599

papers

626

all docs

492

86,043 129
citations h-index
626 626
docs citations times ranked

272

g-index

87051

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Use of DNA methylation profiling in translational oncology. Seminars in Cancer Biology, 2022, 83,
523-535.

DNA methylome in visceral adipose tissue can discriminate patients with and without colorectal 97 °
cancer. Epigenetics, 2022, 17, 665-676. :

Towards a druggable epitranscriptome: Compounds that target RNA modifications in cancer. British
Journal of Pharmacology, 2022, 179, 2868-2889.

Epigenetic Profiling and Response to CD19 Chimeric Antigen Receptor T-Cell Therapy in B-Cell

Malignancies. Journal of the National Cancer Institute, 2022, 114, 436-445. 63 29

The transcribed ultraconserved region <i>uc.160+</i> enhances processing and Ad€t0a€# editing of the
<i>miRa€376<[i> cluster: hypermethylation improves glioma prognosis. Molecular Oncology, 2022, 16,
648-664.

Experimental and Bioinformatic Approaches to Studying DNA Methylation in Cancer. Cancers, 2022, 14,

349, 3.7 o

Analysis of the circRNA and T-UCR populations identifies convergent pathways in mouse and human
models of Rett syndrome. Molecular Therapy - Nucleic Acids, 2022, 27, 621-644.

Epigenomed€wide threed€way interaction study identifies a complex pattern between <i>TRIM27<[i>,
<i>KIAAO226<[i>, and smoking associated with overall survival of earlyd€stage NSCLC. Molecular 4.6 4
Oncology, 2022, 16, 717-731.

DNA methylation-associated dysregulation ofAtransfer RNA expression in human cancer. Molecular
Cancer, 2022, 21, 48.

Validation of a DNA methylation microarray for 285,000 CpG sites in the mouse genome. Epigenetics,
2022,, 19, =7 ?

Epigenetic landscape in the Rick-and-kill therapeutic vaccine BCNO2 clinical trial is associated with
antiretroviral treatment interruption (ATI) outcome. EBioMedicine, 2022, 78, 103956.

Refinement of computational identification of somatic copy number alterations using DNA
methylation microarrays illustrated in cancers of unknown primary. Briefings in Bioinformatics, 6.5 1
2022, 23,.

Biological and Molecular Factors Predicting Response to Adoptive Cell Therapies in Cancer. Journal
of the National Cancer Institute, 2022, 114, 930-939.

Accelerated biological aging in COVID-19 patients. Nature Communications, 2022, 13, 2135. 12.8 87

Resistance to PI3Ki" inhibitors in marginal zone lymphoma can be reverted by targeting the IL-6/PDGFRA
axis. Haematologica, 2022, 107, 2685-2697.

Novel Targeting of DNA Methyltransferase Activity Inhibits Ewing Sarcoma Cell Proliferation and
Enhances Tumor Cell Sensitivity to DNA Damaging Drugs by Activating the DNA Damage Response. 3.5 4
Frontiers in Endocrinology, 2022, 13, .

Novel genetic variants of KHDC3L and other members of the subcortical maternal complex associated

with Beckwithd€“Wiedemann syndrome or Pseudohypoparathyroidism 1B and multi-locus imprinting
disturbances. Clinical Epigenetics, 2022, 14, .

Dynamic epigenetic age mosaicism in the human atherosclerotic artery. PLoS ONE, 2022, 17, e0269501. 2.5 1



20

22

24

26

28

30

32

34

36

MANEL ESTELLER

ARTICLE IF CITATIONS

Remodeling of the m6A RNA landscape in the conversion of acute lymphoblastic leukemia cells to

macrophages. Leukemia, 2022, 36, 2121-2124.

DNA Methylation and Ischemic Stroke Risk: An Epigenome-Wide Association Study. Thrombosis and 3.4 19
Haemostasis, 2022, 122, 1767-1778. :

Epigenetic profiling linked to multisystem inflammatory syndrome in children (MIS-C): A multicenter,
retrospective study. EClinicalMedicine, 2022, 50, 101515.

A timely, user-friendly analysis of the mouse DNA methylome. Cell Genomics, 2022, 2, 100153. 6.5 1

Single cell cancer epigenetics. Trends in Cancer, 2022, 8, 820-838.

Noninvasive early detection of colorectal cancer by hypermethylation of the LINCO0473 promoter in

plasma cell-free DNA. Clinical Epigenetics, 2022, 14, . 41 8

DNA Methylation Profiling of Human Hepatocarcinogenesis. Hepatology, 2021, 74, 183-199.

The Exceptional Responders Initiative: Feasibility of a National Cancer Institute Pilot Study. Journal of 6.3 17
the National Cancer Institute, 2021, 113, 27-37. :

Synthetic Conjugates of Ursodeoxycholic Acid Inhibit Cystogenesis in Experimental Models of
Polycystic Liver Disease. Hepatology, 2021, 73, 186-203.

Discovery of novel DNA methylation biomarkers for nona€invasive sporadic breast cancer detection in

the Latino population. Molecular Oncology, 2021, 15, 473-486. 46 8

Molecular Features of Cancers Exhibiting Exceptional Responses to Treatment. Cancer Cell, 2021, 39,
38-53.e7.

Triple negative breast cancer in the era of miRNA. Critical Reviews in Oncology/Hematology, 2021, 157, aa 38
103196. '

A Tumor Suppressor Enhancer of<i>PTEN</i>in T-cell Development and Leukemia. Blood Cancer
Discovery, 2021, 2, 92-109.

Epigenetic loss of m1A RNA demethylase ALKBH3 in Hodgkin lymphoma targets collagen, conferring 14 30
poor clinical outcome. Blood, 2021, 137, 994-999. .

Targeting aberrant DNA methylation in mesenchymal stromal cells as a treatment for myeloma bone
disease. Nature Communications, 2021, 12, 421.

Influence of the disordered domain structure of MeCP2 on its structural stability and dsDNA

interaction. International Journal of Biological Macromolecules, 2021, 175, 58-66. 75 7

Gene Amplification-Associated Overexpression of the Selenoprotein tRNA Enzyme TRIT1 Confers

Sensitivity to Arsenic Trioxide in Small-Cell Lung Cancer. Cancers, 2021, 13, 1869.

Epigenome-wide association study of COVID-19 severity with respiratory failure. EBioMedicine, 2021, 66, 61 90
103339. )



38

40

42

44

46

48

50

52

54

MANEL ESTELLER

ARTICLE IF CITATIONS

DNA methylation biomarkers of myocardial infarction and cardiovascular disease. Clinical

Epigenetics, 2021, 13, 86.

Clinicopathologic and molecular analysis of embryonal rhabdomyosarcoma of the genitourina

tract: evidence for a distinct DICER1-associated subgroup. Modern Pathology, 2021, 34, 1558-1569. 55 28

Extramedullary multiple myeloma patient derived orthotopic xenograft with high disturbed genome:
combined exhaustive molecular and therapeutic studies. DMM Disease Models and Mechanisms, 2021,
14, .

Genetic Predisposition to Alzheimera€™s Disease Is Associated with Enlargement of Perivascular Spaces

in Centrum Semiovale Region. Genes, 2021, 12, 825. 24 7

Distinct Associations of BMI and Fatty Acids With DNA Methylation in Fasting and Postprandial States
in Men. Frontiers in Genetics, 2021, 12, 665769.

<i>DDR1<[i>methylation is associated with bipolar disorder and the isoform expression and

methylation of myelin genes. Epigenomics, 2021, 13, 845-858. 21 4

Single-cell technologies and analyses in hematopoiesis and hematological malignancies. Experimental
Hematology, 2021, 98, 1-13.

Follow-Up Study Confirms the Presence of Gastric Cancer DNA Methylation Hallmarks in High-Risk a7 4
Precursor Lesions. Cancers, 2021, 13, 2760. :

DNA methylation in cancer: From mouse to human and back again. EBioMedicine, 2021, 68, 103393.

Disruption of NIPBL/Scc2 in Cornelia de Lange Syndrome provokes cohesin genome-wide redistribution

with an impact in the transcriptome. Nature Communications, 2021, 12, 4551. 12.8 20

Stabilization Effect of Intrinsically Disordered Regions on Multidomain Proteins: The Case of the
Methyl-CpG Protein 2, MeCP2. Biomolecules, 2021, 11, 1216.

Impact of the Epigenetically Regulated Hoxa-5 Gene in Neural Differentiation from Human

Adipose-Derived Stem Cells. Biology, 2021, 10, 802. 2.8 2

Antitumor Activity of the Novel BTK Inhibitor TG-1701 Is Associated with Disruption of Ikaros Signaling
in Patients with B-cell Nond€“Hodgkin Lymphoma. Clinical Cancer Research, 2021, 27, 6591-6601.

MAX mutant small-cell Iun% cancers exhibit impaired activities of MGA-dependent noncanonical
polycomb repressive complex. Proceedings of the National Academy of Sciences of the United States of 7.1 9
America, 2021, 118, e2024824118.

Modulation of Colorectal Tumor Behavior via IncRNA TP53TG1-Lipidic Nanosystem. Pharmaceutics,
2021, 13, 1507.

Sarcoma classification by DNA methylation profiling. Nature Communications, 2021, 12, 498. 12.8 237

Sex differences in genetic susceptibility of hippocampal subfields: A polygenic association study.

Alzheimer's and Dementia, 2021, 17, .

B-cell leukemia transdifferentiation to macrophage involves reconfiguration of DNA methylation for

long-range regulation. Leukemia, 2020, 34, 1158-1162. 72 13



56

58

60

62

64

66

68

70

72

MANEL ESTELLER

ARTICLE IF CITATIONS

Epigenetic <i>EGFR<[i> Gene Repression Confers Sensitivity to Therapeutic BRAFV60OE Blockade in

Colon Neuroendocrine Carcinomas. Clinical Cancer Research, 2020, 26, 902-909.

Physical Activity and Genome-wide DNA Methylation: The REgistre GlronA del COR Study. Medicine and

Science in Sports and Exercise, 2020, 52, 589-597. 04 12

Molecular Context-Dependent Effects Induced by Rett Syndrome-Associated Mutations in MeCP2.
Biomolecules, 2020, 10, 1533.

The human epigenome&€”implications for the understanding of human disease. , 2020, , 139-148. 0

Methylation regulation of Antiviral host factors, Interferon Stimulated Genes (ISGs) and T-cell
responses associated with natural HIV control. PLoS Pathogens, 2020, 16, e1008678.

Epigenetic loss of the transfer RNA-modifying enzyme TYW?2 induces ribosome frameshifts in colon
cancer. Proceedings of the National Academy of Sciences of the United States of America, 2020, 117, 7.1 31
20785-20793.

SirT7 auto-ADP-ribosylation regulates glucose starvation response through mH2A1. Science Advances,
2020, 6, eaaz2590.

Epigenetic Awakening of Viral Mimicry in Cancer. Cancer Discovery, 2020, 10, 1258-1260. 9.4 7

Hsa-miR-155-5p Up-Regulation in Breast Cancer and Its Relevance for Treatment With Poly [ADP-Ribose]
Polymerase 1 (PARP-1) Inhibitors. Frontiers in Oncology, 2020, 10, 1415.

Epigeneticé€“smohinﬁ interaction reveals histologically heterogeneous effects of TRIM27 DNA
methylation on overall survival among earlya€stage NSCLC patients. Molecular Oncology, 2020, 14, 4.6 13
2759-2774.

Effect of BDNF Val66Met on hippocampal subfields volumes and compensatory interaction with APOE-ip4
in middle-age cognitively unimpaired individuals from the ALFA study. Brain Structure and Function,
2020, 225, 2331-2345.

The DNA methylation landscape of human cancer organoids available at the American type culture

collection. Epigenetics, 2020, 15, 1167-1177. 2.7 20

Towards a more precise therapy in cancer: Exploring epigenetic complexity. Current Opinion in
Chemical Biology, 2020, 57, 41-49.

The DNA methylation landscape of hematological malignancies: an update. Molecular Oncology, 2020,

14, 1616-1639. 4.6 26

Epitranscriptomics in Hematopoiesis and Hematologic Malignancies. Blood Cancer Discovery, 2020, 1,
26-31.

Identification of 20 novel loci associated with ischaemic stroke. Epigenome-wide association study. 07 29
Epigenetics, 2020, 15, 988-997. :

Disruption of the RNA modifications that target the ribosome translation machinery in human cancer.

Molecular Cancer, 2020, 19, 70.

Independent Validation of Early-Stage Non-Small Cell Lung Cancer Prognostic Scores Incorporating
Epigenetic and Transcriptional Biomarkers With Gene-Gene Interactions and Main Effects. Chest, 2020, 0.8 26
158, 808-819.



