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	Inferring demography and selection from genomic time series data
Paul Bunel,Mathieu Uhl,Miguel de Navascués,Bertrand Servin,Simon Boitard
Webinaire TIMe-ID, Jun 2025, Online, France
Communication dans un congrès
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	Improving genomic prediction by integrating population and quantitative genetics
Elise Tourrette,Bertrand Servin
Séminaire du réseau R2D2, Oct 2025, Poitiers, France
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hal-05364900v1

	A Bayesian approach to characterize the distribution of adaptive effects from multiple population data
Lucy Peters,Bertrand Servin
PopGroup 57, University of St-Andrews, Jan 2024, St-Andrews (Écosse), United Kingdom
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	Joint distribution of adaptive and quantitative effects of QTLs affecting a complex trait under selection
Elise Tourrette,Bertrand Servin
Séminaire du réseau R2D2, Nov 2024, Lyon, France
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	Real-time monitoring of genetic diversity in animal populations: the RAGEMO project
Coralie Danchin-Burge,Isabelle Palhiere,Bertrand Servin,Gwendal Restoux
Book of Abstracts of the 74. Annual Meeting of the European Federation of Animal Science, INRAE, Aug 2023, Lyon, France. pp.383
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	Genotyping a thousand animals using low coverage sequencing and imputation
Cervin Guyomar,Denis Milan,Christophe Klopp,Cécile Donnadieu,Bertrand Servinet al.
Genotoul biostat bioinfo day, Genotoul, Nov 2023, Toulouse, France
Communication dans un congrès
hal-04669286v1

	Genotyping By Pool Sequencing Eusocial Colonies and Its Applications to Honeybee
Sonia E Eynard,Alain Vignal,Benjamin B. Basso,Yves Le Conte,Kamila Tabetet al.
XXVIIII Plant and Animal Genome, Jan 2022, San Diego, France
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	Evolution of recombination landscapes in diverging populations of bread wheat
Alice Danguy Des Deserts,Sophie Bouchet,Pierre Sourdille,Bertrand Servin
IWGSC (International Wheat Genome Sequencing Consortium ), Mar 2022, Webinar, France
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	Sex differences in recombination maps are associated with differential hotspot usage in sheep
Héléna Vassilief,Mohamed Id Bella,Flavie Tortereau,Dominique Hazard,Thomas Farautet al.
World Congress on Genetics Applied to Livestock Production, Jul 2022, Rotterdam, Netherlands. pp.861-864, ⟨10.3920/978-90-8686-940-4_202⟩
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	GENOME WIDE ASSOCIATION STUDY ON VARROA RESISTANCE TRAITS IN FRENCH HONEYBEE POPULATIONS
Sonia E. Eynard,Alain Vignal,Benjamin B. Basso,Olivier Bouchez,Tabatha Bulachet al.
9th European Congress of Apidology, Sep 2022, Belgrade, Serbia
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	In search of the honey bee centromeres: regions with tandem repeats high at content and low recombination rates
Alain Vignal,Sonia E Eynard,Christophe Klopp,Bertrand Servin,Kamila Canale-Tabetet al.
9th European Congress of Apidology, Sep 2022, Belgrade, Serbia
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	Suivi génomique des origines raciales lors de la création d'une lignée synthétique porcine
Audrey Ganteil,Bertrand Servin,Vincent Cousin,Carolina Garcia-Baccino,Bruno Ligonescheet al.
54ème Journées de la recherche porcine, Feb 2022, Paris, France
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	Statistics for an accurate genome wide association study on Varroa resistance trait in a French honeybee
Sonia E Eynard,Alain Vignal,Benjamin B. Basso,Olivier Bouchez,Tabatha Bulachet al.
9 Congress of Apidology (EurBee), Sep 2022, Berlgrade, Serbia
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	Statistics for an accurate genome wide association study on Varroa resistance trait in a French honeybee
Sonia E Eynard,A. Vignal,Yves Agez,Benjamin B. Basso,Olivier Bouchezet al.
World Congress on Genetics Applied to Livestock Production, Jul 2022, Rotterdam, Netherlands
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	Statistical models for the genetic characterisation of honeybee colonies from whole genome pool sequencing data.
Sonia E Eynard,Alain Vignal,Christina Sann,Fanny Mondet,Benjamin B. Bassoet al.
PopGroup 54, Jan 2021, Online, France
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	European Honeybee Subspecies Genomes at the Individual and Population Levels
Alain Vignal,Benjamin Basso,Kaspar Bienefeld,Kamila Canale-Tabet,Cecilia Costaet al.
Plant and Animal Genome, Sep 2020, San Diego, United States
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	Statistical Imputation of Queen Genotype from Pool Sequencing of Workers
Bertrand Servin,Sonia Eynard,Fanny Mondet,Lucie Genestout,Olivier Bouchezet al.
