoplasia, 2011, 13, 841-IN23. 2.3 105

120 Broad Epigenetic Signature of Maternal Care in the Brain of Adult Rats. PLoS ONE, 2011, 6, e14739. 1.1 406

121 Genome-Wide Epigenetic Modifications in Cancer. , 2011, 67, 25-49. 43

122 Biennial Review of Infertility. , 2011, , . 0

124 Next-generation sequencing applied to molecular diagnostics. Expert Review of Molecular
Diagnostics, 2011, 11, 425-444. 1.5 33

125 Epigenetic methodologies for behavioral scientists. Hormones and Behavior, 2011, 59, 407-416. 1.0 13

126 Comprehensive analysis of DNA-methylation in mammalian tissues using MeDIP-chip. Methods, 2011, 53,
175-184. 1.9 28

127 Accurate genome-scale percentage DNA methylation estimates from microarray data. Biostatistics,
2011, 12, 197-210. 0.9 67

128 Substitution rate variation at human CpG sites correlates with non-CpG divergence, methylation level
and GC content. Genome Biology, 2011, 12, R58. 13.9 71



8

Citation Report

# Article IF Citations

129 Algorithms for CpG Islands Search: New Advantages and Old Problems. , 0, , . 3

130 Next generation quantitative genetics in plants. Frontiers in Plant Science, 2011, 2, 77. 1.7 11

131 High Resolution Detection and Analysis of CpG Dinucleotides Methylation Using MBD-Seq Technology.
PLoS ONE, 2011, 6, e22226. 1.1 69

132 Assessment of methylation level prediction accuracy in methyl-DNA immunoprecipitation and sodium
bisulfite based microarray platforms. Epigenetics, 2011, 6, 410-415. 1.3 19

133 5â€•Hydroxymethylcytosine: a new kid on the epigenetic block?. Molecular Systems Biology, 2011, 7, 562. 3.2 69

134 DNA methylation in neurodegenerative disorders: a missing link between genome and environment?.
Clinical Genetics, 2011, 80, 1-14. 1.0 53

135 The next generation: Using new sequencing technologies to analyse gene regulation. Respirology,
2011, 16, 210-222. 1.3 46

136 Strategies for DNA methylation analysis in developmental studies. Development Growth and
Differentiation, 2011, 53, 287-299. 0.6 4

137 Preparation of reduced representation bisulfite sequencing libraries for genome-scale DNA
methylation profiling. Nature Protocols, 2011, 6, 468-481. 5.5 667

138 Charting histone modifications and the functional organization of mammalian genomes. Nature
Reviews Genetics, 2011, 12, 7-18. 7.7 1,019

139 Epigenome-wide association studies for common human diseases. Nature Reviews Genetics, 2011, 12,
529-541. 7.7 1,110

140 Tumour-specific methylation of PTPRG intron 1 locus in sporadic and Lynch syndrome colorectal
cancer. European Journal of Human Genetics, 2011, 19, 307-312. 1.4 16

141 Dynamic regulation of 5-hydroxymethylcytosine in mouse ES cells and during differentiation. Nature,
2011, 473, 398-402. 13.7 1,035

142 Exposing the DNA methylome iceberg. Trends in Biochemical Sciences, 2011, 36, 381-7. 3.7 78

143 A twin approach to unraveling epigenetics. Trends in Genetics, 2011, 27, 116-125. 2.9 350

144 The DNA methylome. FEBS Letters, 2011, 585, 1994-2000. 1.3 80

145 Dissecting DNA hypermethylation in cancer. FEBS Letters, 2011, 585, 2078-2086. 1.3 74

146 Epigenomics of human embryonic stem cells and induced pluripotent stem cells: insights into
pluripotency and implications for disease. Genome Medicine, 2011, 3, 36. 3.6 49



9

Citation Report

# Article IF Citations

147 Statistical approaches for the analysis of DNA methylation microarray data. Human Genetics, 2011, 129,
585-595. 1.8 53

148 Chromosome-wide DNA methylation analysis predicts human tissue-specific X inactivation. Human
Genetics, 2011, 130, 187-201. 1.8 111

149 Correlation of SHOX2 Gene Amplification and DNA Methylation in Lung Cancer Tumors. BMC Cancer,
2011, 11, 102. 1.1 55

150 Identification of DNA methylation changes associated with human gastric cancer. BMC Medical
Genomics, 2011, 4, 82. 0.7 54

151 Functional genomics of the brain: uncovering networks in the CNS using a systems approach. Wiley
Interdisciplinary Reviews: Systems Biology and Medicine, 2011, 3, 628-648. 6.6 11

152 The hunt for the epiallele. Environmental and Molecular Mutagenesis, 2011, 52, 1-11. 0.9 28

153 The human variome: genomic and epigenomic diversity. EMBO Molecular Medicine, 2011, 3, 573-574. 3.3 2

154 Novel DNA binding domain-based assays for detection of methylated and nonmethylated DNA.
Epigenomics, 2011, 3, 93-101. 1.0 18

155 Epigenome sequencing comes of age in development, differentiation and disease mechanism research.
Epigenomics, 2011, 3, 207-220. 1.0 7

156 DNA methylation in liver tumorigenesis in fish from the environment. Epigenetics, 2011, 6, 1319-1333. 1.3 54

157 Comparative methylome analysis of benign and malignant peripheral nerve sheath tumors. Genome
Research, 2011, 21, 515-524. 2.4 94

158 Genes for embryo development are packaged in blocks of multivalent chromatin in zebrafish sperm.
Genome Research, 2011, 21, 578-589. 2.4 175

159 Deep sequencing reveals distinct patterns of DNA methylation in prostate cancer. Genome Research,
2011, 21, 1028-1041. 2.4 166

160 Integration of genomic and epigenomic DNA methylation data in common complex diseases by
haplotype-specific methylation analysis. Personalized Medicine, 2011, 8, 243-251. 0.8 8

161 Distinct Epigenomic Features in End-Stage Failing Human Hearts. Circulation, 2011, 124, 2411-2422. 1.6 245

162 Validation of a DNA methylation microarray for 450,000 CpG sites in the human genome. Epigenetics,
2011, 6, 692-702. 1.3 908

163 The Decade of the Epigenomes?. Genes and Cancer, 2011, 2, 680-687. 0.6 16

164 DNA methylation in personalized medicine. Personalized Medicine, 2011, 8, 35-43. 0.8 4



10

Citation Report

# Article IF Citations

165
Expanded methyl-sensitive cut counting reveals hypomethylation as an epigenetic state that highlights
functional sequences of the genome. Proceedings of the National Academy of Sciences of the United
States of America, 2011, 108, 9715-9720.

3.3 28

166 Contribution of Intragenic DNA Methylation in Mouse Gametic DNA Methylomes to Establish
Oocyte-Specific Heritable Marks. PLoS Genetics, 2012, 8, e1002440. 1.5 447

167 Bio-CAP: a versatile and highly sensitive technique to purify and characterise regions of
non-methylated DNA. Nucleic Acids Research, 2012, 40, e32-e32. 6.5 27

168 Copy-number-aware differential analysis of quantitative DNA sequencing data. Genome Research, 2012,
22, 2489-2496. 2.4 28

169 Human-specific CpG â€œbeaconsâ€• identify loci associated with human-specific traits and disease.
Epigenetics, 2012, 7, 1188-1199. 1.3 38

170 Standardization and quality controls for the methylated DNA immunoprecipitation technique.
Epigenetics, 2012, 7, 615-625. 1.3 19

171 Evaluation of GPU-based Seed Generation for Computational Genomics Using Burrows-Wheeler
Transform. , 2012, , . 7

172 MeQA: a pipeline for MeDIP-seq data quality assessment and analysis. Bioinformatics, 2012, 28, 587-588. 1.8 26

173 Targeted sequence capture as a powerful tool for evolutionary analysis<sup>1</sup>. American
Journal of Botany, 2012, 99, 312-319. 0.8 146

174 Conserved epigenetic sensitivity to early life experience in the rat and human hippocampus.
Proceedings of the National Academy of Sciences of the United States of America, 2012, 109, 17266-17272. 3.3 285

175 A DNA methylation fingerprint of 1628 human samples. Genome Research, 2012, 22, 407-419. 2.4 341

176 DNA Methylation Analysis of Germ Cells by Using Bisulfite-Based Sequencing Methods. Methods in
Molecular Biology, 2012, 825, 223-235. 0.4 9

177 The Signature of Maternal Rearing in the Methylome in Rhesus Macaque Prefrontal Cortex and T Cells.
Journal of Neuroscience, 2012, 32, 15626-15642. 1.7 340

178 MethylomeDB: a database of DNA methylation profiles of the brain. Nucleic Acids Research, 2012, 40,
D1245-D1249. 6.5 62

179 The Human Imprintome: Regulatory Mechanisms, Methods of Ascertainment, and Roles in Disease
Susceptibility. ILAR Journal, 2012, 53, 341-358. 1.8 76

180 Postnatal development- and age-related changes in DNA-methylation patterns in the human genome.
Nucleic Acids Research, 2012, 40, 6477-6494. 6.5 51

181 Challenges in nutrition-related DNA methylation studies. Biomolecular Concepts, 2012, 3, 151-160. 1.0 4

182 The Application of the Next-Generation Sequencing Technologies in Cancer Research. , 2012, , 227-258. 0



11

Citation Report

# Article IF Citations

183
Clinical and public health research using methylated DNA Immunoprecipitation (MeDIP): A comparison
of commercially available kits to examine differential DNA methylation across the genome.
Epigenetics, 2012, 7, 106-112.