74

76

80

82

84

86

88

90

MANEL ESTELLER

ARTICLE IF CITATIONS

The Contribution of Epigenetics to Cancer Inmunotherapy. Trends in Immunology, 2020, 41, 676-691.

Genetics and epigenetics of leukemia and lymphoma: from knowledge to applications, meeting report

of the Josep Carreras Leukaemia Research Institute. Hematological Oncology, 2020, 38, 432-438. L7 6

Writers, readers and erasers of RNA modifications in cancer. Cancer Letters, 2020, 474, 127-137.

MethCORR modelling of methylomes from formalin-fixed paraffin-embedded tissue enables

characterization and prognostication of colorectal cancer. Nature Communications, 2020, 11, 2025. 12.8 5

Genome-Wide DNA Methﬁlation Profiling in Early Stage | Lung Adenocarcinoma Reveals Predictive
Aberrant Methylation in the Promoter Region of the Long Noncoding RNA PLUT: An Exploratory Study.
Journal of Thoracic Oncology, 2020, 15, 1338-1350.

Epigenome-wide gened€“age interaction analysis reveals reversed effects of <i>PRODH</i> DNA
methylation on survival between young and elderly early-stage NSCLC patients. Aging, 2020, 12,
10642-10662.

DNA methylation of MMPs and TIMPs in atherothrombosis process in carotid plaques and blood

tissues. Oncotarget, 2020, 11, 905-912. 1.8 4

Epigenetic inactivation of the splicing RNA-binding protein CELF2 in human breast cancer. Oncogene,
2019, 38, 7106-7112.

Epigenetic loss of RNA-methyltransferase NSUNS5 in glioma targets ribosomes to drive a stress adaptive

translational program. Acta Neuropathologica, 2019, 138, 1053-1074. w7 106

Molecular portrait of high alpha-fetoprotein in hepatocellular carcinoma: implications for
biomarker-driven clinical trials. British Journal of Cancer, 2019, 121, 340-343.

The Altered Transcriptome and DNA Methylation Profiles of Docetaxel Resistance in Breast Cancer

PDX Models. Molecular Cancer Research, 2019, 17, 2063-2076. 34 20

MicroRNA-654-5p suppresses ovarian cancer development impacting on MYC, WNT and AKT pathways.
Oncogene, 2019, 38, 6035-6050.

Epigenetic silencing of TGFBI confers resistance to trastuzumab in human breast cancer. Breast 5.0 41
Cancer Research, 2019, 21, 79. :

Hsa-miR-210-3p expression in breast cancer and its putative association with worse outcome in patients
treated with Docetaxel. Scientific Reports, 2019, 9, 14913.

MeCP2-E1 isoform is a dynamically expressed, weakly DNA-bound protein with different protein and

DNA interactions compared to MeCP2-E2. Epigenetics and Chromatin, 2019, 12, 63. 3.9 50

The impact of proinflammatory cytokines on the i2-cell regulatory landscape provides insights into the

genetics of type 1 diabetes. Nature Genetics, 2019, 51, 1588-1595.

The transcribed pseudogene RPSAP52 enhances the oncofetal HMGA2-IGF2BP2-RAS axis through

LIN28B-dependent and independent let-7 inhibition. Nature Communications, 2019, 10, 3979. 12.8 51



92

94

96

98

100

102

104

106

108

MANEL ESTELLER

ARTICLE IF CITATIONS

DNA methylation loss promotes immune evasion of tumours with high mutation and copy number

load. Nature Communications, 2019, 10, 4278.

Interactive effect of age and APOE-ip4 allele load on white matter myelin content in cognitively normal 97 30
middle-aged subjects. Neurolmage: Clinical, 2019, 24, 101983. :

Germline variation in O6-methylguanine-DNA methyltransferase (MGMT) as cause of hereditary
colorectal cancer. Cancer Letters, 2019, 447, 86-92.

<i>EGLN2<[i> DNA methylation and expression interact with <i>HIF1A</i> to affect survival of 07 28
early-stage NSCLC. Epigenetics, 2019, 14, 118-129. ’

Disruption of Long Noncoding RNAs Targets Cancer Hallmark Pathways in Lung Tumorigenesis. Cancer
Research, 2019, 79, 3028-3030.

Walking pathways with positive feedback loops reveal DNA methylation biomarkers of colorectal 06 37
cancer. BMC Bioinformatics, 2019, 20, 119. :

APOE-Ip4 risk variant for Alzheimer's disease modifies the association between cognitive performance
and cerebral morphology in healthy middle-aged individuals. Neurolmage: Clinical, 2019, 23, 101818.

Differences in expression rather than methylation at placenta-specific imprinted loci is associated

with intrauterine growth restriction. Clinical Epigenetics, 2019, 11, 35. 41 29

<i>SIPA1L3<[i> methylation modifies the benefit of smoking cessation on lung adenocarcinoma
survival: an epigenomic&€“smoking interaction analysis. Molecular Oncology, 2019, 13, 1235-1248.

A two-gene epigenetic signature for the prediction of response to neoadjuvant chemotherapy in

triple-negative breast cancer patients. Clinical Epigenetics, 2019, 11, 33. 41 39

Altered Long Non-coding RNA Expression in Cancer: Potential Biomarkers and Therapeutic Targets?.
Topics in Medicinal Chemistry, 2019, , 401-428.

Global Proteomic and Methylome Analysis in Human Induced Pluripotent Stem Cells Reveals
Overexpression of a Human TLR3 Affecting Proper Innate Immune Response Signaling. Stem Cells, 2019, 3.2 7
37, 476-488.

Clinical epigenetics: seizing opportunities for translation. Nature Reviews Genetics, 2019, 20, 109-127.

Identification of an episignature of human colorectal cancer associated with obesity by genome-wide

DNA methylation analysis. International Journal of Obesity, 2019, 43, 176-188. 3.4 42

Epigenetic loss of the endoplasmic reticuluméa€*“associated degradation inhibitor SVIP induces cancer
cell metabolic reprogramming. JCl Insight, 2019, 4, .

Trans-omics biomarker model improves prognostic prediction accuracy for early-stage lung 31 13
adenocarcinoma. Aging, 2019, 11, 6312-6335. :

Epigenomic signature of adrenoleukodystrophy predicts compromised oligodendrocyte

differentiation. Brain Pathology, 2018, 28, 902-919.

A multid€omic study reveals <i>BTG2<[i> as a reliable prognostic marker for earlyd€stage nonid€small cell

lung cancer. Molecular Oncology, 2018, 12, 913-924. 4.6 31



110

112

114

116

118

120

122

124

126

MANEL ESTELLER

ARTICLE IF CITATIONS

Orthoxenografts of Testicular Germ Cell Tumors Demonstrate Genomic Changes Associated with

Cisplatin Resistance and Identify PDMP as a Resensitizing Agent. Clinical Cancer Research, 2018, 24,
3755-3766.

Non-coding RNAs, epigenetics, and cancer: tying it all together. Cancer and Metastasis Reviews, 2018,
37,5573. 59 87

Epigenetic control of influenza virus: role of H3K79 methylation in interferon-induced antiviral
response. Scientific Reports, 2018, 8, 1230.

SIRT6-dependent cysteine monoubiquitination in the PRE-SET domain of Suv39h1 regulates the NF-1*B

pathway. Nature Communications, 2018, 9, 101. 12.8 46

The Human Epigenome&€”Implications for the Understanding of Human Disease. , 2018, , 165-182.

Epigenetic modifications in KDM lysine demethylases associate with survival of early-stage NSCLC.

Clinical Epigenetics, 2018, 10, 41. 41 12

A multiplatform approach identifies miR-152-3p as a common epigenetically regulated onco-suppressor
in prostate cancer targeting TMEM97. Clinical Epigenetics, 2018, 10, 40.

An Epigenetic Signature in Adipose Tissue Is Linked to Nicotinamide Na€Methyltransferase Gene

Expression. Molecular Nutrition and Food Research, 2018, 62, e1700933. 33 26

Interplay between long non-coding RNAs and epigenetic machinery: emerging targets in cancer?.
Philosophical Transactions of the Royal Society B: Biological Sciences, 2018, 373, 20170074.

CpG Islands in Cancer: Heads, Tails, and Sides. Methods in Molecular Biology, 2018, 1766, 49-80. 0.9 19

Infinium DNA Methylation Microarrays on Formalin-Fixed, Paraffin-Embedded Samples. Methods in
Molecular Biology, 2018, 1766, 83-107.

Effects of <i>APOE</i>&€ku4 allele load on brain morphology in a cohort of middlea€aged healthy
individuals with enriched genetic risk for Alzheimer's disease. Alzheimer's and Dementia, 2018, 14, 0.8 98
902-912.

Array-based DNA-methylation profiling in sarcomas with small blue round cell histology provides
valuable diagnostic information. Modern Pathology, 2018, 31, 1246-1256.

Higher prevalence of cerebral white matter hyperintensities in homozy%ous <i>APOE-E>4<[i> allele
carriers aged 453€“75: Results from the ALFA study. Journal of Cerebral Blood Flow and Metabolism, 4.3 29
2018, 38, 250-261.

Profiling of 0xBS-450K 5-hydroxymethylcytosine in human placenta and brain reveals enrichment at
imprinted loci. Epigenetics, 2018, 13, 182-191.

Lung cancer epigenetics: From knowledge to applications. Seminars in Cancer Biology, 2018, 51, 116-128. 9.6 202

CD137 (4-1BB) Costimulation Modifies DNA Methylation in CD8+ T Celld€“Relevant Genes. Cancer

Immunology Research, 2018, 6, 69-78.

SnapShot: Messenger RNA Modifications. Cell, 2018, 174, 498-498.e1. 28.9 52



128

130

132

134

136

138

140

142

144

MANEL ESTELLER

ARTICLE IF CITATIONS

Mod Squad: Altered Histone Modifications in Cancer. , 2018, , 481-481.

Circular RNA CpG island hypermethylation-associated silencing in human cancer. Oncotarget, 2018, 9, 18 35
29208-29219. :

An integrated genomic analysis of anaplastic meningioma identifies prognostic molecular signatures.
Scientific Reports, 2018, 8, 13537.

DNA Methylation of <i>LRRC3B«/i>: A Biomarker for Survival of Early-Stage Non&€“Small Cell Lung

Cancer Patients. Cancer Epidemiology Biomarkers and Prevention, 2018, 27, 1527-1535. 2:5 10

Characterization of parent-of-origin methylation using the lllumina Infinium MethylationEPIC array
platform. Epigenomics, 2018, 10, 941-954.

Introduction: Epigenetics in cancer. Seminars in Cancer Biology, 2018, 51, iv-v. 9.6 6

A new approach to epigenome-wide discovery of non-invasive methylation biomarkers for colorectal
cancer screening in circulating cell-free DNA using pooled samples. Clinical Epigenetics, 2018, 10, 53.

PM20D1 is aAquantitative trait locus associated with Alzheimerd€™s disease. Nature Medicine, 2018, 24,
598-603. so7 73

Label-free DNA-methylation detection by direct ds-DNA fragment screening using poly-purine hairpins.
Biosensors and Bioelectronics, 2018, 120, 47-54.

White matter microstructure is altered in cognitively normal middle-aged APOE-Ip4 homozygotes. 6.2 43
Alzheimer's Research and Therapy, 2018, 10, 48. )

Epigenetic prediction of response to anti-PD-1 treatment in non-small-cell lung cancer: a multicentre,
retrospective analysis. Lancet Respiratory Medicine,the, 2018, 6, 771-781.

Primary intracranial spindle cell sarcoma with rhabdomyosarcoma-like features share a highly

distinct methylation profile and DICER1 mutations. Acta Neuropathologica, 2018, 136, 327-337. w7 104

Inhibition of Gsk3b Reduces Nfkb1 Signaling and Rescues Synaptic Activity to Improve the Rett
Syndrome Phenotype in Mecp2-Knockout Mice. Cell Reports, 2018, 23, 1665-1677.

<i>In vitro</i> and <i>in vivo<[i> activity of a new small-molecule inhibitor of HDAC6 in mantle cell

lymphoma. Haematologica, 2018, 103, e537-e540. 35 15

Discovery of methylated circulating DNA biomarkers for comprehensive non-invasive monitoring of
treatment response in metastatic colorectal cancer. Gut, 2018, 67, 1995-2005.

MiR-193b promoter methylation accurately detects prostate cancer in urine sediments and miR-34b/c or
miR-129-2 promoter methylation define subsets of clinically aggressive tumors. Molecular Cancer, 19.2 64
2017, 16, 26.

Whole genome grey and white matter DNA methylation profiles in dorsolateral prefrontal cortex.

Synapse, 2017, 71, e21959.

DNA methylation map in circulating leukocytes mirrors subcutaneous adipose tissue methylation

pattern: a genome-wide analysis from non-obese and obese patients. Scientific Reports, 2017, 7, 41903. 3.3 88



MANEL ESTELLER

# ARTICLE IF CITATIONS

Journal club: epigenetic profiling to classify cancer of unknown primary 4€“ Authors' reply. Lancet

Oncology, The, 2017, 18, e131.