PLant and Animal Genome, Jan 2020, San Diego, United States
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	SMARTER EU project: SMAll RuminanTs breeding for efficiency and resilience
Carole Moreno-Romieux,J.J. Arranz,J.M. Astruc,D. Berry,T. Byrneet al.
71st Annual Meeting of the European Federation of Animal Science, 2020, Virtual, Portugal
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	Inference of selection from genetic time series using various parametric approximations to the Wright-Fisher model
Cyriel Paris,Bertrand Servin,Simon Boitard
Workshop ’Evolutionary genomics and life history traits’, labex CeMeb, Oct 2019, Montpellier, France
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	Characterisation of the genotype of honey bee colonies from pool sequences
Sonia Eynard,Christina Sann,Fanny Mondet,Benjamin Basso,Kamila Canale-Tabetet al.
46. APIMONDIA - International Apicultural Congress, Sep 2019, Montreal, Canada
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	BeeStrong : towards a genomic tool for the selection of varroa resistant honey bees
Christina Sann,Yannick Poquet,Benjamin B. Basso,Sonia Eynard,Bertrand Servinet al.
46. APIMONDIA - International Apicultural Congress, Sep 2019, Montreal, Canada
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	INRA in TREASURE project. Activities and results
Bénédicte Lebret,Florence Garcia-Launay,Ludovic Brossard,Justine Faure,Bertrand Servinet al.
TREASURE congerence, Feb 2019, Ljubljana, Slovenia
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	Annotation of selection signatures in the bovine breed Asturiana de Valles
Cyriel Paris,Simon Boitard,Bertrand Servin,Natalia Sevane,Susana Dunner
70. Annual Meeting of the European Association for Animal Production (EAAP), Aug 2019, Ghent, Belgium. 717 p
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	De novo genome assembly of a western European Apis mellifera mellifera black bee
Alain Vignal,Sonia E Eynard,Christophe Klopp,Kamila Canale Tabet,William Marandeet al.
Apimondia, Sep 2019, Montréal, Canada
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	The analysis of sheep and goat genomes reveals new biological mechanisms explaining the variation of Mendelian and complex phenotypes
Gwenola Tosser-Klopp,Julie Demars,Laurence Drouilhet,Stéphane Fabre,Thomas Farautet al.
Séminaire mensuel (CRAG), Nov 2018, Barcelone, Spain
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hal-02785242v1

	Exploiting genomic data of autochthonous pig breeds: conservation genetics comes of age
Luca Fontanesi,G. Schiavo,S. Bovo,A. Ribani,C. Geraciet al.
69. Annual Meeting of the European Federation of Animal Science (EAAP), Aug 2018, Dubrovnik, Croatia. 705 p
Communication dans un congrès
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	Signatures génomiques de l'histoire évolutive des races caprines françaises
Claire Oget,Pierre Martin,Bertrand Servin,Isabelle Palhiere
24. Rencontres Recherches Ruminants (3R), Dec 2018, Paris, France
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	De novo genome assembly of a western European Apis mellifera mellifera black bee
Alain Vignal,Sonia Eynard,Christophe Klopp,Kamila Canale-Tabet,William Marandeet al.
8. Congress of Apidology (EurBee 8), Sep 2018, Ghent, Belgium
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	BeeStrong: towards a genomic tool for the selection of Varroa resistant honey bees
Christina Sann,Yannick Poquet,Benjamin Basso,Fanny Mondet,Sonia Eynardet al.
8. Congress of Apidology (EurBee 8), Sep 2018, Ghent, Belgium
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	Explaining the resistance to Varroa destructor in the French honey bee population with VSH, SMR and colony dynamic data
Sonia Eynard,Benjamin Basso,Anne-Laure Guirao,Fanny Mondet,Alain Vignalet al.
8. Congress of Apidology (EurBee 8), Sep 2018, Ghent, Belgium
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	Study of recombination rate in Lacaune sheep informs its evolution in Soay sheep
Morgane Petit,Carole Moreno-Romieux,Bertrand Servin
XVI Gordon Research Conference : Quantitative Genetics & Genomics, Feb 2017, Huston, United States
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	Insights on the genetic determinism and evolution of recombination rates in Sheep
Morgane Petit,Stéphane Fabre,Julien Sarry,Carole Moreno,Bertrand Servin
68. Annual Meeting of the European Association for Animal Production (EAAP), Aug 2017, Tallinn, Estonia. 513 p
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	EIF2S2 Retroposition into IRF2BP2 Underlies Fleece Variation in Sheep through the Formation of a Long Endogenous Double-Stranded RNA
Julie Demars,Margarita Cano,Laurence Drouilhet,Stéphane Fabre,Bertrand Servinet al.