1.3 9

184 Conserved DNA methylation patterns in healthy blood cells and extensive changes in leukemia
measured by a new quantitative technique. Epigenetics, 2012, 7, 1368-1378. 1.3 66

185 Epigenetics of Hostâ€“Pathogen Interactions: The Road Ahead and the Road Behind. PLoS Pathogens,
2012, 8, e1003007. 2.1 205

186 DNA methylome analysis using short bisulfite sequencing data. Nature Methods, 2012, 9, 145-151. 9.0 313

187 MBD-seq as a cost-effective approach for methylome-wide association studies: demonstration in 1500
caseâ€“control samples. Epigenomics, 2012, 4, 605-621. 1.0 86

188 CG methylation. Epigenomics, 2012, 4, 655-663. 1.0 81

189 Guthrie card methylomics identifies temporally stable epialleles that are present at birth in humans.
Genome Research, 2012, 22, 2138-2145. 2.4 61

190 DNA Methylation as a Biomarker for Neuropsychiatric Diseases. International Journal of
Neuroscience, 2012, 122, 165-176. 0.8 29

191 The landscape of DNA repeat elements in human heart failure. Genome Biology, 2012, 13, R90. 13.9 33

192 Analysing and interpreting DNA methylation data. Nature Reviews Genetics, 2012, 13, 705-719. 7.7 504

193 Systematic assessment of reduced representation bisulfite sequencing to human blood samples: A
promising method for large-sample-scale epigenomic studies. Journal of Biotechnology, 2012, 157, 1-6. 1.9 44

194 Single Nucleotide Analysis of Cytosine Methylation by Wholeâ€•Genome Shotgun Bisulfite Sequencing.
Current Protocols in Molecular Biology, 2012, 99, Unit21.23. 2.9 24

195 Next generation sequencing in epigenetics: Insights and challenges. Seminars in Cell and
Developmental Biology, 2012, 23, 192-199. 2.3 83

196
Functional heterologous expression and purification of a mammalian methyl-CpG binding domain in
suitable yield for DNA methylation profiling assays. Protein Expression and Purification, 2012, 82,
332-338.

0.6 4

197 Protection against De Novo Methylation Is Instrumental in Maintaining Parent-of-Origin Methylation
Inherited from the Gametes. Molecular Cell, 2012, 47, 909-920. 4.5 118

198 Methylated DNA Immunoprecipitation (MeDIP) from Low Amounts of Cells. Methods in Molecular
Biology, 2012, 925, 149-158. 0.4 23

199 DNA methylation profiling in the clinic: applications and challenges. Nature Reviews Genetics, 2012, 13,
679-692. 7.7 675

200 Epigenetic biomarkers: A new perspective in laboratory diagnostics. Clinica Chimica Acta, 2012, 413,
1576-1582. 0.5 45



12

Citation Report

# Article IF Citations

201 Strategies for discovery and validation of methylated and hydroxymethylated <scp>DNA</scp>
biomarkers. Cancer Medicine, 2012, 1, 237-260. 1.3 106

202 Genome-wide DNA methylation analyses in the brain reveal four differentially methylated regions
between humans and non-human primates. BMC Evolutionary Biology, 2012, 12, 144. 3.2 13

203 A tale of three next generation sequencing platforms: comparison of Ion torrent, pacific biosciences
and illumina MiSeq sequencers. BMC Genomics, 2012, 13, 341. 1.2 1,601

204 An evaluation of two-channel ChIP-on-chip and DNA methylation microarray normalization strategies.
BMC Genomics, 2012, 13, 42. 1.2 17

205 Analysis method of epigenetic DNA methylation to dynamically investigate the functional activity of
transcription factors in gene expression. BMC Genomics, 2012, 13, 532. 1.2 11

206 â€˜Sifting the significance from the dataâ€™ - the impact of high-throughput genomic technologies on
human genetics and health care. Human Genomics, 2012, 6, 11. 1.4 5

207 Genome-wide DNA methylation profiling of non-small cell lung carcinomas. Epigenetics and
Chromatin, 2012, 5, 9. 1.8 74

208 Resources for methylome analysis suitable for gene knockout studies of potential epigenome
modifiers. GigaScience, 2012, 1, 3. 3.3 39

209 Epigenetic genome-wide association methylation in aging and longevity. Epigenomics, 2012, 4, 503-509. 1.0 56

210 Using epigenome-wide association scans of DNA methylation in age-related complex human traits.
Epigenomics, 2012, 4, 511-526. 1.0 42

213 DNA methylation based biomarkers: Practical considerations and applications. Biochimie, 2012, 94,
2314-2337. 1.3 139

214 DNA methylation-based biomarkers in serum of patients with breast cancer. Mutation Research -
Reviews in Mutation Research, 2012, 751, 304-325. 2.4 60

215
Analysis of the Methylome of Human Embryonic Stem Cells Employing Methylated DNA
Immunoprecipitation Coupled to Next-Generation Sequencing. Methods in Molecular Biology, 2012,
873, 281-295.

0.4 6

216 DNA Methylation: An Epigenetic Risk Factor in Preterm Birth. Reproductive Sciences, 2012, 19, 6-13. 1.1 53

218 Omics Era in Stem Cell Research: Data Integration of Multi-regulatory Layers. , 2012, , 119-137. 0

220 Investigating the relationship of DNA methylation with mutation rate and allele frequency in the
human genome. BMC Genomics, 2012, 13, S7. 1.2 92

221 High Resolution Methylome Map of Rat Indicates Role of Intragenic DNA Methylation in Identification
of Coding Region. PLoS ONE, 2012, 7, e31621. 1.1 80

222 DNA methylation profiling using Illumina BeadArray platform. , 0, , 235-248. 1



13

Citation Report

# Article IF Citations

223 Study design considerations in epigenetic studies of neuropsychiatric disease. , 0, , 391-403. 0

224 DNA methylation testing and marker validation using PCR: diagnostic applications. Expert Review of
Molecular Diagnostics, 2012, 12, 75-92. 1.5 24

225 RNA-Seq Analysis of the Transcriptome of Trypanosoma brucei. Nucleic Acids and Molecular Biology,
2012, , 237-265. 0.2 1

226 Generation and Analysis of Genome-Wide DNA Methylation Maps. , 2012, , 151-167. 1

227 Epigenetic reprogramming in mouse pre-implantation development and primordial germ cells.
Development (Cambridge), 2012, 139, 15-31. 1.2 355

228 Methylome analysis using MeDIP-seq with low DNA concentrations. Nature Protocols, 2012, 7, 617-636. 5.5 270

229 Ultra-low-input, tagmentation-based whole-genome bisulfite sequencing. Genome Research, 2012, 22,
1139-1143. 2.4 114

230 High-throughput sequencing of cytosine methylation in plant DNA. Plant Methods, 2013, 9, 16. 1.9 19

231 Chromatin-linked determinants of zygotic genome activation. Cellular and Molecular Life Sciences,
2013, 70, 1425-1437. 2.4 28

232 Screening for SNPs with Allele-Specific Methylation Based on Next-Generation Sequencing Data.
Statistics in Biosciences, 2013, 5, 179-197. 0.6 2

233 MethylPCA: a toolkit to control for confounders in methylome-wide association studies. BMC
Bioinformatics, 2013, 14, 74. 1.2 16

234 Estimation of CpG coverage in whole methylome next-generation sequencing studies. BMC
Bioinformatics, 2013, 14, 50. 1.2 24

235 Tiling Arrays. Methods in Molecular Biology, 2013, , . 0.4 2

236 Systems biomedicine: Itâ€™s your turn â€”Recent progress in systems biomedicine. Quantitative Biology,
2013, 1, 140-155. 0.3 3