The intervening domain from MeCP2 enhances the DNA affinity of the methyl binding domain and

146 provides an independent DNA interaction site. Scientific Reports, 2017, 7, 41635.

3.3 19

Downregulation of miR-130b~301b cluster is mediated by aberrant promoter methylation and impairs
cellular senescence in prostate cancer. Journal of Hematology and Oncology, 2017, 10, 43.

148 Risk aversion and inequity aversion in demand for unemployment benefits. International Tax and Public 10 3
Finance, 2017, 24, 198-220. :

Genomic and Molecular Screenings Identify Different Mechanisms for Acquired Resistance to MET
Inhibitors in Lung Cancer Cells. Molecular Cancer Therapeutics, 2017, 16, 1366-1376.

150 S Decentralization Really Welfare Enhancing? Empirical Evidence from Survey Data (19944€2011). Kyklos, 14 16
2017,70,189-219. '

Molecular-Subtype-Specific Biomarkers Improve Prediction of Prognosis in Colorectal Cancer. Cell
Reports, 2017, 19, 1268-1280.

152 Obesity and menopause modify the epigenomic profile of breast cancer. Endocrine-Related Cancer, a1 35
2017, 24,351-363. )

Resistance to Taxanes in Triple-Negative Breast Cancer Associates with the Dynamics of a CD49f+
Tumor-Initiating Population. Stem Cell Reports, 2017, 8, 1392-1407.

1 Bromodomain inhibitors and cancer therapy: From structures to applications. Epigenetics, 2017, 12,
54 353339, 2.7 239

Identification of an Immune-specific Class of Hepatocellular Carcinoma, Based on Molecular Features.
Gastroenterology, 2017, 153, 812-826.

Stem Cell Technology for (Epi)genetic Brain Disorders. Advances in Experimental Medicine and

156 Biology, 2017, 978, 443-475. 16 °

Hydrogeochemical characteristics of a volcanic-sedimentary aquifer with special emphasis on Fe and
Mn content: A case study in Mexico. Journal of Geochemical Exploration, 2017, 180, 113-126.

158 A DNA methylation map of human cancer at single base-pair resolution. Oncogene, 2017, 36, 5648-5657. 5.9 75

N-BLR, a primate-specific non-coding transcript leads to colorectal cancer invasion and migration.
Genome Biology, 2017, 18, 98.

160  Epigenetic drugs: More than meets the eye. Epigenetics, 2017, 12, 307-307. 2.7 10

Fiscal equalization and lobbying. International Tax and Public Finance, 2017, 24, 221-247.

Epigenetic loss of the RNA decapping enzyme NUDT16 mediates C-MYC activation in T-cell acute

162 lymphoblastic leukemia. Leukemia, 2017, 31, 1622-1625. 72 16

10



164

166

168

170

172

174

176

178

180

11

MANEL ESTELLER

ARTICLE IF CITATIONS

Stepwise analysis of MIR9 loci identifies miR-9-5p to be involved in Oestrogen regulated pathways in

breast cancer patients. Scientific Reports, 2017, 7, 45283.

The Epitranscriptome of Noncoding RNAs in Cancer. Cancer Discovery, 2017, 7, 359-368. 9.4 132

The NCI-60 Methylome and Its Integration into CellMiner. Cancer Research, 2017, 77, 601-612.

Opening up the DNA methylome of dementia. Molecular Psychiatry, 2017, 22, 485-496. 7.9 59

Stem cell-like transcriptional reprogramming mediates metastatic resistance to mTOR inhibition.
Oncogene, 2017, 36, 2737-2749.

The epigenetic landscape of <i>Alu<[i> repeats delineates the structural and functional genomic

architecture of colon cancer cells. Genome Research, 2017, 27, 118-132. 55 51

Early-onset and classical forms of type 2 diabetes show impaired expression of genes involved in
muscle branched-chain amino acids metabolism. Scientific Reports, 2017, 7, 13850.

Histone H1 depletion triggers an interferon response in cancer cells via activation of 145 46
heterochromatic repeats. Nucleic Acids Research, 2017, 45, 11622-11642. :

DNA methylation signal has a major role in the response of human breast cancer cells to the
microenvironment. Oncogenesis, 2017, 6, e390-e390.

DNA Methylomes Reveal Biological Networks Involved in Human Eye Development, Functions and

Associated Disorders. Scientific Reports, 2017, 7, 11762. 3.3 44

Epidgenetic inactivation of tumour suppressor coding and non-coding genes in human cancer: an
update. Open Biology, 2017, 7, 170152.

Copy number rather than epigenetic alterations are the major dictator of imprinted methylation in

tumors. Nature Communications, 2017, 8, 467. 12.8 27

Targeted Exome Sequencing of Krebs Cycle Genes Reveals Candidate Cancer&€“Predisposing Mutations in
Pheochromocytomas and Paragangliomas. Clinical Cancer Research, 2017, 23, 6315-6324.

The Epigenomic Revolution in Breast Cancer. American Journal of Pathology, 2017, 187, 2163-2174. 3.8 27

Molecular characterization of the immune class of hepatocellular carcinoma. Journal of Hepatology,
2017, 66, S465-5466.

TGF-2 oncogenic pathway in HCC: PMEPA1 as a biomarker of treatment response. Journal of Hepatology, a7 5
2017, 66, S466. :

Hydrogeochemistry and water-rock interactions in the urban area of Puebla Valley aquifer (Mexico).

Journal of Geochemical Exploration, 2017, 181, 219-235.

Usefulness of Transcriptional Blood Biomarkers as a Non-invasive Surrogate Marker of Mucosal
Healing and Endoscopic Response in Ulcerative Colitis. Journal of Crohn’s and Colitis, 2017, 11, 1.3 44
1335-1346.



182

184

186

188

190

192

194

196

198

12

MANEL ESTELLER

ARTICLE IF CITATIONS

TRIM28 and Interacting KRAB-ZNFs Control Self-Renewal of Human Pluripotent Stem Cells through

Epigenetic Repression of Pro-differentiation Genes. Stem Cell Reports, 2017, 9, 2065-2080.

MicroRNAs and Epigenetics. Advances in Cancer Research, 2017, 135, 189-220. 5.0 91

Precision medicine based on epigenomics: the paradigm of carcinoma of unknown primary. Nature
Reviews Clinical Oncology, 2017, 14, 682-694.

Epigenetic mechanisms during ageing and neurogenesis as novel therapeutic avenues in human brain

disorders. Clinical Epigenetics, 2017, 9, 67. 41 108

Comprehensive DNA methylation study identifies novel progression-related and prognostic markers
for cutaneous melanoma. BMC Medicine, 2017, 15, 101.

Sensitization of retinoids and corticoids to epigenetic drugs in MYC-activated lung cancers by

antitumor reprogramming. Oncogene, 2017, 36, 1287-1296. 5.9 4

Geoinformatics tool with an emergy accounting approach for evaluating the sustainability of water
systems: Case study of the Lerma river, Mexico. Ecological Engineering, 2017, 99, 436-453.

DNA methylation profiling identifies PTRF/Cavin-1 as a novel tumor suppressor in Ewing sarcoma when

co-expressed with caveolin-1. Cancer Letters, 2017, 386, 196-207. 72 25

GENE-13. AN INTEGRATED GENOMIC ANALYSIS OF ANAPLASTIC MENINGIOMA IDENTIFIES PROGNOSTIC
MOLECULAR SIGNATURES. Neuro-Oncology, 2017, 19, vi95-vi95.

Bromodomain inhibition shows antitumoral activity in mice and human luminal breast cancer. L8 24
Oncotarget, 2017, 8,51621-51629. :

Mammalian HP1 Isoforms Have Specific Roles in Heterochromatin Structure and Organization. Cell
Reports, 2017, 21, 2048-2057.

<i>CHL1<[i> hypermethylation as a potential biomarker of poor prognosis in breast cancer.

Oncotarget, 2017, 8, 15789-15801. 18 32

Epigenetic inactivation of the putative DNA/RNA helicase SLFN11 in human cancer confers resistance to
platinum drugs. Oncotarget, 2016, 7, 3084-3097.

MiR-221 promotes stemness of breast cancer cells by targeting DNMT3b. Oncotarget, 2016, 7, 580-592. 1.8 84

Epigenetics in Schizophrenia: A Pilot Study of Global DNA Methylation in Different Brain Regions
Associated with Higher Cognitive Functions. Frontiers in Psychology, 2016, 7, 1496.

Commensal-Specific CD4+ Cells From Patients With Crohna€™s Disease Have a T-Helper 17 Inflammatory 13 75
Profile. Gastroenterology, 2016, 151, 489-500.e3. )

A Landscape of Pharmacogenomic Interactions in Cancer. Cell, 2016, 166, 740-754.

Mechanisms of Therapy Resistance in Patient-Derived Xenograft Models of BRCA1-Deficient Breast

Cancer. Journal of the National Cancer Institute, 2016, 108, djw148. 6.3 157



200

202

204

206

208

210

212

214

216

13

MANEL ESTELLER

ARTICLE IF CITATIONS

Arachidonic and oleic acid exert distinct effects on the DNA methylome. Epigenetics, 2016, 11, 321-334.

The ALFA project: A research platform to identify early pathophysiological features of Alzheimer's

disease. Alzheimer's and Dementia: Translational Research and Clinical Interventions, 2016, 2, 82-92. 3.7 o7

Spatial characterization of the seawater upconing process in a coastal Mediterranean aquifer (Plana) Tj ETQq1 1 0.784314 rgBT /Ove

IGF2 Is Up-regulated by Epigenetic Mechanisms in Hepatocellular Carcinomas and Is an Actionable

Oncogene Product in Experimental Models. Gastroenterology, 2016, 151, 1192-1205. 1.3 103

Extraordinary Cancer Epigenomics: Thinking Outside the Classical Coding and Promoter Box. Trends
in Cancer, 2016, 2, 572-584.

Cancer network activity associated with therapeutic response and synergism. Genome Medicine, 2016, 8.2 ;
8, 88. ’

Oncometabolite Accumulation and Epithelial-to-Mesenchymal Transition: The Turn of Fumarate. Cell
Metabolism, 2016, 24, 529-530.

Clinical and molecular analyses of Beckwitha€“Wiedemann syndrome: Comparison between
spontaneous conception and assisted reproduction techniques. American Journal of Medical Genetics, 1.2 30
Part A, 2016, 170, 2740-2749.

Epigenetic profiling to classify cancer of unknown primary: a multicentre, retrospective analysis.
Lancet Oncology, The, 2016, 17, 1386-1395.

Whole exome sequencing of Rett syndrome-like patients reveals the mutational diversity of the

clinical phenotype. Human Genetics, 2016, 135, 1343-1354. 3.8 61

Epigenetic Homogeneity Within Colorectal Tumors Predicts Shorter Relapse-Free and Overall Survival
Times for Patients With Locoregional Cancer. Gastroenterology, 2016, 151, 961-972.

Metformin pharmacogenomics: a genome-wide association study to identify %enetic and epigenetic
biomarkers involved in metformin anticancer response using human lymphoblastoid cell lines. Human 2.9 18
Molecular Genetics, 2016, 25, ddw301.

Re-Expression of Fetal Igf2 as Epidriver and Target for Therapy in Hec. Journal of Hepatology, 2016, 64,
S158.

In vivo conditional deletion of HDAC7 reveals its requirement to establish proper B lymphocyte

identity and development. Journal of Experimental Medicine, 2016, 213, 2591-2601. 8.5 39

Germline missense pathogenic variants in the BRCA1 BRCT domain, p.Gly1706Glu and p.Alal708Glu,
increase cellular sensitivity to PARP inhibitor olaparib by a dominant negative effect. Human
Molecular Genetics, 2016, 25, ddw343.

The International Human Epigenome Consortium: A Blueprint for Scientific Collaboration and 28.9 404
Discovery. Cell, 2016, 167, 1145-1149. )

Associations between whole peripheral blood fatty acids and DNA methylation in humans. Scientific

Reports, 2016, 6, 25867.

Epigenetic inactivation of the p53-induced long noncoding RNA TP53 target 1 in human cancer.

Proceedings of the National Academy of Sciences of the United States of America, 2016, 113, E7535-E7544. 71 140



218

220

222

224

226

228

230

232

234

14

MANEL ESTELLER

ARTICLE IF CITATIONS

MiR-204 silencing in intraepithelial to invasive cutaneous squamous cell carcinoma progression.

Molecular Cancer, 2016, 15, 53.

Quantitative comparison of DNA methylation assays for biomarker development and clinical

applications. Nature Biotechnology, 2016, 34, 726-737. 17.5 270

Study of breast cancer incidence in patients of lymphangioleiomyomatosis. Breast Cancer Research
and Treatment, 2016, 156, 195-201.