Plant and Animal Genomes Conference, Jan 2017, San Diego, United States
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	High density genome scan for selection in French sheep
Christina Rochus,Flavie Tortereau,Carole Moreno-Romieux,Gwenola Tosser-Klopp,Bertrand Servin
XXIV. Plant and Animal Genome Conference (PAG), Jan 2016, San Diego, United States
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	Finse-scale recombination maps in the Sheep
Morgane Petit,Carole Moreno-Romieux,Bertrand Servin
XXIV PAG - Plant and Animal Genome Conference, Jan 2016, San Diego, United States
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	Disentangling demography and selection effects of cattle domestication - new insights from the 1000 bull genomes project
Simon S. Boitard,Marlies Dolezal,Bertrand Servin,Daniel Fischer,Jared Deckeret al.
Annual Meeting of the Society for Molecular Biology and Evolution (SMBE), Jul 2015, Vienne, Austria
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	Genome-wide association study for response to [i]Eimeria maxima[/i] challenge in broilers
Edin Hamzic,Bertrand Bed'Hom,Frédéric Herault,Herve Juin,Rachel J Hawkenet al.
Plant and Animal Genome, Jan 2015, San Diego, United States
Communication dans un congrès
hal-01194130v1

	Fine-scale recombination maps in the Sheep
Morgane Petit,Carole Moreno-Romieux,Bertrand Servin
XV Gordon meeting, Feb 2015, Pise, Italy
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	Le séquençage du génome du porc : apport des nouvelles technologies de séquençage à la génomique et la génétique porcine
Bertrand Servin,Claire Gaillard,Denis Milan,Jean Pierre Bidanel,Juliette Riquet
46. Journées de la Recherche Porcine, Feb 2014, Paris, France
Communication dans un congrès
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	Detecting selection signatures from population differentiation: results from the sheephapmap and the 1000 bull genomes datasets
Simon S. Boitard,Bertrand Servin,Maria Inès M. I. Fariello Rico,Magali San Cristobal,Aurelien A. Capitanet al.
12.Plant and Animal Genome (PAG), Jan 2014, San Diego, United States
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	Transcriptome-wide investigation of genomic imprinting in chicken
Laure Fresard,Sophie Leroux,Bertrand Servin,David Gourichon,Patrice Dehaiset al.
22. International Plant and Animal Genome (PAG), Jan 2014, San Diego, United States
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	Combining Genetics Mapping, Selective Sweeps, Genome Re-Requencing and Allele Specific Expression Reveals Several Serious Causative Genes for QTL Regions
Pierre-François Roux,Simon Boitard,Anis Djari,Diane Esquerre,Colette Désertet al.
International Plant & Animal Genome XXII (PAG), Jan 2014, San Diego, United States
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	Selection through haplotype differentiation in structured populations
Simon S. Boitard,Maria Inès M. I. Fariello Rico,Magali San Cristobal,Bertrand Servin
Mathematical and Computational Evolutionary Biology, 2013, Montpellier, France
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	Detecting selection through haplotype differentiation in structured populations
Simon S. Boitard,Maria Inès M. I. Fariello Rico,Magali San Cristobal,Hugo Naja,Bertrand Servin
Gordon Conference on quantitative genetics and genomics, Jul 2013, Galveston - Texas, United States
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	Detecting selection from differentiation between populations: the FLK and hapFLK approach
Simon S. Boitard,Bertrand Servin,Maria Inès M. I. Fariello Rico,Claude C. Chevalet,Magali San Cristobalet al.
Software and statistical methods for population genetics, 2013, Aussois, France
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	Using haplotype based differentiation tests for detecting soft and incomplete sweeps
Simon S. Boitard,Maria Inès M. I. Fariello Rico,Magali San Cristobal,Bertrand Servin
Mind The Gap 5, Nov 2013, Vienne, Austria
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	Cartographie fine de régions QTL à l’aide de la puce PorcineSNP60 pour la qualité de la viande en race Large White
Marie-Pierre Sanchez,Thierry Tribout,Nathalie Iannuccelli,Marcel Bouffaud,Bertrand Servinet al.
Journées des Sciences du muscle et technologie de la viansde, Nov 2012, Caen, France
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	Fine mapping of production and meat quality QTL in Large White pigs using the PorcineSNP60 Beadchip
Marie-Pierre Sanchez,Thierry Tribout,Nathalie N. Iannuccelli,Marcel M. Bouffaud,Bertrand Servinet al.
EAAP, Aug 2012, Bratislava, Slovakia
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	A fine genetic analysis of congenital diseases in pig
Sarah Rousseau Rousseau,Nathalie N. Iannuccelli,Eric Pailhoux,Bertrand Servin,Juliette Riquet
33. ISAG Conference of the International Society for Animal Genetics, Jul 2012, Cairns, Australia
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	Genetic and phenotypic fine characterizations of French porcine reference populations
Magali San Cristobal,Simon Boitard,Maria Inès Fariello Rico,Hélène Gilbert,Laurence Liaubetet al.