237 Combining genomic and proteomic approaches for epigenetics research. Epigenomics, 2013, 5, 439-452. 1.0 31

238 Characterization of the DNA methylome and its interindividual variation in human peripheral blood
monocytes. Epigenomics, 2013, 5, 255-269. 1.0 19

239 Mutations in regulators of the epigenome and their connections to global chromatin patterns in
cancer. Nature Reviews Genetics, 2013, 14, 765-780. 7.7 373

240 Global DNA Methylation Remodeling Accompanies CD8 T Cell Effector Function. Journal of
Immunology, 2013, 191, 3419-3429. 0.4 167



14

Citation Report

# Article IF Citations

241 Estimating absolute methylation levels at single-CpG resolution from methylation enrichment and
restriction enzyme sequencing methods. Genome Research, 2013, 23, 1541-1553. 2.4 138

242 Epigenetic Alterations in Oncogenesis. Advances in Experimental Medicine and Biology, 2013, 754, v-vii. 0.8 10

243 Epigenetics and Complex Traits. , 2013, , . 1

244 Epigenetics: How Genes and Environment Interact. Epigenetics and Human Health, 2013, , 3-30. 0.2 5

245 Genome-wide screening for understanding the role of DNA methylation in colorectal cancer.
Epigenomics, 2013, 5, 569-581. 1.0 10

246 Mapping Human Epigenomes. Cell, 2013, 155, 39-55. 13.5 481

247 Conventional and Nanotechniques for DNA Methylation Profiling. Journal of Molecular Diagnostics,
2013, 15, 17-26. 1.2 53

248 Methods for Cancer Epigenome Analysis. Advances in Experimental Medicine and Biology, 2013, 754,
313-338. 0.8 22

249 Deciphering the Epigenetic Code: An Overview of DNA Methylation Analysis Methods. Antioxidants and
Redox Signaling, 2013, 18, 1972-1986. 2.5 66

250 Genomics and epigenomics: new promises of personalized medicine for cancer patients. Briefings in
Functional Genomics, 2013, 12, 411-421. 1.3 16

252 Genome-wide DNA Methylation Analysis Using Massively Parallel Sequencing Technologies. Seminars in
Hematology, 2013, 50, 70-77. 1.8 11

253 Epigenetics in Sports. Sports Medicine, 2013, 43, 93-110. 3.1 53

254 Next-Generation Sequencing: From Understanding Biology to Personalized Medicine. Biology, 2013, 2,
378-398. 1.3 35

255
Identification of differentially methylated regions using streptavidin bisulfite ligand methylation
enrichment (SuBLiME), a new method to enrich for methylated DNA prior to deep bisulfite genomic
sequencing. Epigenetics, 2013, 8, 113-127.

1.3 7

256 DNA Methylation Analysis in Human Cancer. Methods in Molecular Biology, 2013, 980, 131-156. 0.4 8

257 Epigenomics and the regulation of aging. Epigenomics, 2013, 5, 205-227. 1.0 52

258 The epigenetic regulator PLZF represses L1 retrotransposition in germ and progenitor cells. EMBO
Journal, 2013, 32, 1941-1952. 3.5 41

259 Regional DNA methylation differences between humans and chimpanzees are associated with genetic
changes, transcriptional divergence and disease genes. Journal of Human Genetics, 2013, 58, 446-454. 1.1 25



15

Citation Report

# Article IF Citations

260 Bridging epigenomics and complex disease: the basics. Cellular and Molecular Life Sciences, 2013, 70,
1609-1621. 2.4 31

261 Integrated analysis of genome-wide genetic and epigenetic association data for identification of
disease mechanisms. Epigenetics, 2013, 8, 1236-1244. 1.3 15

262 Functional DNA methylation differences between tissues, cell types, and across individuals discovered
using the M&amp;M algorithm. Genome Research, 2013, 23, 1522-1540. 2.4 162

263 Low paternal dietary folate alters the mouse sperm epigenome and is associated with negative
pregnancy outcomes. Nature Communications, 2013, 4, 2889. 5.8 366

264 DNAâ€“Methylome Analysis of Mouse Intestinal Adenoma Identifies a Tumour-Specific Signature That Is
Partly Conserved in Human Colon Cancer. PLoS Genetics, 2013, 9, e1003250. 1.5 40

265 Testing two models describing how methylome-wide studies in blood are informative for psychiatric
conditions. Epigenomics, 2013, 5, 367-377. 1.0 81

266 DNA methylation analysis of murine hematopoietic side population cells during aging. Epigenetics,
2013, 8, 1114-1122. 1.3 41

267 Dynamic changes in 5-hydroxymethylation signatures underpin early and late events in drug exposed
liver. Nucleic Acids Research, 2013, 41, 5639-5654. 6.5 78

268 Meeting the methodological challenges in molecular mapping of the embryonic epigenome. Molecular
Human Reproduction, 2013, 19, 809-827. 1.3 11

269 Genome-wide comparison of DNA hydroxymethylation in mouse embryonic stem cells and neural
progenitor cells by a new comparative hMeDIP-seq method. Nucleic Acids Research, 2013, 41, e84-e84. 6.5 84

270 A quality control system for profiles obtained by ChIP sequencing. Nucleic Acids Research, 2013, 41,
e196-e196. 6.5 40

271 Detecting DNAâ€“Protein Interactions in Living Cellsâ€”ChIP Approach. Advances in Protein Chemistry and
Structural Biology, 2013, 91, 101-133. 1.0 6

272 DNA methylation dynamics during the mammalian life cycle. Philosophical Transactions of the Royal
Society B: Biological Sciences, 2013, 368, 20110328. 1.8 262

273 Genome-wide methylation analyses of primary human leukocyte subsets identifies functionally
important cell-typeâ€“specific hypomethylated regions. Blood, 2013, 122, e52-e60. 0.6 63

274 DNMT1 and AIM1 Imprinting in human placenta revealed through a genome-wide screen for
allele-specific DNA methylation. BMC Genomics, 2013, 14, 685. 1.2 47

275 Non-invasive prenatal diagnosis of fetal trisomy 21 using cell-free fetal DNA in maternal blood.
Obstetrics and Gynecology Science, 2013, 56, 58. 0.6 11

276 DNA methylation. , 0, , 37-45. 1

277 WBSA: Web Service for Bisulfite Sequencing Data Analysis. PLoS ONE, 2014, 9, e86707. 1.1 22



16

Citation Report

# Article IF Citations

278 4. Der virtuelle Patient â€“ Systembiologie als Chance fÃ¼r eine individualisierte Medizin. , 0, , . 0

279 Genome-wide DNA methylation analysis in precursor B-cells. Epigenetics, 2014, 9, 1588-1595. 1.3 22

280 Statistical methods for detecting differentially methylated loci and regions. Frontiers in Genetics,
2014, 5, 324. 1.1 99

281 Omics Tools for the Genome-Wide Analysis of Methylation and Histone Modifications. Comprehensive
Analytical Chemistry, 2014, 63, 81-110. 0.7 3

282 A Bayesian Framework to Identify Methylcytosines from High-Throughput Bisulfite Sequencing Data.
PLoS Computational Biology, 2014, 10, e1003853. 1.5 4

283 Evaluation and Comparison of Multiple Aligners for Next-Generation Sequencing Data Analysis.
BioMed Research International, 2014, 2014, 1-16. 0.9 52

284
Sperm DNA Methylation Analysis in Swine Reveals Conserved and Species-Specific Methylation Patterns
and Highlights an Altered Methylation at the GNAS Locus in Infertile Boars1. Biology of Reproduction,
2014, 91, 137.