Human DNA methylomes of neurodegenerative diseases show common epigenomic patterns.

Translational Psychiatry, 2016, 6, e718-e718. 4.8 187

Validation of a DNA methylation microarray for 850,000 CpG sites of the human genome enriched in
enhancer sequences. Epigenomics, 2016, 8, 389-399.

Gene amplification-associated overexpression of the RNA editing enzyme ADAR1 enhances human lung

tumorigenesis. Oncogene, 2016, 35, 4407-4413. 59 81

Epigenomic analysis detects aberrant super-enhancer DNA methylation in human cancer. Genome
Biology, 2016, 17, 11.

The transcription factor Slug represses <i>E-cadherin</i> expression and induces epithelial to
mesenchymal transitions: a comparison with Snail and E47 repressors. Journal of Cell Science, 2016, 2.0 12
129, 1283-1283.

A Novel Epigenetic Signature for Early Diagnosis in Lung Cancer. Clinical Cancer Research, 2016, 22,
3361-3371.

Multi-Criteria Decision Analysis and GIS Approach for Prioritization of Drinking Water Utilities
Protection Based on their Vulnerability to Contamination. Water Resources Management, 2016, 30, 3.9 31
1549-1566.

Tumor MGMT promoter hypermethylation changes over time limit temozolomide efficacy in a phase I
trial for metastatic colorectal cancer. Annals of Oncology, 2016, 27, 1062-1067.

IL-4 orchestrates STAT6-mediated DNA demethylation leading to dendritic cell differentiation. Genome

Biology, 2016, 17, 4. 8.8 122

Cancer Stem-like Cells Act via Distinct Signaling Pathways in Promoting Late Stages of Malignant
Progression. Cancer Research, 2016, 76, 1245-1259.

DNMT3A mutations mediate the epigenetic reactivation of the leukemogenic factor MEIS1 in acute 5.9 54
myeloid leukemia. Oncogene, 2016, 35, 3079-3082. :

IncRNAs and microRNAs with a role in cancer development. Biochimica Et Biophysica Acta - Gene
Regulatory Mechanisms, 2016, 1859, 169-176.

Mutations in JMJD1C are involved in Rett syndrome and intellectual disability. Genetics in Medicine, 0.4 40
2016, 18, 378-385. ’

Abstract 2130A: Epigenetic silencing of TGFi21, BCL6, KILLIN and CTSZ is related to trastuzumab resistance

in HER2-positive breast cancer models. , 2016, , .

Transcriptomic profiling of urine extracellular vesicles reveals alterations of CDH3 in prostate

cancer. Oncotarget, 2016, 7, 6835-6846. 18 55



236

238

240

242

244

246

248

250

252

15

MANEL ESTELLER

ARTICLE IF CITATIONS

Epigenetic alterations leading to TMPRSS4 promoter hypomethylation and protein overexpression

predict poor prognosis in squamous lung cancer patients. Oncotarget, 2016, 7, 22752-22769.

Abstract IA19: Cancer epigenomics: From knowledge to applications. , 2016, , . 0

Abstract A40: Epigenomic profiling identifies NCRNAs as novel tumor suppressors in developmental
tumors. Cancer Research, 2016, 76, A40-A40.

Abstract LB-155: Identification of a DNA methylation signature in liquid biopsy for early non-small cell o
lung cancer (NSCLC) diagnosis. , 2016, , .

Abstract 3820: Epigenetic re-expression of fetal IGF2 as therapeutic target in hepatocellular
carcinoma. , 2016, , .

Abstract 2763: DNA methylation profiling unveils TGF-2 hyperresponse in tumor associated fibroblasts
from lung cancer patients. , 2016, , .

Abstract 2770: DERL3 hypermethylation alters rhabdomyosarcoma cell metabolism. , 2016, , .

Abstract 2630: Integration of tumor microenvironment and molecular subclassification of
colorectal cancer identifies patient subsets with poor prognosis. , 2016, , .

Abstract 432: Loss of MGMT promoter methylation and resistance to cisplatin in non-seminomatous
germ cell tumors. , 2016, , .

IC-P-047: Cerebral anatomical alterations in healthy middle-aged ApoE4 carriers. , 2015, 11, P38-P38. 0

Economic Analysis Of Epicup, An Epigenetic Test To Predict The Tissue Of Origin In Cancer Of Unknown
Primary Site, From The Spanish Nhs Perspective. Value in Health, 2015, 18, A356-A357.

109 A novel Werner Syndrome mutation: Pharmacological treatment by read-through of nonsense

mutations and epigenetic therapies. European Journal of Cancer, 2015, 51, S3. 2.8 0

Assessing Associations between the AURKA-HMMR-TPX2-TUBG1 Functional Module and Breast Cancer
Risk in BRCA1/2 Mutation Carriers. PLoS ONE, 2015, 10, e0120020.

Circadian Cycle-Dependent MeCP2 and Brain Chromatin Changes. PLoS ONE, 2015, 10, e0123693. 2.5 32

BMP Inhibition in Seminomas Initiates Acquisition of Pluripotency via NODAL Signaling Resulting in
Reprogramming to an Embryonal Carcinoma. PLoS Genetics, 2015, 11, e1005415.

Lymphangioleiomyomatosis Biomarkers Linked to Lung Metastatic Potential and Cell Stemness. PLoS 05 15
ONE, 2015, 10, e0132546. :

Normative Data on Angular Vestibulo-Ocular Responses in the Yaw Axis Measured Using the Video

Head Impulse Test. Otology and Neurotology, 2015, 36, 466-471.

Epigenetic activation of a cryptic TBC1D16 transcript enhances melanoma progression by targeting 30.7 107
EGFR. Nature Medicine, 2015, 21, 741-750. :



254

256

258

260

262

264

266

268

270

16

MANEL ESTELLER

ARTICLE IF CITATIONS

Targeting melanoma: unusual epigenetics reveals the dynamic rewiring of metastatic cells.

Epigenomics, 2015, 7, 1079-1081.

DNA methylation&€based prognosis and epidrivers in hepatocellular carcinoma. Hepatology, 2015, 61,
1945-1956. 78 367

Unique Genomic Profile of Fibrolamellar Hepatocellular Carcinoma. Gastroenterology, 2015, 148,
806-818.e10.

The transcriptional repressor HDAC7 Enromotes apoptosis and c-Myc downregulation in particular 6.3 40
types of leukemia and lymphoma. Cell Death and Disease, 2015, 6, e1635-e1635. )

Empirical evidence on horizontal competition in tax enforcement. International Tax and Public
Finance, 2015, 22, 834-860.

Identification of <scp>HERC</scp>5 and its potential role in <scp>NSCLC</scp> progression. 51 23
International Journal of Cancer, 2015, 136, 2264-2272. :

Whole-Exome Sequencing Identifies MDH2 as a New Familial Paraganglioma Gene. Journal of the
National Cancer Institute, 2015, 107, .

Toward understanding and exploiting tumor heterogeneity. Nature Medicine, 2015, 21, 846-853. 30.7 604

P0265 : IGF2 is an oncogenic driver in HCC and emerges as a potential target for therapies. Journal of
Hepatology, 2015, 62, S405-S406.

DNA methylation plasticity contributes to the natural history of metastasis. Cell Cycle, 2015, 14,
2863-2864. 26 ?

DNA repair capacity is impaired in healthy BRCA1 heterozygous mutation carriers. Breast Cancer
Research and Treatment, 2015, 152, 271-282.

Tumor-Related Molecular Mechanisms of Oxaliplatin Resistance. Molecular Cancer Therapeutics, 2015, a1 237
14,1767-1776. :

Digital PCR quantification of MGMT methylation refines prediction of clinical benefit from alkylating
agents in glioblastoma and metastatic colorectal cancer. Annals of Oncology, 2015, 26, 1994-1999.

DNA Methylation Dynamics in Human Carotid Plaques After Cerebrovascular Events. Arteriosclerosis, o4 a4
Thrombosis, and Vascular Biology, 2015, 35, 1835-1842. :

An Adenine Code for DNA: A Second Life for N6-Methyladenine. Cell, 2015, 161, 710-713.

Groundwater Monitoring Network Design Using GIS and Multicriteria Analysis. Water Resources 3.9 36
Management, 2015, 29, 3175-3194. :

The DNA methylation drift of the atherosclerotic aorta increases with lesion progression. BMC

Medical Genomics, 2015, 8, 7.

Prenatal antidepressant exposure associated with<i>CYP2E1</i>DNA methylation change in neonates. 07 69
Epigenetics, 2015, 10, 361-372. ’



272

274

276

278

280

282

284

286

288

17

MANEL ESTELLER

ARTICLE IF CITATIONS

RNA&€“RNA interactions in gene regulation: the coding and noncoding players. Trends in Biochemical

Sciences, 2015, 40, 248-256.

Groundwater pollution by arsenic and other toxic elements in an abandoned silver mine, Mexico. 97 25
Environmental Earth Sciences, 2015, 74, 2893-2906. :

Head-to-head antisense transcription and R-loop formation promotes transcriptional activation.
Proceedings of the National Academy of Sciences of the United States of America, 2015, 112, 5785-5790.

Genome-wide profiling of p53-regulated enhancer RNAs uncovers a subset of enhancers controlled by

a IncRNA. Nature Communications, 2015, 6, 6520. 12.8 149

A novel Werner Syndrome mutation: pharmacological treatment by read-through of nonsense
mutations and epigenetic therapies. Epigenetics, 2015, 10, 329-341.

Effect of genetic ancestry on leukocyte global DNA methylation in cancer patients. BMC Cancer, 2015,

15, 434, 2.6 28

A mutation in the POT1 gene is responsible for cardiac angiosarcoma in TP53-negative Lid€“Fraumeni-like
families. Nature Communications, 2015, 6, 8383.

The interplay between DNA methylation and sequence divergence in recent human evolution. Nucleic 145 7
Acids Research, 2015, 43, 8204-8214. :

Aberrant DNA methylation in non-small cell lung cancer-associated fibroblasts. Carcinogenesis, 2015,
36, bgv146.

KAT6B Is a Tumor Suppressor Histone H3 Lysine 23 Acetyltransferase Undergoing Genomic Loss in Small 0.9 65
Cell Lung Cancer. Cancer Research, 2015, 75, 3936-3945. :

Notchl Pathway Activation Results from the Epigenetic Abrogation of Notch-Related MicroRNAs in
Mycosis Fungoides. Journal of Investigative Dermatology, 2015, 135, 3144-3152.

Identification of inflammatory mediators in patients with Crohn's disease unresponsive to anti-TNFi+

therapy. Gut, 2015, 64, 233-242. 121 123

A DNA methylationd€based definition of biologically distinct breast cancer subtypes. Molecular
Oncology, 2015, 9, 555-568.

MicroRNA Expression Profiling and DNA Methylation Signature for Deregulated MicroRNA in

Cutaneous T-Cell Lymphoma. Journal of Investigative Dermatology, 2015, 135, 1128-1137. 0.7 87

Targeting the histone orthography of cancer: drugs for writers, erasers and readers. British Journal
of Pharmacology, 2015, 172, 2716-2732.

H3K4mel marks DNA regions hypomethylated during aging in human stem and differentiated cells. 5.5 119
Genome Research, 2015, 25, 27-40. )

DNA methylation signature to identify treatment response in triple negative breast cancer.. Journal of

Clinical Oncology, 2015, 33, 1079-1079.

Phase Il study of temozolomide (TMZ) in metastatic colorectal cancer (mCRC) patients molecularly

selected by MGMT promoter hypermethylation.. Journal of Clinical Oncology, 2015, 33, 583-583. L6 1



290

292

294

296

298

300

302

304

306

18

MANEL ESTELLER

ARTICLE IF CITATIONS

Absence of Maternal Methylation in Biparental Hydatidiform Moles from Women with NLRP7

Maternal-Effect Mutations Reveals Widespread Placenta-Specific Imprinting. PLoS Genetics, 2015, 11,
e1005644.

Genome-Wide DNA Methylation Analysis Identifies Novel Hypomethylated Non-Pericentromeric Genes 05 33
with Potential Clinical Implications in ICF Syndrome. PLoS ONE, 2015, 10, e0132517. :

Economic analysis of epicup, an epigenetic test to predict the tissue of origin in cancer of unknown
primary site.. Journal of Clinical Oncology, 2015, 33, e12532-e12532.

Abstract 4784: Effect of epigenetic drugs on chromatin remodeling complexes disrupted in cancer. , o
2015,,.

Abstract 3883: Clonal evolution of a lethal prostate cancer: Integrated whole genome analysis case
study. , 2015, , .

