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27 DNA methylation epigenotypes in breast cancer molecular subtypes. Breast Cancer Research, 2010, 12,
R77. 5.0 159
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68 Immunogenicity of non-structural proteins of foot-and-mouth disease virus: differences between
infected and vaccinated swine. Archives of Virology, 1994, 136, 123-131. 2.1 78

69 267 Spanish Exomes Reveal Population-Specific Differences in Disease-Related Genetic Variation.
Molecular Biology and Evolution, 2016, 33, 1205-1218. 8.9 78
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140 Grape antioxidant dietary fiber inhibits intestinal polyposis in Apc Min/+ mice: relation to cell cycle
and immune response. Carcinogenesis, 2013, 34, 1881-1888. 2.8 38

141 Use of estimated evolutionary strength at the codon level improves the prediction of disease-related
protein mutations in humans. Human Mutation, 2008, 29, 198-204. 2.5 37

142
VARIANT: Command Line, Web service and Web interface for fast and accurate functional
characterization of variants found by Next-Generation Sequencing. Nucleic Acids Research, 2012, 40,
W54-W58.

14.5 37

143 Differential Features between Chronic Skin Inflammatory Diseases Revealed in Skin-Humanized
Psoriasis and Atopic Dermatitis Mouse Models. Journal of Investigative Dermatology, 2016, 136, 136-145. 0.7 37

144 Prophet, a web-based tool for class prediction using microarray data. Bioinformatics, 2007, 23, 390-391. 4.1 36



10

Joaquin Dopazo

# Article IF Citations

145 Association Study of 69 Genes in the Ret Pathway Identifies Low-penetrance Loci in Sporadic Medullary
Thyroid Carcinoma. Cancer Research, 2007, 67, 9561-9567. 0.9 36

146 The AnnoLite and AnnoLyze programs for comparative annotation of protein structures. BMC
Bioinformatics, 2007, 8, S4. 2.6 36

147 Mutation Screening of Multiple Genes in Spanish Patients with Autosomal Recessive Retinitis
Pigmentosa by Targeted Resequencing. PLoS ONE, 2011, 6, e27894. 2.5 36

148 Dysfunctional mitochondrial fission impairs cell reprogramming. Cell Cycle, 2016, 15, 3240-3250. 2.6 36

149
Assessment of Targeted Next-Generation Sequencing as a Tool for the Diagnosis of
Charcot-Marie-Tooth Disease and Hereditary Motor Neuropathy. Journal of Molecular Diagnostics,
2016, 18, 225-234.

2.8 36

150 Point Mutant Frequencies in the<i>pol</i>Gene of Human Immunodeficiency Virus Type 1 Are Two- to
Threefold Lower Than Those of<i>env</i>. AIDS Research and Human Retroviruses, 1996, 12, 1117-1128. 1.1 35

151 Capturing the biological impact of CDKN2A and MC1R genes as an early predisposing event in melanoma
and non melanoma skin cancer. Oncotarget, 2014, 5, 1439-1451. 1.8 35

152 A strain-type clustering of potato virus Y based on the genetic distance between isolates calculated by
RFLP analysis of the amplified coat protein gene. Archives of Virology, 1996, 141, 2425-2442. 2.1 34

153 The protease MT1â€•MMP drives a combinatorial proteolytic program in activated endothelial cells.
FASEB Journal, 2012, 26, 4481-4494. 0.5 34

154 CSVS, a crowdsourcing database of the Spanish population genetic variability. Nucleic Acids Research,
2021, 49, D1130-D1137. 14.5 34

155 Estimation of the intrinsic rate of natural increase and its error by both algebraic and resampling
approaches. Bioinformatics, 1993, 9, 535-540. 4.1 33
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