1.2 27

285 BayMeth: improved DNA methylation quantification for affinity capture sequencing data using a
flexible Bayesian approach. Genome Biology, 2014, 15, R35. 13.9 29

286 5-Methylcytosine and Its Derivatives. Advances in Clinical Chemistry, 2014, 67, 151-187. 1.8 25

287 PGC7 suppresses TET3 for protecting DNA methylation. Nucleic Acids Research, 2014, 42, 2893-2905. 6.5 52

288 Infinium Monkeys: Infinium 450K Array for the Cynomolgus macaque (<i>Macaca fascicularis</i>). G3:
Genes, Genomes, Genetics, 2014, 4, 1227-1234. 0.8 16

289 Genome-Wide Methylation Profiling of Schizophrenia. Balkan Journal of Medical Genetics, 2014, 17,
15-23. 0.5 16

290 MEDIPS: genome-wide differential coverage analysis of sequencing data derived from DNA enrichment
experiments. Bioinformatics, 2014, 30, 284-286. 1.8 305

291 Using high-density DNA methylation arrays to profile copy number alterations. Genome Biology, 2014,
15, R30. 13.9 113

292 Whole genome methylation analyses of schizophrenia patients before and after treatment.
Biotechnology and Biotechnological Equipment, 2014, 28, 518-524. 0.5 31

293 Intragenic DNA methylation status down-regulates bovine IGF2 gene expression in different
developmental stages. Gene, 2014, 534, 356-361. 1.0 29

294 How to interpret Methylation Sensitive Amplified Polymorphism (MSAP) profiles?. BMC Genetics, 2014,
15, 2. 2.7 136

295 Accessing epigenetic variation in the plant methylome. Briefings in Functional Genomics, 2014, 13,
318-327. 1.3 24



17

Citation Report

# Article IF Citations

296 Genomic tools in acute myeloid leukemia: From the bench to the bedside. Cancer, 2014, 120, 1134-1144. 2.0 21

297 Epigenomic alterations define lethal CIMP-positive ependymomas of infancy. Nature, 2014, 506, 445-450. 13.7 521

298 Nextâ€•generation technologies and data analytical approaches for epigenomics. Environmental and
Molecular Mutagenesis, 2014, 55, 155-170. 0.9 55

299 Investigating 5-Hydroxymethylcytosine (5hmC): The State of the Art. Methods in Molecular Biology,
2014, 1094, 243-258. 0.4 16

300 Sequencing depth and coverage: key considerations in genomic analyses. Nature Reviews Genetics,
2014, 15, 121-132. 7.7 1,116

301 High-throughput Sequencing Technology and Its Application. The Journal of Northeast Agricultural
University, 2014, 21, 84-96. 0.1 16

302 Analytical tools and current challenges in the modern era of neuroepigenomics. Nature
Neuroscience, 2014, 17, 1476-1490. 7.1 100

303 Programmable and Highly Resolved Inâ€…Vitro Detection of 5â€•Methylcytosine by TALEs. Angewandte Chemie
- International Edition, 2014, 53, 6002-6006. 7.2 40

305 Laboratory Techniques in Psychiatric Epigenetics. , 2014, , 129-162. 1

306 The Path to Personalized Cardiovascular Medicine. , 2014, , 837-871. 0

307 Comprehensive analysis of DNA methylation data with RnBeads. Nature Methods, 2014, 11, 1138-1140. 9.0 565

308 Genome-wide profiling of sperm DNA methylation in relation to buffalo (Bubalus bubalis) bull
fertility. Theriogenology, 2014, 82, 750-759.e1. 0.9 49

309 Assessing <scp>DNA</scp> methylation levels in animals: choosing the right tool for the job. Animal
Genetics, 2014, 45, 15-24. 0.6 15

310 In utero undernourishment perturbs the adult sperm methylome and intergenerational metabolism.
Science, 2014, 345, 1255903. 6.0 535

311 Genomic Landscape of Human, Bat, and Ex Vivo DNA Transposon Integrations. Molecular Biology and
Evolution, 2014, 31, 1816-1832. 3.5 30

312
Hydroxymethylation and DNA methylation profiles in the prefrontal cortex of the non-human primate
rhesus macaque and the impact of maternal deprivation on hydroxymethylation. Neuroscience, 2014,
268, 139-148.

1.1 52

313 Folic acid stimulation of neural stem cell proliferation is associated with altered methylation profile
of PI3K/Akt/CREB. Journal of Nutritional Biochemistry, 2014, 25, 496-502. 1.9 45

314 No more non-model species: The promise of next generation sequencing for comparative immunology.
Developmental and Comparative Immunology, 2014, 45, 56-66. 1.0 56



18

Citation Report

# Article IF Citations

315 The Epigenome View: An Effort towards Non-Invasive Prenatal Diagnosis. Genes, 2014, 5, 310-329. 1.0 15

317
Association between perinatal methylation of the neuronal differentiation regulator<i>HES1</i>and
later childhood neurocognitive function and behaviour. International Journal of Epidemiology, 2015,
44, 1263-1276.

0.9 37

318 A Genome-Wide Scan of DNA Methylation Markers for Distinguishing Monozygotic Twins. Twin
Research and Human Genetics, 2015, 18, 670-679. 0.3 21

319 MeSiC: A Model-Based Method for Estimating 5â€‰mC Levels at Single-CpG Resolution from MeDIP-seq.
Scientific Reports, 2015, 5, 14699. 1.6 12

320 Genome-wide DNA methylation detection by MethylCap-seq and Infinium HumanMethylation450
BeadChips: an independent large-scale comparison. Scientific Reports, 2015, 5, 15375. 1.6 17

321 Genome-wide analysis of DNA methylation in pigs using reduced representation bisulfite sequencing.
DNA Research, 2015, 22, 343-355. 1.5 72

322 methylPipe and compEpiTools: a suite of R packages for the integrative analysis of epigenomics data.
BMC Bioinformatics, 2015, 16, 313. 1.2 68

323 Association of aberrant DNA methylation in Apcmin/+ mice with the epithelial-mesenchymal transition
and Wnt/Î²-catenin pathways: genome-wide analysis using MeDIP-seq. Cell and Bioscience, 2015, 5, 24. 2.1 10

324 Tritsomy 8 Acute Myeloid Leukemia Analysis Reveals New Insights of DNA Methylome with
Identification of<i>HHEX</i>as Potential Diagnostic Marker. Biomarkers in Cancer, 2015, 7, BIC.S19614. 3.6 25

325 Epigeneticsâ€”Potential for Programming Fish for Aquaculture?. Journal of Marine Science and
Engineering, 2015, 3, 175-192. 1.2 43

326 Dynamics and Reversibility of the DNA Methylation Landscape of Grapevine Plants (Vitis vinifera)
Stressed by In Vitro Cultivation and Thermotherapy. PLoS ONE, 2015, 10, e0126638. 1.1 43

327 Cracking the Code of Human Diseases Using Next-Generation Sequencing: Applications, Challenges, and
Perspectives. BioMed Research International, 2015, 2015, 1-15. 0.9 39

328 Genome-Wide Methylome Analyses Reveal Novel Epigenetic Regulation Patterns in Schizophrenia and
Bipolar Disorder. BioMed Research International, 2015, 2015, 1-15. 0.9 22

329 Introduction to Data Types in Epigenomics. Translational Bioinformatics, 2015, , 3-34. 0.0 2

330 Technologies for the Measurement and Mapping of Genomic 5-Methylcytosine and
5-Hydroxymethylcytosine. , 2015, , 19-38. 0

331 Differential Methylation Analysis with Next-Generation Sequencing. , 2015, , 229-238. 0

332 DNA methylation and gene expression profiles show novel regulatory pathways in hepatocellular
carcinoma. Clinical Epigenetics, 2015, 7, 43. 1.8 85

334 MethylRAD: a simple and scalable method for genome-wide DNA methylation profiling using
methylation-dependent restriction enzymes. Open Biology, 2015, 5, 150130. 1.5 123



19

Citation Report

# Article IF Citations

335 Genome-Wide Epigenetic Studies in Human Disease: A Primer on -Omic Technologies. American Journal
of Epidemiology, 2016, 183, kwv187. 1.6 23

336 Epigenetic Mechanisms Involved in Cancer Stem Cell Profiles. , 2015, , 73-87. 0

337 High density methylation QTL analysis in human blood via next-generation sequencing of the
methylated genomic DNA fraction. Genome Biology, 2015, 16, 291. 3.8 112

339 Characterization of the nasopharyngeal carcinoma methylome identifies aberrant disruption of key
signaling pathways and methylated tumor suppressor genes. Epigenomics, 2015, 7, 155-173. 1.0 52

340 Laboratory Methods in Epigenetics. , 2015, , 7-35. 0

341 DNA methylation profiling: comparison of genome-wide sequencing methods and the Infinium Human
Methylation 450 Bead Chip. Epigenomics, 2015, 7, 1287-1302. 1.0 66

342 Extracting biomarkers of commitment to cancer development: potential role of vibrational
spectroscopy in systems biology. Expert Review of Molecular Diagnostics, 2015, 15, 693-713. 1.5 17

343 MBRidge: an accurate and cost-effective method for profiling DNA methylome at single-base
resolution. Journal of Molecular Cell Biology, 2015, 7, 299-313. 1.5 5

344 Genome-wide assays that identify and quantify modified cytosines in human disease studies. Epigenetics
and Chromatin, 2015, 8, 5. 1.8 31

345 Genome-wide analysis of DNA methylation in photoperiod- and thermo-sensitive male sterile rice Peiai
64S. BMC Genomics, 2015, 16, 102. 1.2 40