Altered expression of the imprinted transcription factor PLAGL1 deregulates a network of genes in the 9.9 6
human IUGR placenta. Human Molecular Genetics, 2014, 23, 6275-6285. :

Validation of DNA methylation profiling in formalin-fixed paraffin-embedded samples using the
Infinium HumanMethylation450 Microarray. Epigenetics, 2014, 9, 829-833.

A Comprehensive DNA Methylation Profile of Epithelial-to-Mesenchymal Transition. Cancer Research, 0.9 69
2014, 74, 5608-56109. )

A DERL3-associated defect in the degradation of SLC2A1 mediates the Warburg effect. Nature
Communications, 2014, 5, 3608.

Integrating gene expression and epidemiological data for the discovery of genetic interactions

associated with cancer risk. Carcinogenesis, 2014, 35, 578-585. 2.8 1

Epigenetic loss of the PIWI/piRNA machinery in human testicular tumorigenesis. Epigenetics, 2014, 9,
113-118.

An integrated epigenomic analysis for type 2 diabetes susceptibility loci in monozygotic twins. Nature 12.8 100
Communications, 2014, 5, 5719. :

Variable maternal methylation overlapping the<i>nc886/vtRNA2-1<[i>locus is locked between
hypermethylated repeats and is frequently altered in cancer. Epigenetics, 2014, 9, 783-790.

Promoter hypermethylation of the phosphatase DUSP22 mediates PKA&€dependent TAU phosphorylation

and CREB activation in Alzheimer's disease. Hippocampus, 2014, 24, 363-368. 19 o8

Epigenetic Regulation of Vitamin D Metabolism in Human Lung Adenocarcinoma. Journal of Thoracic
Oncology, 2014, 9, 473-482.

The chromatin remodeller CHDS is required for E2F-dependent transcription activation of S-phase 145 79
genes. Nucleic Acids Research, 2014, 42, 2185-2196. ’

Genome-Wide and Gene-Specific Epigenomic Platforms for Hepatocellular Carcinoma Biomarker

Development Trials. Gastroenterology Research and Practice, 2014, 2014, 1-9.

VAV3 mediates resistance to breast cancer endocrine therapy. Breast Cancer Research, 2014, 16, R53. 5.0 28



308

310

312

314

316

318

320

322

324

19

MANEL ESTELLER

ARTICLE IF CITATIONS

Disruption of microRNA nuclear transport in human cancer. Seminars in Cancer Biology, 2014, 27,

46-51.

The Breast Cancer Oncogene EMSY Represses Transcription of Antimetastatic microRNA miR-31. 9.7 55
Molecular Cell, 2014, 53, 806-818. :

Hypermethylation of the alternative AWT1 promoter in hematological malignancies is a highly specific
marker for acute myeloid leukemias despite high expression levels. Journal of Hematology and
Oncology, 2014, 7, 4.

Genome-wide parent-of-origin DNA methylation analysis reveals the intricacies of human imprinting
and suggests a germline methylation-independent mechanism of establishment. Genome Research, 2014, 5.5 311
24, 554-569.

Epigenetic Inactivation of the BRCAL Interactor SRBC and Resistance to Oxaliplatin in Colorectal
Cancer. Journal of the National Cancer Institute, 2014, 106, djt322.

CARM1 and BAF155: an example of how chromatin remodeling factors can be relocalized and

contribute to cancer. Breast Cancer Research, 2014, 16, 307. 5.0 1

Modeling Lung Cancer Evolution and Preclinical Response by Orthotopic Mouse Allografts. Cancer
Research, 2014, 74, 5978-5988.

Putative cis-regulatory drivers in colorectal cancer. Nature, 2014, 512, 87-90. 27.8 136

Regulation of DNA Methylation Patterns by CK2-Mediated Phosphorylation of Dnmt3a. Cell Reports,
2014, 8, 743-753.

DNA Methylation Map of Human Atherosclerosis. Circulation: Cardiovascular Genetics, 2014, 7,
692-700. o1 207

Improvement of the Rett Syndrome Phenotype in a Mecp2 Mouse Model Upon Treatment with Levodopa
and a Dopa-Decarboxylase Inhibitor. Neuropsychopharmacology, 2014, 39, 2846-2856.

Cancer genomics identifies disrupted epigenetic genes. Human Genetics, 2014, 133, 713-725. 3.8 47

The PEG13-DMR and brain-specific enhancers dictate imprinted expression within the 824 intellectual
disability risk locus. Epigenetics and Chromatin, 2014, 7, 5.

DNA methylation alterations in grade Il- and anaplastic pleomorphic xanthoastrocytoma. BMC Cancer,

2014, 14, 213. 2:6 8

S-adenosylmethionine Levels Regulate the Schwann Cell DNA Methylome. Neuron, 2014, 81, 1024-1039.

An increase in MECP2 dosage impairs neural tube formation. Neurobiology of Disease, 2014, 67, 49-56. 4.4 22

Linkage of DNA Methylation Quantitative Trait Loci to Human Cancer Risk. Cell Reports, 2014, 7, 331-338.

MeCP2: the long trip from a chromatin protein to neurological disorders. Trends in Molecular

Medicine, 2014. 20, 487-498. 6.7 20



326

328

330

332

334

336

338

340

342

20

MANEL ESTELLER

ARTICLE IF CITATIONS

Regulation of pri-miRNA Processing by a Long Noncoding RNA Transcribed from an Ultraconserved

Region. Molecular Cell, 2014, 55, 138-147.

Unraveling the Complex Network of Interactions Between Noncoding RNAs and Epigenetics in Cancer. ,
2014,,125-148.

Caveolin-1 is down-regulated in alveolar rhabdomyosarcomas and negatively regulates tumor
growth. Oncotarget, 2014, 5, 9744-9755.

Abstract 1366: Discovery of biomarkers for antitumor drug resistance using 450K methylation data of o
NCI60., 2014, , .

Abstract 5483: Implications of the type ofBRCAlgermline mutation in the treatment of patients with
hereditary breast cancer. , 2014, , .

Abstract 2829: Identification of the role of SRBC methylation-associated gene silencing as predictive
factor of oxaliplatin secondary resistance in metastasic colorectal cancer patients. , 2014, , .

Novel Methylation Panel for the Early Detection of Neoplasia in High-risk Ulcerative Colitis and
CrohnEV4s Colitis Patients. Inflammatory Bowel Diseases, 2013, 19, 165-173.

The B cell transcription program mediates hypomethylation and overexpression of key genes in

Epstein-Barr virus-associated proliferative conversion. Genome Biology, 2013, 14, R3. 96 53

A Prognostic DNA Methylation Signature for Stage | Non&€“Small-Cell Lung Cancer. Journal of Clinical
Oncology, 2013, 31, 4140-4147.

Epigenetic Modifications in Breast Cancer and Their Role in Personalized Medicine. American Journal 2.8 75
of Pathology, 2013, 183, 1052-1063. :

RASSF2 hypermethylation is present and related to shorter survival in squamous cervical cancer.
Modern Pathology, 2013, 26,1111-1122.

Global Epigenomic Reconfiguration During Mammalian Brain Development. Science, 2013, 341, 1237905. 12.6 1,609

Genomea€wide DNA methylation profiling predicts relapse in childhood Ba€eell acute lymphoblastic
leukaemia. British Journal of Haematology, 2013, 160, 406-409.

Genetic syndromes caused by mutations in epigenetic genes. Human Genetics, 2013, 132, 359-383. 3.8 141

Dysregulation of the long non-coding RNA transcriptome in a Rett syndrome mouse model. RNA
Biology, 2013, 10, 1197-1203.

Epigenetic profiling joins personalized cancer medicine. Expert Review of Molecular Diagnostics, 2013, 31 39
13,473-479. ’

EZH2: An Epigenetic Gatekeeper Promoting Lymphomagenesis. Cancer Cell, 2013, 23, 563-565.

Dynamics of DNA Methylation in Recent Human and Great Ape Evolution. PLoS Genetics, 2013, 9,

e1003763. 3.5 118



344

346

348

350

352

354

356

358

360

21

MANEL ESTELLER

ARTICLE IF CITATIONS

DNA Methylation Biomarkers for Noninvasive Diagnosis of Colorectal Cancer. Cancer Prevention

Research, 2013, 6, 656-665.

Aberrant DNA methylation profiles in the premature aging disorders Hutchinson-Gilford Progeria and

Werner syndrome. Epigenetics, 2013, 8, 28-33. 27 95

Impaired in vivo binding of MeCP2 to chromatin in the absence of its DNA methyl-binding domain.
Nucleic Acids Research, 2013, 41, 4888-4900.

Mouse models in epigenetics: insights in development and disease. Briefings in Functional Genomics, 07 9
2013, 12, 279-287. :

DNA methylation contributes to natural human variation. Genome Research, 2013, 23, 1363-1372.

Non&€€pG island promoter hypomethylation and miRa€449 regulate the expression of <i>SRPX2<[i> in

colorectal cancer. International Journal of Cancer, 2013, 132, 2303-2315. 51 68

DNA methylation map of mouse and human brain identifies target genes in Alzheimerad€™s disease. Brain,
2013, 136, 3018-3027.

DNA methylation profiling in breast cancer discordant identical twins identifies DOK7 as novel

epigenetic biomarker. Carcinogenesis, 2013, 34, 102-108. 2.8 135

Promoter CpG Island Hypermethylation of the DNA Repair Enzyme MGMT Predicts Clinical Response to
Dacarbazine in a Phase Il Study for Metastatic Colorectal Cancer. Clinical Cancer Research, 2013, 19,
2265-2272.

miR-221/222 Target the DNA Methyltransferase MGMT in Glioma Cells. PLoS ONE, 2013, 8, e74466. 2.5 84

Re: A DNA Repair Pathway-Focused Score for Prediction of Outcomes in Ovarian Cancer Treated with
Platinum-Based Chemotherapy. Journal of the National Cancer Institute, 2012, 104, 1514-1514.

<i>BRCA1<[i>epigenetic inactivation predicts sensitivity to platinum-based chemotherapy in breast and

ovarian cancer. Epigenetics, 2012, 7, 1225-1229. 27 113

Polychlorinated biphenyls affect histone modification pattern in early development of rats: a role for
androgen receptor-dependent modulation?. Epigenomics, 2012, 4, 101-112.

CpG island hypermethylation-associated silencing of small nucleolar RNAs in human cancer. RNA a1 53
Biology, 2012, 9, 881-890. )

The activatory long non-coding RNA DBE-T reveals the epigenetic etiology of facioscapulohumeral
muscular dystrophy. Cell Research, 2012, 22, 1413-1415.

Whole-genome bisulfite DNA sequencing of a DNMT3B mutant patient. Epigenetics, 2012, 7, 542-550. 2.7 68

Comparative genome-wide DNA methylation analysis of colorectal tumor and matched normal tissues.

Epigenetics, 2012, 7, 1355-1367.

A DNA methylation fingerprint of 1628 human samples. Genome Research, 2012, 22, 407-419. 5.5 341



362

364

366

368

370

372

374

376

378

22

MANEL ESTELLER

ARTICLE IF CITATIONS

Genome-Wide Analysis of DNA Methylation Differences in Muscle and Fat from Monozygotic Twins

Discordant for Type 2 Diabetes. PLoS ONE, 2012, 7, e51302.

EPHA7 , a new target gene for 6q deletion in T-cell lymphoblastic lymphomas. Carcinogenesis, 2012, 33,

452-458, 28 31

NuRD-dependent DNA methylation prevents ES cells from accessing a trophectoderm fate. Biology
Open, 2012, 1, 341-352.

Cancer, epigenetics and the Nobel Prizes. Molecular Oncology, 2012, 6, 565-566. 4.6 9

Lurbinectedin (PM01183), a New DNA Minor Groove Binder, Inhibits Growth of Orthotopic Primary
Graft of Cisplatin-Resistant Epithelial Ovarian Cancer. Clinical Cancer Research, 2012, 18, 5399-5411.

BRCALI as a tumor suppressor linked to the regulation of epigenetic states: keeping oncomiRs under

control. Breast Cancer Research, 2012, 14, 304. 5.0 5

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

Hot topics in epigenetic mechanisms of aging: 2011. Aging Cell, 2012, 11, 181-186. 6.7 80

Cancer epigenomics: beyond genomics. Current Opinion in Genetics and Development, 2012, 22, 50-55.

Cis-acting noncoding RNAs: friends and foes. Nature Structural and Molecular Biology, 2012, 19, 8.2 384
1068-1075. :

Discovery of Salermide-Related Sirtuin Inhibitors: Binding Mode Studies and Antiproliferative Effects
in Cancer Cells Including Cancer Stem Cells. Journal of Medicinal Chemistry, 2012, 55, 10937-10947.

Epigenetic alterations involved in cancer stem cell reprogramming. Molecular Oncology, 2012, 6,

620-636. 4.6 167

DNA Methylation Plasticity of Human Adipose-Derived Stem Cells in Lineage Commitment. American
Journal of Pathology, 2012, 181, 2079-2093.