ISAG, Jul 2012, Cairns, Australia. pp.1
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	Recherche de causes génétiques des anomalies congénitales majeures chez le porc
Juliette Riquet,Marie‐josé Mercat,Nathalie Iannuccelli,Bertrand Servin,Eric Pailhouxet al.
43. Journées Recherche Porcine, Feb 2011, Paris, France. pp.7-12
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	Diversité et biologie intégrative : des pistes à explorer pour combler le gap entre diversité génétique et diversité phénotypique
Magali San Cristobal,Simon S. Boitard,Marcel M. Bouffaud,Cécile Canlet,Leonor L. Chaltielet al.
COLLOQUE FRB : Les Ressources Génétiques (RG) face aux nouveaux enjeux environnementaux, économiques et sociétaux, Sep 2011, Montpellier, France
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	Exploiting non-additive effects in genomic selection: a quadratic quantitative genetics approach
Claude C. Chevalet,Bertrand Servin,Magali San Cristobal
9. World Congress on Genetics Applied to Livestock Production, 2010, Leipzig, Germany. pp.Inconnu
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	SNP selection using sparse PLS
Simon S. Boitard,Benoit Sansas,Bertrand Servin,Magali San Cristobal
9. World Congress on Genetics Applied to Livestock Production, Aug 2010, Leipzig, Germany
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	Modelling RH maps uncertainty and application to the validation of whole genome assemblies.
Bertrand Servin,Sebastien Givry,Thomas Faraut
9th World Congress on Genetics Applied to Livestock Production, 2010, Leipzig, pp.Inconnu
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	Detecting selection in population trees: an extension of the Lewontin and Krakauer test with an application to pig
Maxime Bonhomme,Claude C. Chevalet,Bertrand Servin,Simon S. Boitard,Jihad Abdallahet al.
9. World Congress on Genetics Applied to Livestock Production, 2010, Leipzig, Germany
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	Utilisation dune puce 60 000 SNP pour cartographier finement des QTL affectant des caractères de production, de résistance aux maladies et de comportement chez les ovins
Carole Moreno-Romieux,Bertrand Servin,Thomas Faraut,Christophe Klopp,Rachel Ruppet al.
16. Rencontres autour des Recherches sur les Ruminants, Dec 2009, Paris, France
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	Comparison of genome-wide methods for the detection of selection in subdivided populations
Simon S. Boitard,Maxime Bonhomme,Bertrand Servin,Claude C. Chevalet
12. Congress of the European Society of Evolutionnary Biology, European Society of Evolutionnary Biology (ESEB). INT., Aug 2009, Turino, Italy
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	Modéliser l'incertitude des cartes d'hybrides irradiés : application à la validation d'assemblage de génomes complets.
Bertrand Servin,Thomas Faraut,Sebastien Givry
Journées Scientifiques, Département de Génétique Animale, Apr 2008, Lacanau
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	Présentation du projet ANR 2008 SheepSNPQTL : utilisation de la puce 60 000 SNP pour la cartographie fine de QTL chez les ovins.
Carole Moreno-Romieux,Andres Legarra,David Robelin,Christèle Robert-Granié,Rachel Ruppet al.
Journées Scientifiques, Département de Génétique Animale, Apr 2008, Lacanau, France
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	Caractérisation de populations à partir de l'analyse de régions chromosomiques potentiellement sélectionnées en comparaison à la diversité neutre : étude conjointe de lignées expérimentales de poules et des quatres sous-populations ovines de race Lacaune
Isabelle Palhiere Palhière,Valérie Loywyck,Magali San Cristobal,Denis Laloë,Yves Amigueset al.
7. Colloque National - Les Ressources Génétiques à l'heure des Génomes, Oct 2008, Strasbourg, France
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	Efficient multipoint analysis of assocation studies.
Bertrand Servin,P. Scheet,M. Stephens
The American Society of Human Genetics 55th Annual Meeting, 9-13 october 2006, Oct 2006, New-Orleans, pp.Inconnu
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	Results of three cycles of marker-assisted backcross in pepper for resistance QTLs to Phytophthora capsici
Véronique Lefebvre,A. Thabuis,Bertrand Servin,A.M. Daubèze,Patrick Signoretet al.
12. EUCARPIA Meeting, May 2004, Noordwijk, Netherlands
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	Introgression de gènes ou de QTL
L. Moreau,Bertrand Servin,Agnes Bouchez,Frederic F. Hospital
Séminaire du Département de Génétique Animale INRA, Sep 2001, Batz-sur-Mer, France
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