346 Omics: Potential Role in Early-Phase Drug Development. , 2015, , 189-222. 0

347 ChIP on Chip and ChIP-Seq Assays: Genome-Wide Analysis of Transcription Factor Binding and Histone
Modifications. Methods in Molecular Biology, 2015, 1288, 447-472. 0.4 8

348 Linking the Aryl Hydrocarbon Receptor with Altered DNA Methylation Patterns and Developmentally
Induced Aberrant Antiviral CD8+ T Cell Responses. Journal of Immunology, 2015, 194, 4446-4457. 0.4 51

349 Multiplexed locus-specific analysis of DNA methylation in single cells. Nature Protocols, 2015, 10,
619-631. 5.5 58

351 AFSM sequencing approach: a simple and rapid method for genome-wide SNP and methylation site
discovery and genetic mapping. Scientific Reports, 2015, 4, 7300. 1.6 39

352 Integrated methylome and transcriptome analysis reveals novel regulatory elements in pediatric acute
lymphoblastic leukemia. Epigenetics, 2015, 10, 882-890. 1.3 58

353 Nano-MeDIP-seq Methylome Analysis Using Low DNA Concentrations. Methods in Molecular Biology,
2015, 1589, 115-138. 0.4 1

354 Global DNA Methylation Profiling Technologies and the Ovarian Cancer Methylome. Methods in
Molecular Biology, 2015, 1238, 653-675. 0.4 22



20

Citation Report

# Article IF Citations

355 Epigenetic Mechanisms in Cellular Reprogramming. Epigenetics and Human Health, 2015, , . 0.2 2

356 The Biology and Genomic Localization of Cytosine Modifications. Epigenetics and Human Health, 2015, ,
167-191. 0.2 1

357 Sequencing the Cancer Methylome. Methods in Molecular Biology, 2015, 1238, 627-651. 0.4 15

358 Probe Lasso: A novel method to rope in differentially methylated regions with 450K DNA methylation
data. Methods, 2015, 72, 21-28. 1.9 109

359 Achieving Singleâ€•Nucleotide Resolution of 5â€•Methylcytosine Detection with TALEs. ChemBioChem, 2015,
16, 228-231. 1.3 26

361 Genome-wide DNA Methylation Profiles and Their Relationships with mRNA and the microRNA
Transcriptome in Bovine Muscle Tissue (Bos taurine). Scientific Reports, 2015, 4, 6546. 1.6 97

363 Computational Analysis and Integration of MeDIP-seq Methylome Data. , 0, , . 2

364 Genome-Wide DNA Methylation in Mixed Ancestry Individuals with Diabetes and Prediabetes from
South Africa. International Journal of Endocrinology, 2016, 2016, 1-11. 0.6 14

366 Global Methylation Patterns and Their Relationship with Gene Expression and Small RNA in Rice Lines
with Different Ploidy. Frontiers in Plant Science, 2016, 7, 1002. 1.7 11

367 Bioinformatics Tools in Epigenomics Studies. , 2016, , 73-107. 1

368 Clinical Genomics: Challenges and Opportunities. Critical Reviews in Eukaryotic Gene Expression, 2016,
26, 97-113. 0.4 12

369 How China can enhance adoption of biotech crops. Nature Biotechnology, 2016, 34, 693-693. 9.4 4

370 Profiling genome-wide DNA methylation. Epigenetics and Chromatin, 2016, 9, 26. 1.8 282

371
Parental vitamin D deficiency during pregnancy is associated with increased blood pressure in
offspring via<i>Panx1</i>hypermethylation. American Journal of Physiology - Heart and Circulatory
Physiology, 2016, 311, H1459-H1469.

1.5 37

373 Clinical Epigenetics and Epigenomics. Translational Bioinformatics, 2016, , 269-293. 0.0 0

374 Tumor purity and differential methylation in cancer epigenomics. Briefings in Functional Genomics,
2016, 15, elw016. 1.3 13

375 Detecting 5-methylcytosine using an enzyme-free DNA strand exchange reaction without pretreatment
under physiological conditions. Chemical Communications, 2016, 52, 6833-6836. 2.2 5

377 Evaluation of a blood-specific DNA methylated region and trial for allele-specific blood identification
from mixed body fluid DNA. Legal Medicine, 2016, 22, 49-53. 0.6 15



21

Citation Report

# Article IF Citations

378 DNA methylation dynamics: identification and functional annotation. Briefings in Functional
Genomics, 2016, 15, elw029. 1.3 13

379 Loss of Endometrial Plasticity in Recurrent Pregnancy Loss. Stem Cells, 2016, 34, 346-356. 1.4 168

380 Genome-Wide Techniques for the Study of Clinical Epigenetic Biomarkers. , 2016, , 119-135. 0

381 Screening of reproductionâ€•related singleâ€•nucleotide variations from MeDIPâ€•seq data in sheep.
Molecular Reproduction and Development, 2016, 83, 958-967. 1.0 23

382 Neuroepigenomics and Human Disease. , 2016, , 73-91. 0

383 SnapShot: Epigenomic Assays. Cell, 2016, 167, 1430-1430.e1. 13.5 2

384 Current and Emerging Technologies for the Analysis of the Genome-Wide and Locus-Specific DNA
Methylation Patterns. Advances in Experimental Medicine and Biology, 2016, 945, 343-430. 0.8 22

385 Gene-set Analysis with CGI Information for Differential DNA Methylation Profiling. Scientific Reports,
2016, 6, 24666. 1.6 4

386 Methods for identifying differentially methylated regions for sequence- and array-based data: Table 1..
Briefings in Functional Genomics, 2016, 15, elw018. 1.3 26

387 Saturation analysis for whole-genome bisulfite sequencing data. Nature Biotechnology, 2016, 34,
691-693. 9.4 26

388 A probabilistic generative model for quantification of DNA modifications enables analysis of
demethylation pathways. Genome Biology, 2016, 17, 49. 3.8 16

389 Single-cell epigenomics: powerful new methods for understanding gene regulation and cell identity.
Genome Biology, 2016, 17, 72. 3.8 253

390 Comparison of Methyl-capture Sequencing vs. Infinium 450K methylation array for methylome analysis
in clinical samples. Epigenetics, 2016, 11, 36-48. 1.3 47

391 Systems Approaches to Understanding Aging. , 2016, , 241-261. 1

392 DNA Methylation Microarrays. , 2016, , 19-46. 2

393 Folic Acid Alters Methylation Profile of JAK-STAT and Long-Term Depression Signaling Pathways in
Alzheimerâ€™s Disease Models. Molecular Neurobiology, 2016, 53, 6548-6556. 1.9 27

394 Statistical Challenges in Analyzing Methylation and Long-Range Chromosomal Interaction Data.
Statistics in Biosciences, 2016, 8, 284-309. 0.6 9

395 Predicting CpG methylation levels by integrating Infinium HumanMethylation450 BeadChip array data.
Genomics, 2016, 107, 132-137. 1.3 26



22

Citation Report

# Article IF Citations

396 Epigenetics - A Different Way of Looking at Genetics. Epigenetics and Human Health, 2016, , . 0.2 0

397 The impact of next-generation sequencing on the DNA methylationâ€“based translational cancer
research. Translational Research, 2016, 169, 1-18.e1. 2.2 58

398 Differential DNA methylation of microRNAs within promoters, intergenic and intragenic regions of
type 2 diabetic, pre-diabetic and non-diabetic individuals. Clinical Biochemistry, 2016, 49, 433-438. 0.8 29

399 A Microfluidic Device with Integrated Sonication and Immunoprecipitation for Sensitive Epigenetic
Assays. Analytical Chemistry, 2016, 88, 1965-1972. 3.2 24

400 Short Read Mapping: An Algorithmic Tour. Proceedings of the IEEE, 2017, 105, 436-458. 16.4 63

401 Novel biotechnology approaches in colorectal cancer diagnosis and therapy. Biotechnology Letters,
2017, 39, 785-803. 1.1 18

403 Conserved effect of aging on DNA methylation and association with EZH2 polycomb protein in mice
and humans. Mechanisms of Ageing and Development, 2017, 162, 27-37. 2.2 38

404 A New Approach to Evaluating Aberrant DNA Methylation Profiles in Hepatocellular Carcinoma as
Potential Biomarkers. Scientific Reports, 2017, 7, 46533. 1.6 7

405 Regulation of DNA demethylation by the XPC DNA repair complex in somatic and pluripotent stem cells.
Genes and Development, 2017, 31, 830-844. 2.7 21

406 ANRIL Promoter DNA Methylation: A Perinatal Marker for Later Adiposity. EBioMedicine, 2017, 19, 60-72. 2.7 65

407 Single Cell Restriction Enzyme-Based Analysis of Methylation at Genomic Imprinted Regions in
Preimplantation Mouse Embryos. Methods in Molecular Biology, 2017, 1605, 171-189. 0.4 3