DNA Hypomethylation Affects Cancer-Related Biological Functions and Genes Relevant in

Neuroblastoma Pathogenesis. PLoS ONE, 2012, 7, e48401. 2:5 31

DNA Hypermethylation in Somatic Cells Correlates with Higher Reprogramming Efficiency. Stem Cells,
2012, 30, 1696-1702.

Epigenetic disruption of cadherind€41 in human cancer metastasis. Journal of Pathology, 2012, 228, 45 60
230-240. ’

Intronic RNAs mediate EZH2 regulation of epigenetic targets. Nature Structural and Molecular

Biology, 2012, 19, 664-670.

Distinct DNA methylomes of newborns and centenarians. Proceedings of the National Academy of

Sciences of the United States of America, 2012, 109, 10522-10527. 71 687



380

382

384

386

388

390

392

394

396

23

MANEL ESTELLER

ARTICLE IF CITATIONS

BLUEPRINT to decode the epigenetic signature written in blood. Nature Biotechnology, 2012, 30,

224-226.

Rolling the Dice to Discover the Role of DICER in Tumorigenesis. Cancer Cell, 2012, 21, 717-719. 16.8 8

Epigenetic control of somatostatin and cortistatin expression by 12 amyloid peptide. Journal of
Neuroscience Research, 2012, 90, 13-20.

Novel Insights into DNA Methylation Features in Spermatozoa: Stability and Peculiarities. PLoS ONE, 05 68
2012,7, e44479. :

Epigenetic Disruption of the PIWI Pathway in Human Spermatogenic Disorders. PLoS ONE, 2012, 7,
e47892.

DNA methylation in stem cell renewal and multipotency. Stem Cell Research and Therapy, 2011, 2, 42. 5.5 85

Selective inhibition of microRNA accessibility by RBM38 is required for p53 activity. Nature
Communications, 2011, 2, 513.

Small molecule enoxacin is a cancer-specific growth inhibitor that acts by enhancing TAR RNA-binding
protein 2-mediated microRNA processing. Proceedings of the National Academy of Sciences of the 7.1 222
United States of America, 2011, 108, 4394-4399.

Profiling Epigenetic Alterations in Disease. Advances in Experimental Medicine and Biology, 2011, 711,
162-177.

EZH2-mediated epigenetic repression of DNA repair in promoting breast tumor initiating cells. Breast 5.0 20
Cancer Research, 2011, 13, 309. )

CpG island hypermethylation of<i>BRCA1</i>and loss of pRb as co-occurring events in
basalltriple-negative breast cancer. Epigenetics, 2011, 6, 638-649.

DNA methylation in early neoplasia. Cancer Biomarkers, 2011, 9, 101-111. 1.7 25

Epigenetic Activation of SOX11 in Lymphoid Neoplasms by Histone Modifications. PLoS ONE, 2011, 6,
e21382.

Generation and Characterization of Rat and Mouse Monoclonal Antibodies Specific for MeCP2 and

Their Use in X-Inactivation Studies. PLoS ONE, 2011, 6, e26499. 2:5 20

Epigenetic Regulation of miR-212 Expression in Lung Cancer. PLoS ONE, 2011, 6, e27722.

Array&€based DNA methylation profiling in acute myeloid leukaemia. British Journal of Haematology, 05 21
2011, 155, 65-72. ’

Cancer epigenetics reaches mainstream oncology. Nature Medicine, 2011, 17, 330-339.

Non-coding RNAs in human disease. Nature Reviews Genetics, 2011, 12, 861-874. 16.3 4,159



398

400

402

404

406

408

410

412

414

24

MANEL ESTELLER

ARTICLE IF CITATIONS

Dysregulation of microRNAs in cancer: Playing with fire. FEBS Letters, 2011, 585, 2087-2099.

Human native lipoprotein-induced de novo DNA methylation is associated with repression of

inflammatory genes in THP-1 macrophages. BMC Genomics, 2011, 12, 582. 2.8 49

<i>DNMT3B«</[i> gene amplification predicts resistance to DNA demethylating drugs. Genes
Chromosomes and Cancer, 2011, 50, 527-534.

Differential hypermethylation of genes in vulvar cancer and lichen sclerosus coexisting or not with

vulvar cancer. International Journal of Cancer, 2011, 128, 2853-2864. 51 49

Moving Closer to a Prognostic DNA Methylation Signature in Colon Cancer. Clinical Cancer Research,
2011, 17,1215-1217.

Bivalent histone modifications in stem cells poise miRNA loci for CpG island hypermethylation in

human cancer. Epigenetics, 2011, 6, 1344-1353. 2.7 16

Dynamics of bivalent chromatin domains upon drug induced reactivation and resilencing in cancer
cells. Epigenetics, 2011, 6, 1138-1148.

Regulation of SNAIL1 and E-cadherin function by DNMT1 in a DNA methylation-independent context. 145 82
Nucleic Acids Research, 2011, 39, 9194-9205. :

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

Long-Range Epigenetic Silencing Associates with Deregulation of Ikaros Targets in Colorectal Cancer 3.4 a7
Cells. Molecular Cancer Research, 2011, 9, 1139-1151. :

Epigenetic changes in cancer. F1000 Biology Reports, 2011, 3, 9.

A precursor microRNA in a cancer cell nucleus. Cell Cycle, 2011, 10, 922-925. 2.6 45

A Combined Epigenetic Therapy Equals the Efficacy of Conventional Chemotherapy in Refractory
Advanced Nona€“Small Cell Lung Cancer. Cancer Discovery, 2011, 1, 557-559.

Cancer Epigenetics for the 21st Century: What's Next?. Genes and Cancer, 2011, 2, 604-606. 1.9 59

MicroRNAs and cancer epigenetics: a macrorevolution. Current Opinion in Oncology, 2010, 22, 35-45.

Sirtuin 1 regulation of developmental genes during differentiation of stem cells. Proceedings of the

National Academy of Sciences of the United States of America, 2010, 107, 13736-13741. 71 154

Breast Cancer Epigenetics: From DNA Methylation to microRNAs. Journal of Mammary Gland Biology

and Neoplasia, 2010, 15, 5-17.

Epigenomics of human colon cancer. Mutation Research - Fundamental and Molecular Mechanisms of

Mutagenesis, 2010, 693, 53-60. 1.0 49



416

418

420

422

424

426

428

430

432

25

MANEL ESTELLER

ARTICLE IF CITATIONS

The DNA methylome of glioblastoma multiforme. Neurobiology of Disease, 2010, 39, 40-46.

A Genetic Defect in Exportin-5 Traps Precursor MicroRNAs in the Nucleus of Cancer Cells. Cancer Cell,

2010, 18, 303-315. 16.8 299

Identification of Trid€sand Tetracyclic Pyrimidinediones as Sirtuin Inhibitors. ChemMedChem, 2010, 5,
674-677.

Fatty liver and fibrosis in glycine N-methyltransferase knockout mice is prevented by nicotinamide. 73 81
Hepatology, 2010, 52, 105-114. )

Epigenetic modifications and human disease. Nature Biotechnology, 2010, 28, 1057-1068.

Metallothionein 1E is methylated in malignant melanoma and increases sensitivity to cisplatin-induced

apoptosis. Melanoma Research, 2010, 20, 392-400. 12 44

DNA Methylation Markers for Prostate Cancer with a Stem Cell Twist. Cancer Prevention Research,
2010, 3, 1053-1055.

<i>BRCA1<[i> CpG Island Hypermethylation Predicts Sensitivity to Poly(Adenosine Diphosphate)- Ribose

Polymerase Inhibitors. Journal of Clinical Oncology, 2010, 28, e563-e564. L6 152

Chromatin Remodeling in Mammary Gland Differentiation and Breast Tumorigenesis. Cold Spring
Harbor Perspectives in Biology, 2010, 2, a004515-a004515.

At the crossroad of lifespan, calorie restriction, chromatin and disease: Meeting on sirtuins. Cell 06 20
Cycle, 2010, 9, 1907-1912. :

Disrupted microRNA expression caused by Mecp2 loss in a mouse model of Rett syndrome. Epigenetics,
2010, 5, 656-663.

Changes in the pattern of DNA methylation associate with twin discordance in systemic lupus

erythematosus. Genome Research, 2010, 20, 170-179. 55 569

Epigenetic repression of ROR2 has a Wnt-mediated, pro-tumourigenic role in colon cancer. Molecular
Cancer, 2010, 9, 170.

Novel Methylation Panel for the Early Detection of Colorectal Tumors in Stool DNA. Clinical 9.3 59
Colorectal Cancer, 2010, 9, 168-176. :

Aberrant Epigenetic Landscape in Cancer: How Cellular Identity Goes Awry. Developmental Cell, 2010,
19, 698-711.

DNA methylation and the functional organization of the nuclear compartment. Seminars in Cell and 5.0 38
Developmental Biology, 2010, 21, 238-246. )

DNA Methylation and Cancer. Advances in Genetics, 2010, 70, 27-56.

A Role for Methyl-CpG Binding Domain Protein 2 in the Modulation of the Estrogen Response of

pS2/TFF1 Gene. PLoS ONE, 2010, 5, €9665. 2.5 o



434

436

438

440

442

444

446

448

450

26

MANEL ESTELLER

ARTICLE IF CITATIONS

DNA Methylation Profiles and Their Relationship with Cytogenetic Status in Adult Acute Myeloid

Leukemia. PLoS ONE, 2010, 5, e12197.

Metallothionein 1E is methylated in malignant melanoma and increases sensitivity to cisplatin-induced 12 35
apoptosis. Melanoma Research, 2010, 20, 392-400. :

The dynamic DNA methylomes of double-stranded DNA viruses associated with human cancer. Genome
Research, 2009, 19, 438-451.

Epigenetic Inactivation of the Circadian Clock Gene <i>BMAL1</i> in Hematologic Malignancies. Cancer 0.9 161
Research, 2009, 69, 8447-8454. :

Epigenetic inactivation of the Sotos overgrowth syndrome gene histone methyltransferase NSD1 in
human neuroblastoma and glioma. Proceedings of the National Academy of Sciences of the United
States of America, 2009, 106, 21830-21835.

A microarray-based DNA methylation study of glioblastoma multiforme. Epigenetics, 2009, 4, 255-264. 2.7 155

The<i>ADAMTS12<[i>metalloprotease gene is epigenetically silenced in tumor cells and
transcriptionally activated in the stroma during progression of colon cancer. Journal of Cell
Science, 2009, 122, 2906-2913.

The RNA-binding protein HuR regulates DNA methylation through stabilization of DNMT3b mRNA. 145 56
Nucleic Acids Research, 2009, 37, 2658-2671. :

CSL&€“MAML-dependent Notch1 signaling controls T lineagea€“specific IL-7Rl+ gene expression in early
human thymopoiesis and leukemia. Journal of Experimental Medicine, 2009, 206, 779-791.

Epigenetic mechanisms in neurological diseases: genes, syndromes, and therapies. Lancet Neurology, 102 598
The, 2009, 8, 1056-1072. :

Polyamines affect histamine synthesis during early stages of IL&€3a€induced bone marrow cell
differentiation. Journal of Cellular Biochemistry, 2009, 108, 261-271.

A TARBP2 mutation in human cancer impairs microRNA processing and DICER1 function. Nature 214 355
Genetics, 2009, 41, 365-370. ’

DNA methylomes, histone codes and miRNAs: Tying it all together. International Journal of
Biochemistry and Cell Biology, 2009, 41, 87-95.

Quantification of Global DNA Methylation by Capillary Electrophoresis and Mass Spectrometry. 0.9 34
Methods in Molecular Biology, 2009, 507, 23-34. :

Frequent loss of endothelin-3 (EDN3) expression due to epigenetic inactivation in human breast
cancer. Breast Cancer Research, 2009, 11, R34.

New insights into the biology and origin of mature aggressive B-cell lymphomas by combined

epigenomic, genomic, and transcriptional profiling. Blood, 2009, 113, 2488-2497. 14 133

How epigenetics can explain human metastasis: A new role for microRNAs. Cell Cycle, 2009, 8, 377-382.

A Role for RNAi in the Selective Correction of DNA Methylation Defects. Science, 2009, 323, 1600-1604. 12.6 338



452

454

456

458

460

462

464

466

468

27

MANEL ESTELLER

ARTICLE IF CITATIONS

Epigenetic Signatures Associated with Different Levels of Differentiation Potential in Human Stem

Cells. PLoS ONE, 2009, 4, e7809.

Loss of the glycine N-methyltransferase gene leads to steatosis and hepatocellular carcinoma in mice.

Hepatology, 2008, 47, 1191-1199. 73 262

Epigenetic biomarkers for human cancer: The time is now. Critical Reviews in Oncology/Hematology,
2008, 68, 1-11.

