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Polymorphic miRNA-mediated gene regulation: contribution to phenotypic variation and disease.

Current Opinion in Genetics and Development, 2007, 17, 166-176.

Genetic Variants in REC8, RNF212, and PRDM9 Influence Male Recombination in Cattle. PLoS Genetics, a5 128
2012, 8, e1002854. :

Patrocles: a database of polymorphic miRNA-mediated gene regulation in vertebrates. Nucleic Acids
Research, 2010, 38, D640-D651.

A 660-Kb Deletion with Antagonistic Effects on Fertility and Milk Production Segregates at High
Frequency in Nordic Red Cattle: Additional Evidence for the Common Occurrence of Balancing 3.5 126
Selection in Livestock. PLoS Genetics, 2014, 10, e1004049.

Microsatellite mapping of a gene affecting horn development in Bos taurus. Nature Genetics, 1993, 4,
206-210.

Comparative Sequence Analysis of the Imprinted <i>DIR14€“Gtl2<[i> Locus in Three Mammalian Species
Reveals Highly Conserved Genomic Elements and Refines Comparison with the <i>Igf2a€“H19</i> Region. 5.5 116
Genome Research, 2001, 11, 2085-2094.

Ectopic Expression of DLK1 Protein in Skeletal Muscle of Padumnal Heterozygotes Causes the Callipyge
Phenotype. Current Biology, 2004, 14, 1858-1862.

A QTL with major effect on milk yield and composition maps to bovine Chromosome 14. Mammalian

Genome, 1998, 9, 540-544. 2.2 110

Mapping, Fine Mapping, and Molecular Dissection of Quantitative Trait Loci in Domestic Animals.
Annual Review of Genomics and Human Genetics, 2007, 8, 131-162.

Genome-wide association and HLA fine-mapping studies identify risk loci and genetic pathways

underlying allergic rhinitis. Nature Genetics, 2018, 50, 1072-1080. 214 106

Haplotype diversity of the myostatin gene among beef cattlebreeds. Genetics Selection Evolution, 2003,
35, 103-18.

Deep sequencing reveals abundant noncanonical retroviral microRNAs in B-cell leukemia/lymphoma.

Proceedings of the National Academy of Sciences of the United States of America, 2013, 110, 2306-2311. 71 101

Simultaneous Mining of Linkage and Linkage Disequilibrium to Fine Map Quantitative Trait Loci in
Outbred Half-Sib Pedigrees: Revisiting the Location of a Quantitative Trait Locus With Major Effect on
Milk Production on Bovine Chromosome 14. Genetics, 2002, 161, 275-287.

LUPA: A European initiative taking advantage of the canine genome architecture for unravelling

complex disorders in both human and dogs. Veterinary Journal, 2011, 189, 155-159. L7 95

Mosaicism of Solid Gold Supports the Causality of a Noncoding A-to-G Transition in the Determinism
of the Callipyge Phenotype. Genetics, 2003, 163, 453-456.

Glycosylation of immunoglobulin G is regulated by a large network of genes pleiotropic with

inflammatory diseases. Science Advances, 2020, 6, eaax0301. 10.3 20

Effects of Character Weighting and Species Sampling on Phylogeny Reconstruction: A Case Study

Based on DNA Sequence Data in Cetaceans. Genetics, 1996, 144, 1817-1833.

On the use of DNA fingerprints for linkage studies in cattle. Genomics, 1990, 6, 461-474. 2.9 83



56

58

60

62

64

66

68

70

72

MICHEL GEORGES

ARTICLE IF CITATIONS

A Deletion in the Bovine FANCI Gene Compromises Fertility by Causing Fetal Death and Brachyspina.
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