408 Analysis of Nucleic Acids Methylation in Plants. RNA Technologies, 2017, , 231-245. 0.2 2

413 Bioinformatics Tools for Genome-Wide Epigenetic Research. Advances in Experimental Medicine and
Biology, 2017, 978, 489-512. 0.8 43

414 A modified bisulfite conversion method for the detection of DNA methylation. Epigenomics, 2017, 9,
955-969. 1.0 11

415 Combinatorial DNA methylation codes at repetitive elements. Genome Research, 2017, 27, 934-946. 2.4 44

416 Epigenetic modification of nucleic acids: from basic studies to medical applications. Chemical Society
Reviews, 2017, 46, 2844-2872. 18.7 155

417 Microfluidics for genome-wide studies involving next generation sequencing. Biomicrofluidics, 2017,
11, 021501. 1.2 29

418 DNA methylation profiles in red blood cells of adult hens correlate to their rearing conditions.
Journal of Experimental Biology, 2017, 220, 3579-3587. 0.8 46



23

Citation Report

# Article IF Citations

419 MethRaFo: MeDIP-seq methylation estimate using a Random Forest Regressor. Bioinformatics, 2017, 33,
3477-3479. 1.8 11

420 Correlation between<i>ZBED6</i>Gene Upstream CpG Island methylation and mRNA expression in
cattle. Animal Biotechnology, 2017, 28, 104-111. 0.7 2

422 Measuring CpG Methylation by SMRT Sequencing. , 2017, , 113-125. 0

423 Molecular Techniques for DNA Methylation Studies. , 2017, , 103-139. 5

424 Simultaneous Methylation-Level Assessment of Hundreds of CpG Sites by Targeted Bisulfite PCR
Sequencing (TBPseq). Frontiers in Genetics, 2017, 8, 97. 1.1 6

425 Computational Epigenetics. , 2017, , 167-190. 0

426 Genome-wide analysis of salinity-stress induced DNA methylation alterations in cotton (Gossypium) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 502 Td (hirsutum L.) using the Me-DIP sequencing technology. Genetics and Molecular Research, 2017, 16, .0.3 11

427 Genome-wide alteration in DNA hydroxymethylation in the sperm from bisphenol A-exposed men. PLoS
ONE, 2017, 12, e0178535. 1.1 50

428
The DNA methylation status of MyoD and IGF-I genes are correlated with muscle growth during
different developmental stages of Japanese flounder ( Paralichthys olivaceus ). Comparative
Biochemistry and Physiology - B Biochemistry and Molecular Biology, 2018, 219-220, 33-43.

0.7 24

429 Cell-type-specific brain methylomes profiled via ultralow-input microfluidics. Nature Biomedical
Engineering, 2018, 2, 183-194. 11.6 29

430 Capturing the â€˜omeâ€™: the expanding molecular toolbox for RNA and DNA library construction. Nucleic
Acids Research, 2018, 46, 2701-2721. 6.5 22

431 Theoretical and Applied Epigenetics in Plants. , 2018, , 265-286. 0

432 Applied RNA Bioscience. , 2018, , . 1

433 Computing free energies using nested sampling-based approaches. Molecular Simulation, 2018, 44,
1108-1123. 0.9 4

434 DNA methylation assay using droplet-based DNA melting curve analysis. Lab on A Chip, 2018, 18, 514-521. 3.1 7

435 Successful application of human-based methyl capture sequencing for methylome analysis in
non-human primate models. BMC Genomics, 2018, 19, 267. 1.2 10

436 Integrated analysis of methylome, transcriptome and miRNAome of three pig breeds. Epigenomics, 2018,
10, 597-612. 1.0 11

437 Ancient Epigenomics. Population Genomics, 2018, , 75-111. 0.2 11



24

Citation Report

# Article IF Citations

438 Considerations for Design and Analysis of DNA Methylation Studies. Methods in Molecular Biology,
2018, 1708, 31-46. 0.4 19

439 Epigenetics in Forest Trees. Advances in Botanical Research, 2018, 88, 387-453. 0.5 37

440 The Use of Targeted Next Generation Sequencing to Explore Candidate Regulators of TGF-Î²1â€™s Impact on
Kidney Cells. Frontiers in Physiology, 2018, 9, 1755. 1.3 8

441 MeDEStrand: an improved method to infer genome-wide absolute methylation levels from DNA
enrichment data. BMC Bioinformatics, 2018, 19, 540. 1.2 7

442 A Statistical Method for Observing Personal Diploid Methylomes and Transcriptomes with
Single-Molecule Real-Time Sequencing. Genes, 2018, 9, 460. 1.0 2

443 Genome-Wide DNA Methylation Profile of Gene cis-Acting Element Methylations in All-trans Retinoic
Acid-Induced Mouse Cleft Palate. DNA and Cell Biology, 2018, 37, 993-1002. 0.9 8

444 Bioinformatics: Sequences, Structures, Phylogeny. , 2018, , . 0

445 Computational Epigenomics and Its Application in Regulatory Genomics. , 2018, , 115-139. 0

446 Genome-wide analysis of DNA methylation to identify genes and pathways associated with male
sterility in soybean. Molecular Breeding, 2018, 38, 1. 1.0 7

447 PM2.5 exposure during pregnancy induces hypermethylation of estrogen receptor promoter region in
rat uterus and declines offspring birth weights. Environmental Pollution, 2018, 243, 851-861. 3.7 18

448 Exploration of drug-response mechanism by integrating genetics and epigenetics across cancers.
Epigenomics, 2018, 10, 993-1010. 1.0 6

449 Future Challenges and Prospects for the Epigenetics of Autoimmunity. , 2018, , 387-402. 0

450 Semen Analysis: Assaying Sperm Epigenetics. , 2018, , 117-123. 0

452 Methylation-level inferences and detection of differential methylation with MeDIP-seq data. PLoS ONE,
2018, 13, e0201586. 1.1 4

453
Investigation of Gene Expression and DNA Methylation From Seven Different Brain Regions of a
Crab-Eating Monkey as Determined by RNA-Seq and Whole-Genome Bisulfite Sequencing. Frontiers in
Genetics, 2019, 10, 694.

1.1 4

454 A model of pulldown alignments from SssI-treated DNA improves DNA methylation prediction. BMC
Bioinformatics, 2019, 20, 431. 1.2 0

455 Epigenetic Regulation at the Interplay Between Gut Microbiota and Host Metabolism. Frontiers in
Genetics, 2019, 10, 638. 1.1 116

456 Microfluidic epigenomic mapping technologies for precision medicine. Lab on A Chip, 2019, 19,
2630-2650. 3.1 11



25

Citation Report

# Article IF Citations

457 Genomeâ€•Wide Analysis of DNA Methylation and Antituberculosis Drugâ€•Induced Liver Injury in the Han
Chinese Population. Clinical Pharmacology and Therapeutics, 2019, 106, 1389-1397. 2.3 16

458 Cell-Free DNA Methylation Profiling Analysisâ€”Technologies and Bioinformatics. Cancers, 2019, 11, 1741. 1.7 37

459 Experimental Methodologies for Detection and Mapping of Epigenetic DNA Marks. Topics in Medicinal
Chemistry, 2019, , 487-521. 0.4 1

460
Analysis of epigenetic landscape in a recombinant inbred line population developed by hybridizing
natural and re-synthesized Brassica juncea (L.) with stable C-genome introgressions. Euphytica, 2019,
215, 1.