<i>BCRA€ABL1</[i>a€induced expression of <i>HSPA8<[i> promotes cell survival in chronic myeloid

leukaemia. British Journal of Haematology, 2008, 142, 571-582. 2:5 33

Promoter hypermethylation leads to decreased APC mRNA expression in familial polyposis and
sporadic colorectal tumours, but does not substitute for truncating mutations. Experimental and
Molecular Pathology, 2008, 85, 201-206.

Chapter 9 Epigenetic Gene Regulation in Cancer. Advances in Genetics, 2008, 61, 247-267. 1.8 86

Differences and Molecular Imnmunohistochemical Parameters in the Subtypes of Infiltrating Ductal
Breast Cancer. American Journal of Clinical Pathology, 2008, 130, 414-424.

Recruitment of CREB1 and Histone Deacetylase 2 (HDAC2) to the Mouse Ltbp-1 Promoter Regulates its
Constitutive Expression in a Dioxin Receptor-dependent Manner. Journal of Molecular Biology, 2008, 4.2 36
380, 1-16.

Epigenetic connections between autoimmune disorders and haematological malignancies. Trends in
Immunology, 2008, 29, 616-623.

A microRNA DNA methylation signature for human cancer metastasis. Proceedings of the National

Academy of Sciences of the United States of America, 2008, 105, 13556-13561. 71 990

SnapShot: The Human DNA Methylome in Health and Disease. Cell, 2008, 135, 1144-1144.e1.

Epigenetics in Cancer. New England Journal of Medicine, 2008, 358, 1148-1159. 27.0 3,251

Genomic DNA hypomethylation as a biomarker for bladder cancer susceptibility in the Spanish Bladder
Cancer Study: a casea€“control study. Lancet Oncology, The, 2008, 9, 359-366.

Identification of PMF1 Methylation in Association with Bladder Cancer Progression. Clinical Cancer 70 37
Research, 2008, 14, 8236-8243. :

Epigenetic Inactivation of the Groucho Homologue Gene TLE1 in Hematologic Malignancies. Cancer
Research, 2008, 68, 4116-4122.

Chromatin remodeling factor CHD5 is silenced by promoter CpG island hypermethylation in human

cancer. Epigenetics, 2008, 3, 210-215. 27 74

Methyl-DNA immunoprecipitation (MeDIP): Hunting down the DNA methylome. BioTechniques, 2008, 44,

35-43.

Promoter DNA Hypermethylation and Gene Repression in Undifferentiated Arabidopsis Cells. PLoS ONE,

2008, 3, e3306. 2.5 99



470

472

474

476

478

480

482

484

486

28

MANEL ESTELLER

ARTICLE IF CITATIONS

Mecp2-Null Mice Provide New Neuronal Targets for Rett Syndrome. PLoS ONE, 2008, 3, e3669.

Cancer Genes Hypermethylated in Human Embryonic Stem Cells. PLoS ONE, 2008, 3, e3294. 2.5 75

DNA Methylation and Histone Modifications in Patients With Cancer: Potential Prognostic and
Therapeutic Targets. , 2007, 361, 25-62.

Discovery of Epigenetically Silenced Genes by Methylated DNA Immunoprecipitation in Colon Cancer 0.9 89
Cells. Cancer Research, 2007, 67, 11481-11486. :

Mutator pathways unleashed by epigenetic silencing in human cancer. Mutagenesis, 2007, 22, 247-253.

Combinatorial effects of splice variants modulate function of Aiolos. Journal of Cell Science, 2007, 20 45
120, 2619-2630. ’

Epigenetic Alterations of the Wnt/&amp;#946; -Catenin Pathway in Human Disease. Endocrine, Metabolic
and Immune Disorders - Drug Targets, 2007, 7, 13-21.

Histone H3 and H4 Modification Profiles in a Rett Syndrome Mouse Model. Epigenetics, 2007, 2, 11-14. 2.7 12

Rett Syndrome: The First Forty Years 1966-2006. Epigenetics, 2007, 2, 1-1.

Epigenetic disruption of ribosomal RNA genes and nucleolar architecture in DNA methyltransferase 1 145 128
(Dnmt1) deficient cells. Nucleic Acids Research, 2007, 35, 2191-2198. :

The Epigenetic Basis of Twin Discordance in Age-Related Diseases. Pediatric Research, 2007, 61, 38R-42R.

WNT10B Functional Dualism: 12-Catenin/Tcf-dependent Growth Promotion or Independent Suppression

with Deregulated Expression in Cancer. Molecular Biology of the Cell, 2007, 18, 4292-4303. 21 82

Notch Signaling Is Essential for Ventricular Chamber Development. Developmental Cell, 2007, 12,
415-429.

The Wnt antagonist DICKKOPF-1 gene is induced by 1A,25-dihydroxyvitamin D3 associated to the

differentiation of human colon cancer cells. Carcinogenesis, 2007, 28, 1877-1884. 2.8 166

CpG island promoter hypermethylation of the pro-apoptotic gene caspase-8 is a common hallmark of
relapsed glioblastoma multiforme. Carcinogenesis, 2007, 28, 1264-1268.

Genetic Unmasking of an Epigenetically Silenced microRNA in Human Cancer Cells. Cancer Research, 0.9 883
2007, 67, 1424-1429. :

Epigenetic gene silencing in cancer: the DNA hypermethylome. Human Molecular Genetics, 2007, 16,

R50-R59.

Molecular Analysis of a Multistep Lung Cancer Model Induced by Chronic Inflammation Reveals
Epigenetic Regulation of p16, Activation of the DNA Damage Response Pathway. Neoplasia, 2007, 9, 5.3 86
840-IN12.



488

490

492

494

496

498

500

502

504

29

MANEL ESTELLER

ARTICLE IF CITATIONS

The role of histone deacetylases (HDACs) in human cancer. Molecular Oncology, 2007, 1, 19-25.

Cancer epigenomics: DNA methylomes and histone-modification maps. Nature Reviews Genetics, 2007, 8,
286-298. 16.3 1,916

Genetic analysis of p38 MAP kinases in myogenesis: fundamental role of p38i+ in abrogating myoblast
proliferation. EMBO Journal, 2007, 26, 1245-1256.

Immunohistochemical classification of non-BRCA1/2 tumors identifies different groups that

demonstrate the heterogeneity of BRCAX families. Modern Pathology, 2007, 20, 1298-1306. 55 48

MGMT hypermethylation: A prognostic foe, a predictive friend. DNA Repair, 2007, 6, 1155-1160.

Epigenetics and aging: the targets and the marks. Trends in Genetics, 2007, 23, 413-418. 6.7 611

Crossa€dalk between Aging and Cancer. Annals of the New York Academy of Sciences, 2007, 1100, 60-74.

Hypermethylation of the proapoptotic gene TMS1/ASC: prognostic importance in glioblastoma

multiforme. Journal of Neuro-Oncology, 2007, 82, 133-1309. 2.9 56

Frequent hypermethylation of the DNA repair gene MGMT in long-term survivors of glioblastoma
multiforme. Journal of Neuro-Oncology, 2007, 83, 91-93.

The expression of CSRP2 encoding the LIM domain protein CRP2 is mediated by TGF-12 in smooth muscle

and hepatic stellate cells. Biochemical and Biophysical Research Communications, 2006, 345, 1526-1535. 21 26

The novel DNA methylation inhibitor zebularine is effective against the development of murine T-cell
lymphoma. Blood, 2006, 107, 1174-1177.

DNA methrltransferases control telomere length and telomere recombination in mammalian cells. 103 538
I .

Nature Cell Biology, 2006, 8, 416-424.

A truncating mutation of HDAC2 in human cancers confers resistance to histone deacetylase
inhibition. Nature Genetics, 2006, 38, 566-569.

The Polycomb group protein EZH2 directly controls DNA methylation. Nature, 2006, 439, 871-874. 27.8 1,964

Epigenetic inactivation of the premature aging Werner syndrome gene in human cancer. Proceedings
of the National Academy of Sciences of the United States of America, 2006, 103, 8822-8827.

New therapeutic targets in cancer: the epigenetic connection. Clinical and Translational Oncology, 0.4 2
2006, 8, 242-249. ’

Transcriptional profiling of MCF7 breast cancer cells in response to 5-Fluorouracil: Relationshir

with cell cycle changes and apoptosis, and identification of novel targets of p53. Internationa
Journal of Cancer, 2006, 119, 1164-1175.

Wt signaling promoter hypermethylation distinguishes lung primary adenocarcinomas from

colorectal metastasis to the lung. International Journal of Cancer, 2006, 119, 2603-2606. 51 85



506

508

510

512

514

516

518

520

522

30

MANEL ESTELLER

ARTICLE IF CITATIONS

The necessity of a human epigenome project. Carcinogenesis, 2006, 27, 1121-1125.

The Epigenetic Face of Systemic Lupus Erythematosus. Journal of Ilmunology, 2006, 176, 7143-7147. 0.8 203

A Profile of Methyl-CpG Binding Domain Protein Occupancy of Hypermethylated Promoter CpG Islands
of Tumor Suppressor Genes in Human Cancer. Cancer Research, 2006, 66, 8342-8346.

Angiostatic activity of DNA methyltransferase inhibitors. Molecular Cancer Therapeutics, 2006, 5,
467-475. a9

Cyclooxygenase 2 Expression in Colorectal Cancer with DNA Mismatch Repair Deficiency. Clinical
Cancer Research, 2006, 12, 1686-1692.

Lack of Methylthioadenosine Phosphorylase Expression in Mantle Cell Lymphoma Is Associated with
Shorter Survival: Implications for a Potential Targeted Therapy. Clinical Cancer Research, 2006, 12, 7.0 31
3754-3761.

Genetic variants in epigenetic genes and breast cancer risk. Carcinogenesis, 2006, 27, 1661-1669.

Release of Hypoacetylated and Trimethylated Histone H4 Is an Epigenetic Marker of Early Apoptosis. 3.4 a4
Journal of Biological Chemistry, 2006, 281, 13540-13547. :

Chromosomal Instability Correlates with Genome-wide DNA Demethylation in Human Primary
Colorectal Cancers. Cancer Research, 2006, 66, 8462-9468.

DNA methylation and cancer therapy: new developments and expectations. Current Opinion in 0.4 159
Oncology, 2005, 17, 55-60. ’

ABERRANT DNA METHYLATION AS A CANCER-INDUCING MECHANISM. Annual Review of Pharmacology and
Toxicology, 2005, 45, 629-656.

Role of the RB1 family in stabilizing histone methylation at constitutive heterochromatin. Nature Cell 103 314
Biology, 2005, 7, 420-428. :

Loss of acetylation at Lys16 and trimethylation at Lys20 of histone H4 is a common hallmark of human
cancer. Nature Genetics, 2005, 37, 391-400.

E47 phosphorylation by p38 MAPK promotes MyoD/E47 association and muscle-specific gene 78 165
transcription. EMBO Journal, 2005, 24, 974-984. :

Inactivation of the tissue inhibitor of metalloproteinases-2 gene by promoter hypermethylation in
lymphoid malignancies. Oncogene, 2005, 24, 4799-4805.

Loss of E-cadherin mediated cell-cell adhesion as an early trigger of apoptosis induced by

photodynamic treatment. Journal of Cellular Physiology, 2005, 205, 86-96. 41 45

The impact of MECP2 mutations in the expression patterns of Rett syndrome patients. Human Genetics,

2005, 116, 91-104.

Dormant hypermethylated tumour suppressor genes: questions and answers. Journal of Pathology, 45 86
2005, 205, 172-180. ’



524

526

528

530

532

534

536

538

540

31

MANEL ESTELLER

ARTICLE IF CITATIONS

Oxidation of carboxyamidomethyl cysteine may add complexity to protein identification. Proteomics,

2005, 5, 2761-2768.

<i>EMP3<[i>, a Myelin-Related Gene Located in the Critical 19q13.3 Region, Is Epigenetically Silenced and
Exhibits Features of a Candidate Tumor Suppressor in Glioma and Neuroblastoma. Cancer Research, 0.9 154
2005, 65, 2565-2571.

Multiple markers for melanoma progression regulated by DNA methylation: insights from
transcriptomic studies. Carcinogenesis, 2005, 26, 1856-1867.

Inactivation of the <i>Lamin A/C<[i> Gene by CpG Island Promoter Hypermethylation in Hematologic
Malignancies, and Its Association With Poor Survival in Nodal Diffuse Large B-Cell Lymphoma. Journal 1.6 119
of Clinical Oncology, 2005, 23, 3940-3947.

Transcriptional targets of the chromatin-remodelling factor SMARCA4/BRG1 in lung cancer cells.
Human Molecular Genetics, 2005, 14, 973-982.