0.6 6

461 Microfluidic MeDIP-seq for low-input methylomic analysis of mammary tumorigenesis in mice. Analyst,
The, 2019, 144, 1904-1915. 1.7 8

462 Earlier demethylation of myogenic genes contributes to embryonic precocious terminal
differentiation of myoblasts in miniature pigs. FASEB Journal, 2019, 33, 9638-9655. 0.2 11

463 Developmental features of DNA methylation in CpG islands of human gametes and preimplantation
embryos. Experimental and Therapeutic Medicine, 2019, 17, 4447-4456. 0.8 4

464 In-utero epigenetic factors are associated with early-onset myopia in young children. PLoS ONE, 2019,
14, e0214791. 1.1 18

465 Predicting DNA methylation states with hybrid information based deep-learning model. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2019, 17, 1-1. 1.9 9

466 iPS-Cell Technology and the Problem of Genetic Instabilityâ€”Can It Ever Be Safe for Clinical Use?.
Journal of Clinical Medicine, 2019, 8, 288. 1.0 54

467 RnBeads 2.0: comprehensive analysis of DNA methylation data. Genome Biology, 2019, 20, 55. 3.8 223

468 Genome-wide DNA methylation profiles in Tibetan and Yorkshire pigs under high-altitude hypoxia.
Journal of Animal Science and Biotechnology, 2019, 10, 25. 2.1 29

469 Omics: Potential Role in Early Phase Drug Development. , 2019, , 309-347. 0

470 Analytical methods for locating modifications in nucleic acids. Chinese Chemical Letters, 2019, 30,
1618-1626. 4.8 32

471 Epigenetics and Epigenomics Analysis for Autoimmune Diseases. , 2019, , 365-395. 0

472 Epigenomic Reprogramming in Cardiovascular Disease. , 2019, , 149-163. 1

473 Epigenome-Wide DNA Methylation Profiles in Oral Cancer. , 2019, , 219-231. 0

474 Computational Analysis of Epigenetic Modifications in Melanoma. , 2019, , 327-342. 1



26

Citation Report

# Article IF Citations

475 Genome-Wide Plasma Cell-Free DNA Methylation Profiling Identifies Potential Biomarkers for Lung
Cancer. Disease Markers, 2019, 2019, 1-7. 0.6 44

476 Technological advances in studying epigenetics biomarkers of prognostic potential for clinical
research. , 2019, , 45-83. 1

477 A Hybrid Ensemble Approach for Identifying Robust Differentially Methylated Loci in Pan-Cancers.
Frontiers in Genetics, 2019, 10, 774. 1.1 4

478 Epigenetic modifications of histones in cancer. Genome Biology, 2019, 20, 245. 3.8 322

479 Sequencing in High Definition Drives a Changing Worldview of the Epigenome. Cold Spring Harbor
Perspectives in Medicine, 2019, 9, a033076. 2.9 1

480 Assessment of DNA Epigenetic Modifications. Chemical Research in Toxicology, 2020, 33, 695-708. 1.7 29

481 Recent advances in the detection of base modifications using the Nanopore sequencer. Journal of
Human Genetics, 2020, 65, 25-33. 1.1 97

482 Endometrial Gene Expression. , 2020, , . 0

483 MBD-seq - realities of a misunderstood method for high-quality methylome-wide association studies.
Epigenetics, 2020, 15, 431-438. 1.3 17

484 The Profiling of DNA Methylation and Its Regulation on Divergent Tenderness in Angus Beef Cattle.
Frontiers in Genetics, 2020, 11, 939. 1.1 13

485 Methylated DNA immunoprecipitation sequencing (MeDIP-seq): Principles and applications. , 2020, ,
157-179. 1

486 Combinatorial ChIP and bisulfite sequencing (BisChIP-seq). , 2020, , 387-395. 0

487 Single-cell epigenomics: Methods and translation. , 2020, , 525-535. 0

488 Cell-Free DNA-Methylation-Based Methods and Applications in Oncology. Biomolecules, 2020, 10, 1677. 1.8 31

489 Introduction to epigenetics: basic concepts and advancements in the field. , 2020, , xxv-xliv. 1

490
Long-term effects of stress early in life on microRNA-30a and its network: Preventive effects of
lurasidone and potential implications for depression vulnerability. Neurobiology of Stress, 2020, 13,
100271.

1.9 20

491 Translational Opportunities for Microfluidic Technologies to Enable Precision Epigenomics.
Analytical Chemistry, 2020, 92, 7989-7997. 3.2 8

492 DAMEfinder: a method to detect differential allele-specific methylation. Epigenetics and Chromatin,
2020, 13, 25. 1.8 13



27

Citation Report

# Article IF Citations

493 A cost-effective approach to DNA methylation detection by Methyl Sensitive DArT sequencing. PLoS
ONE, 2020, 15, e0233800. 1.1 14

494 EpiMOLAS: an intuitive web-based framework for genome-wide DNA methylation analysis. BMC
Genomics, 2020, 21, 163. 1.2 0

495 IMPLICON: an ultra-deep sequencing method to uncover DNA methylation at imprinted regions. Nucleic
Acids Research, 2020, 48, e92-e92. 6.5 15

496 iPromoter-5mC: A Novel Fusion Decision Predictor for the Identification of 5-Methylcytosine Sites in
Genome-Wide DNA Promoters. Frontiers in Cell and Developmental Biology, 2020, 8, 614. 1.8 27

497 DNA methylation methods: Global DNA methylation and methylomic analyses. Methods, 2021, 187, 28-43. 1.9 79

498 Epigenetic changes caused by diabetes and their potential role in the development of periodontitis.
Journal of Diabetes Investigation, 2021, 12, 1326-1335. 1.1 10

499 Advances and prospects of epigenetics in plants. , 2021, , 421-444. 0

500 Methods to study exercise and sports epigenetics. , 2021, , 37-61. 0

501 Principles of epigenetics and DNA methylation. , 2021, , 3-26. 0

503 Environmental enrichment influences novelty reactivity, novelty preference, and anxiety via distinct
genetic mechanisms in C57BL/6J and DBA/2J mice. Scientific Reports, 2021, 11, 3928. 1.6 10

505 Sperm Methylome Profiling Can Discern Fertility Levels in the Porcine Biomedical Model. International
Journal of Molecular Sciences, 2021, 22, 2679. 1.8 15

506 The genomic loci of specific human tRNA genes exhibit ageing-related DNA hypermethylation. Nature
Communications, 2021, 12, 2655. 5.8 10

507 Bioinformatic tools for DNA methylation and histone modification: A survey. Genomics, 2021, 113,
1098-1113. 1.3 11

508 Assessment of Circulating Nucleic Acids in Cancer: From Current Status to Future Perspectives and
Potential Clinical Applications. Cancers, 2021, 13, 3460. 1.7 15

509 Expanding studies of chromosome structure and function in the era of T2T genomics. Human
Molecular Genetics, 2021, 30, R198-R205. 1.4 4

510 Identification of differential DNA methylation associated with multiple sclerosis: A family-based
study. Journal of Neuroimmunology, 2021, 356, 577600. 1.1 3

511 Ten-eleven translocation 1 mediated-DNA hydroxymethylation is required for myelination and
remyelination in the mouse brain. Nature Communications, 2021, 12, 5091. 5.8 22

512 Advances in mapping the epigenetic modifications of 5â€•methylcytosine (5mC), N6â€•methyladenine (6mA),
and N4â€•methylcytosine (4mC). Biotechnology and Bioengineering, 2021, 118, 4204-4216. 1.7 37



28

Citation Report

# Article IF Citations

513 Research Progress in Predicting DNA Methylation Modifications and the Relation with Human
Diseases. Current Medicinal Chemistry, 2022, 29, 822-836. 1.2 16

514 Precision medical epigenetics. , 2021, , 839-851. 0

515 Laboratory techniques in psychiatric epigenetics. , 2021, , 197-231. 0

516 Genome-Wide DNA Methylation Analysis in Cancer Research. , 2010, , 47-66. 2

517 Sequencing the Epigenome. , 2009, , 19-35. 2

518 CpG Island Hypermethylation as a Biomarker for the Early Detection of Lung Cancer. Methods in
Molecular Biology, 2015, 1238, 141-171. 0.4 24

519 Epigenetics: From Basic Biology to Chromatin-Modifying Drugs and New Potential Clinical
Applications. Neuromethods, 2016, , 3-18. 0.2 2

520 Methylated DNA Immunoprecipitation and Microarray-Based Analysis: Detection of DNA Methylation in
Breast Cancer Cell Lines. Methods in Molecular Biology, 2009, 590, 165-176. 0.4 50

521 Methylated DNA Immunoprecipitation Genome-Wide Analysis. Methods in Molecular Biology, 2011, 791,
113-123. 0.4 2

522 Methylation Profiling Using Methylated DNA Immunoprecipitation and Tiling Array Hybridization.
Methods in Molecular Biology, 2012, 825, 115-126. 0.4 6

523 Evaluation of MeDIP-Chip in the Context of Whole-Genome Bisulfite Sequencing (WGBS-Seq) in
Arabidopsis. Methods in Molecular Biology, 2013, 1067, 203-224. 0.4 11

524
Standard DNA Methylation Analysis in Mouse Epidermis: Bisulfite Sequencing, Methylation-Specific
PCR, and 5-Methyl-Cytosine (5mC) Immunological Detection. Methods in Molecular Biology, 2014, 1094,
221-231.