Towards the Human Cancer Epigenome: A First Draft of Histone Modifications. Cell Cycle, 2005, 4,

1377-1381. 2.6 149

Direct metabolic regulation of 12-catenin activity by the p85ix+ regulatory subunit of phosphoinositide
3-OH kinase. Experimental Cell Research, 2005, 305, 409-417.

Characterization of 8p21.3 chromosomal deletions in B-cell(lfvmphoma: TRAIL-R1 and TRAIL-R2 as 1.4 137
candidate dosage-dependent tumor suppressor genes. Blood, 2005, 106, 3214-3222. :

Differential DNA hypermethylation and hypomethylation signatures in colorectal cancer. Human
Molecular Genetics, 2005, 14, 319-326.

Epigenetic differences arise during the lifetime of monozygotic twins. Proceedings of the National 71 3.169
Academy of Sciences of the United States of America, 2005, 102, 10604-10609. ) >

The loss of NKX3.1 expression in testicular-and prostate-cancers is not caused by promoter
hypermethylation. Molecular Cancer, 2005, 4, 8.

Methyl-CpG-binding proteins in cancer: blaming the DNA methylation messenger. Biochemistry and Cell

Biology, 2005, 83, 374-384. 2.0 65

In vivo analysis of DNA methylation patterns recognized by specific proteins: coupling ChIP and
bisulfite analysis. BioTechniques, 2004, 37, 666-673.

Tumor Cell-Specific <b> <i>BRCAl<[i> </b> and <b> <i>RASSF1A<[i> </b> Hypermethylation in Serum,

Plasma, and Peritoneal Fluid from Ovarian Cancer Patients. Cancer Research, 2004, 64, 6476-6481. 0.9 259

Epigenetic loss of the familial tumor-suppressor gene exostosin-1 (EXT1) disrupts heparan sulfate
synthesis in cancer cells. Human Molecular Genetics, 2004, 13, 2753-2765.

Clustering of Gene Hypermethylation Associated With Clinical Risk Groups in Neuroblastoma. Journal 6.3 119
of the National Cancer Institute, 2004, 96, 1208-1219. )

Detection of Lymph Node Micrometastases by Gene Promoter Hypermethylation in Samples Obtained by

Endosonography- Guided Fine-Needle Aspiration Biopsy. Clinical Cancer Research, 2004, 10, 4444-4449.

CpG Island Hypermethylation of the DNA Repair Enzyme Methyltransferase Predicts Response to

Temozolomide in Primary Gliomas. Clinical Cancer Research, 2004, 10, 4933-4938. 7.0 523



542

544

546

548

550

5562

554

556

5568

32

MANEL ESTELLER

ARTICLE IF CITATIONS

Hypermethylation of a Small CpGuanine-Rich Region Correlates with Loss of Activator Protein-21=

Expression during Progression of Breast Cancer. Cancer Research, 2004, 64, 1611-1620.

Human DNA Methyltransferase 1 Is Required for Maintenance of the Histone H3 Modification Pattern. .4 171
Journal of Biological Chemistry, 2004, 279, 37175-37184. :

Snail Mediates E-Cadherin Repression by the Recruitment of the Sin3A/Histone Deacetylase 1
(HDAC1)/HDAC2 Complex. Molecular and Cellular Biology, 2004, 24, 306-319.

The absence of p53 is critical for the induction of apoptosis by 5-aza-24€2-deoxycytidine. Oncogene, 2004,
23,735-743. 59 7

Generating mutations but providing chemosensitivity: the role of O6-methylguanine DNA
methyltransferase in human cancer. Oncogene, 2004, 23, 1-8.

Distinctive gene expression of human lung adenocarcinomas carrying LKB1 mutations. Oncogene, 2004, 5.9 61
23,5084-5091. )

CpG island promoter hypermethylation of the Ras-effector gene NORE1A occurs in the context of a
wild-type K-ras in lung cancer. Oncogene, 2004, 23, 8695-8699.

Altered expression of adhesion molecules and epitheliala€“mesenchymal transition in silica-induced rat

lung carcinogenesis. Laboratory Investigation, 2004, 84, 999-1012. 3.7 68

Beyond Genetics-The Emerging Role of Epigenetic Changes in Hematopoietic Malignancies.
International Journal of Hematology, 2004, 80, 120-127.

Abnormal PcG protein expression in Hodgkin's lymphoma. Relation with E2F6 and NFI2B transcription 45 63
factors. Journal of Pathology, 2004, 204, 528-537. ’

Genetic and Epigenetic screening for gene alterations of the chromatin-remodeling factor,
SMARCA4/BRG1, in lung tumors. Genes Chromosomes and Cancer, 2004, 41, 170-177.

Histone deacetylase inhibitors: Understanding a new wave of anticancer agents. International Journal 51 241
of Cancer, 2004, 112, 171-178. :

A Mouse Skin Multistage Carcinogenesis Model Reflects the Aberrant DNA Methylation Patterns of
Human Tumors. Cancer Research, 2004, 64, 5527-5534.

A CpG island hypermethylation profile of primary colorectal carcinomas and colon cancer cell lines. 19. 140
Molecular Cancer, 2004, 3, 28. :

Standardized approach for microsatellite instability detection in gastric carcinomas. Human
Pathology, 2004, 35, 335-342.

DNA Methylation Polymorphisms Precede Any Histological Sign of Atherosclerosis in Mice Lacking 3.4 279
Apolipoprotein E. Journal of Biological Chemistry, 2004, 279, 29147-29154. )

Methylation status of the p15, p16 and MGMT promoter genes in primary cutaneous T-cell lymphomas.

Haematologica, 2004, 89, 1401-3.

Genomic pl6 abnormalities in the progression of chronic myeloid leukemia into blast crisis. 0.4 39
Experimental Hematology, 2003, 31, 204-210. :



560

562

564

566

568

570

572

574

576

33

MANEL ESTELLER

ARTICLE IF CITATIONS

Epigenetic and genetic alterations of <i>APC«[i> and <i>CDH1</[i> genes in lobular breast cancer:

Relationships with abnormal Ed€eadherin and catenin expression and microsatellite instability.
International Journal of Cancer, 2003, 106, 208-215.

Capillary electrophoresis-based method to quantitate DNA&€“protein interactions. Journal of

Chromatography B: Analytical Technologies in the Biomedical and Life Sciences, 2003, 789, 431-435. 2.3 23

Abnormalities of E- and P-cadherin and catenin (12-, 13-catenin, and p120ctn) expression in endometrial
cancer and endometrial atypical hyperplasia. Journal of Pathology, 2003, 199, 471-478.

Heterozygous disruption of Hicl predisposes mice to a gender-dependent spectrum of malignant 914 200
tumors. Nature Genetics, 2003, 33, 197-202. :

Methyl-CpG binding proteins identify novel sites of epigenetic inactivation in human cancer. EMBO
Journal, 2003, 22, 6335-6345.

Relevance of DNA methylation in the management of cancer. Lancet Oncology, The, 2003, 4, 351-358. 10.7 293

Profiling aberrant DNA methylation in hematologic neoplasms: a view from the tip of the iceberg.
Clinical Immunology, 2003, 109, 80-88.

The transcription factor Slug represses<i>E-cadherin</i>expression and induces epithelial to
mesenchymal transitions: a comparison with Snail and E47 repressors. Journal of Cell Science, 2003, 2.0 1,021
116, 499-511.

Genetic unmasking of epigenetically silenced tumor suppressor genes in colon cancer cells deficient
in DNA methyltransferases. Human Molecular Genetics, 2003, 12, 2209-2219.

GATA-4 and GATA-5 Transcription Factor Genes and Potential Downstream Antitumor Target Genes Are
Epigenetically Silenced in Colorectal and Gastric Cancer. Molecular and Cellular Biology, 2003, 23, 2.3 234
8429-8439.

The affinity of different MBD proteins for a specific methylated locus depends on their intrinsic
binding properties. Nucleic Acids Research, 2003, 31, 1765-1774.

DNA Demethylating Agents and Chromatin-Remodelling Drugs: Which, How and Why?. Current Drug

Metabolism, 2003, 4, 22-31. 12 37

SOCS-1, a negative regulator of cytokine signaling, is frequently silenced by methylation in multiple
myeloma. Blood, 2003, 101, 2784-2788.

Cancer Epigenetics: Dna Methylation and Chromatin Alterations in Human Cancer. Advances in

Experimental Medicine and Biology, 2003, 532, 39-49. L6 118

The impact of chromatin in human cancer: linking DNA methylation to gene silencing. Carcinogenesis,
2002, 23,1103-1109.

Cancer Epigenetics and Methylation. Science, 2002, 297, 1807d-1808. 12.6 116

Hypermethylation of the DNA ReFair Gene O6-Methylguanine DNA Methyltransferase and Survival of
| Lymphoma. Journal of the National Cancer Institute, 2002, 94, 26-32.

Patients With Diffuse Large B-Ce

CHK2-decreased protein expression and infrequent genetic alterations mainly occur in aggressive

types of non-Hodgkin lymphomas. Blood, 2002, 100, 4602-4608. 14 67



578

580

582

584

586

588

590

592

594

34

MANEL ESTELLER

ARTICLE IF CITATIONS

The Coming of Age of DNA Methylation in Medicine in the Genomics and Postgenomics Era. Clinical

Immunology, 2002, 103, 213-216.

Alterations of the p16INK4a/Rb/cyclin-D1 pathway in vulvar carcinoma, vulvar intraepithelial neoplasia, 2.0 53
and lichen sclerosus. Human Pathology, 2002, 33, 1120-1125. :

DNA Methylation: A Profile of Methods and Applications. BioTechniques, 2002, 33, 632-649.

High-performance capillary electrophoretic method for the quantification of 5-methyl
2'-deoxycytidine in genomic DNA: Application to plant, animal and human cancer tissues. 2.4 142
Electrophoresis, 2002, 23, 1677.

Loss of heterozygosity analysis at the <i>BRCA«<[i> loci in tumor samples from patients with familial
breast cancer. International Journal of Cancer, 2002, 99, 305-309.

Cancer as an epigenetic disease: DNA methylation and chromatin alterations in human tumours. as 679
Journal of Pathology, 2002, 196, 1-7. :

CpG island hypermethylation and tumor suppressor genes: a booming present, a brighter future.
Oncogene, 2002, 21, 5427-5440.

Abnormalities of the APC[i2-catenin pathway in endometrial cancer. Oncogene, 2002, 21, 7981-7990. 5.9 252

Allele-specific histone lysine methylation marks regulatory regions at imprinted mouse genes. EMBO
Journal, 2002, 21, 6560-6570.

Gene-Expression Profiles in Hereditary Breast Cancer. New England Journal of Medicine, 2001, 344, 9
539-548. 7.0 1,669

Loss of chromosome arms 3p and 9p and inactivation ofP16INK4a in normal epithelium of patients with
primary lung cancer. Genes Chromosomes and Cancer, 2001, 32, 119-125.

Hypermethylation of the hMLH1 gene promoter is associated with microsatellite instability in early

human gastric neoplasia. Oncogene, 2001, 20, 329-335. 59 115

Inactivation of the apoptosis effector Apaf-1 in malignant melanoma. Nature, 2001, 409, 207-211.

Epigenetic inactivation of LKB1 in primary tumors associated with the Peutz-Jeghers syndrome. 5.9 171
Oncogene, 2000, 19, 164-168. :

Inactivation of the DNA-Repair Gene<i>MGMT</i>and the Clinical Response of Gliomas to Alkylating
Agents. New England Journal of Medicine, 2000, 343, 1350-1354.

hMLH1 Promoter Hypermethylation Is an Early Event in Human Endometrial Tumorigenesis. American 2.8 280
Journal of Pathology, 1999, 155, 1767-1772. ’

Endometrial Carcinoma in Tamoxifen-Treated Breast Cancer Patient. International Journal of

Gynecological Pathology, 1999, 18, 387-391.

Point mutation and homozygous deletion of PTEN/MMAC1 in primary bladder cancers. Oncogene, 1998,
16,3215-3218. 5.9 175



596

598

35

MANEL ESTELLER

ARTICLE IF CITATIONS

MLH1 promoter hypermethylation is associated with the microsatellite instability phenotype in

sporadic endometrial carcinomas. Oncogene, 1998, 17, 2413-2417.

Merkel Cell Carcinoma of the Vulva. Gynecologic Oncology, 1997, 64, 526-532. 1.4 30

Detection of c-erbB-2/neu and fibroblast growth factor-3/INT-2 but not epidermal growth factor
receptor gene amplification in endometrial cancer by differential polymerase chain reaction. Cancer,
1995, 75, 2139-2146.

High rate of MDR &€4 and heterogeneous pattern of MRP expression without gene amplification in

endometrial cancer. International Journal of Cancer, 1995, 63, 798-803. 51 19

Thyroid hormone stimulates phosphoglycerate mutase activity and isozyme transition in rat muscle

tissues. Life Sciences, 1994, 54, 533-538.