0.4 23

528 DNA Methylation of the First Exon Is Tightly Linked to Transcriptional Silencing. PLoS ONE, 2011, 6,
e14524. 1.1 503

530 Genome-Wide Screen for Differential DNA Methylation Associated with Neural Cell Differentiation in
Mouse. PLoS ONE, 2011, 6, e26002. 1.1 26

531 Global Analysis of DNA Methylation by Methyl-Capture Sequencing Reveals Epigenetic Control of
Cisplatin Resistance in Ovarian Cancer Cell. PLoS ONE, 2011, 6, e29450. 1.1 63

532 Genome Wide Analysis of Acute Myeloid Leukemia Reveal Leukemia Specific Methylome and Subtype
Specific Hypomethylation of Repeats. PLoS ONE, 2012, 7, e33213. 1.1 74

533 A Comparison of the Whole Genome Approach of MeDIP-Seq to the Targeted Approach of the Infinium
HumanMethylation450 BeadChipÂ® for Methylome Profiling. PLoS ONE, 2012, 7, e50233. 1.1 83

534
A Comparison of Digital Gene Expression Profiling and Methyl DNA Immunoprecipitation as Methods
for Gene Discovery in Honeybee (Apis mellifera) Behavioural Genomic Analyses. PLoS ONE, 2013, 8,
e73628.

1.1 16



29

Citation Report

# Article IF Citations

535 Association of Childhood Chronic Physical Aggression with a DNA Methylation Signature in Adult
Human T Cells. PLoS ONE, 2014, 9, e89839. 1.1 76

536 Evaluation of Methyl-Binding Domain Based Enrichment Approaches Revisited. PLoS ONE, 2015, 10,
e0132205. 1.1 26

537 Use of Combined MSAP and NGS Techniques to Identify Differentially Methylated Regions in
Somaclones: A Case Study of Two Stable Somatic Wheat Mutants. PLoS ONE, 2016, 11, e0165749. 1.1 15

538 DNA Methylation of PITX2 and PANCR Is Prognostic for Overall Survival in Patients with Resected
Adenocarcinomas of the Biliary Tract. PLoS ONE, 2016, 11, e0165769. 1.1 8

539 Differential DNA methylation analysis across the promoter regions using methylated DNA
immunoprecipitation sequencing profiling of porcine loin muscle. Veterinary World, 2020, 13, 1113-1125. 0.7 2

540 In vitro and in vivo testing methods of epigenomic endpoints for evaluating endocrine disruptors.
ALTEX: Alternatives To Animal Experimentation, 2013, 30, 445-471. 0.9 52

541 Genome-wide profiling of DNA methylation and gene expression in esophageal squamous cell
carcinoma. Oncotarget, 2016, 7, 4507-4521. 0.8 24

542 DNA-Directed Methylation Analysis Methodology. Journal of Advanced Medical Sciences and Applied
Technologies, 2016, 2, 220. 0.3 1

543 Next-Generation Sequencing Approaches in Cancer: Where Have They Brought Us and Where Will They
Take Us?. Cancers, 2015, 7, 1925-1958. 1.7 51

544 DNA methylation analysis. Swiss Medical Weekly, 2013, 143, w13799. 0.8 8

545 Cancer epigenetics: a perspective on the role of DNA methylation in acquired endocrine resistance.
Chinese Journal of Cancer, 2011, 30, 749-756. 4.9 14

546 Next-Generation Sequencing and Epigenomics Research: A Hammer in Search of Nails. Genomics and
Informatics, 2014, 12, 2. 0.4 47

547 Genome-wide analysis of DNA methylation in 106 schizophrenia family trios in Han Chinese.
EBioMedicine, 2021, 72, 103609. 2.7 8

548 Methylome changes during Lr48-mediated APR for leaf rust in wheat (Triticum aestivum L.).
Physiological and Molecular Plant Pathology, 2021, 116, 101726. 1.3 3

549 Epigenetic Profiling of Gliomas. , 2009, , 615-650. 1

550 The Emerging Role of the Sperm Epigenome and its Potential Role in Development. , 2011, , 181-194. 1

551 Global Molecular and Cellular Measurement Technologies. , 2011, , 97-126. 0

552 Analytical Considerations for Epigenome-Wide Association Scans of Complex Traits. , 2013, , 319-338. 0



30

Citation Report

# Article IF Citations

553 Constructing Hepitypes: Phasing Local Genotype and DNA Methylation. Journal of Neuroscience and
Neuroengineering, 2013, 2, 335-346. 0.2 1

554 Epigenetics of Host-Pathogen Interactions. , 2013, , 1-22. 0

556 Oxidative Stress and Cancer Epigenomics. Epigenetics and Human Health, 2016, , 223-243. 0.2 0

557 High-Throughput Techniques for DNA Methylation Profiling. Methods in Pharmacology and
Toxicology, 2017, , 1-15. 0.1 0

562 Endometrium Gene Expression and Epigenetic Regulation in Reproductive Failure. , 2020, , 103-116. 0

564 Global DNA methylation: role, status and genome-wide approaches to study epigenetic mark in cloned
embryos. The Applied Biology & Chemistry Journal, 0, , 41-59. 0.0 0

566 The Role of DNA Methylation in Cancer. , 2020, , 491-511. 0

567 Visualising the Epigenome. , 2009, , 55-66. 0

568 The Expanding View of Cytosine Methylation. , 2009, , 69-83. 0

569 Genome-Wide DNA Methylation and LncRNA-Associated DNA Methylation in Metformin-Treated and
-Untreated Diabetes. Epigenomes, 2020, 4, 19. 0.8 6

571 Next-generation sequencing for cancer diagnostics: a practical perspective. Clinical Biochemist
Reviews, 2011, 32, 177-95. 3.3 271

572 Cell-type-specific brain methylomes profiled via ultralow-input microfluidics. Nature Biomedical
Engineering, 2018, 2, 183-194. 11.6 15

573 Challenges and Perspectives in the Epigenetics of Climate Change-Induced Forests Decline. Frontiers in
Plant Science, 2021, 12, 797958. 1.7 11

574 Computational challenges in detection of cancer using cell-free DNA methylation. Computational and
Structural Biotechnology Journal, 2022, 20, 26-39. 1.9 11

575 Epigenetics of wheatâ€“rust interaction: an update. Planta, 2022, 255, 50. 1.6 1

576 Epigenetic regulation of inflammation by CxxC domainâ€•containing proteins*. Immunological Reviews,
2022, 305, 137-151. 2.8 7

577 Genome-Wide DNA Methylation and Its Effect on Gene Expression During Subclinical Mastitis in Water
Buffalo. Frontiers in Genetics, 2022, 13, 828292. 1.1 5

578 Epigenomic profiling indicates a role for DNA methylation in the postnatal liver and pancreas
development of giant pandas. Genomics, 2022, 114, 110342. 1.3 2



31

Citation Report

# Article IF Citations

596 Anchor-based bisulfite sequencing determines genome-wide DNA methylation. Communications
Biology, 2022, 5, . 2.0 6

597 Detecting DNA Methylations in the Hyperthermoacidophilic Crenarchaeon Sulfolobus acidocaldarius
Using SMRT Sequencing. Methods in Molecular Biology, 2022, , 39-50. 0.4 3

598 Useful methods to study epigenetic marks: DNA methylation, histone modifications, chromatin
structure, and noncoding RNAs. , 2022, , 283-310. 1

599 msPIPE: a pipeline for the analysis and visualization of whole-genome bisulfite sequencing data. BMC
Bioinformatics, 2022, 23, . 1.2 4

600 Current and Emerging Technologies for the Analysis of the Genome-Wide and Locus-Specific DNA
Methylation Patterns. Advances in Experimental Medicine and Biology, 2022, , 395-469. 0.8 2

603 Comparative genome-wide methylation analysis reveals epigenetic regulation of muscle development
in grass carp (<i>Ctenopharyngodon idellus</i>) fed with whole faba bean. PeerJ, 0, 10, e14403. 0.9 1

604 Single-Cell DNA Methylation Analysis in Cancer. Cancers, 2022, 14, 6171. 1.7 3

605 Methylome-wide association study of different responses to risperidone in schizophrenia. Frontiers
in Pharmacology, 0, 13, . 1.6 1

606 Databases and prospects of dynamic gene regulation in eukaryotes: A mini review. Computational and
Structural Biotechnology Journal, 2023, 21, 2147-2159. 1.9 1

607 Epigenetic Dysregulation in Alcohol-Associated Behaviors: Preclinical and Clinical Evidence. Current
Topics in Behavioral Neurosciences, 2023, , . 0.8 1

608 Liquid biopsy in head neck cancer: ready for clinical routine diagnostics?. Current Opinion in
Oncology, 2023, 35, 151-157. 1.1 2

609 The Principles and Applications of High-Throughput Sequencing Technologies. Development &
Reproduction, 2023, 27, 9-24. 0.1 0

611 The omics era: a nexus of untapped potential for Mendelian chromatinopathies. Human Genetics, 0, , . 1.8 5


