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2 Analyses of pig genomes provide insight into porcine demography and evolution. Nature, 2012, 491,
393-398. 13.7 1,190

3 Design of a High Density SNP Genotyping Assay in the Pig Using SNPs Identified and Characterized by
Next Generation Sequencing Technology. PLoS ONE, 2009, 4, e6524. 1.1 568

4 Strong signatures of selection in the domestic pig genome. Proceedings of the National Academy of
Sciences of the United States of America, 2012, 109, 19529-19536. 3.3 548

5 The PiGMaP consortium linkage map of the pig (Sus scrofa). Mammalian Genome, 1995, 6, 157-175. 1.0 475

6 A genetic variation map for chicken with 2.8 million single-nucleotide polymorphisms. Nature, 2004,
432, 717-722. 13.7 391

7 A consensus linkage map of the chicken genome. Genome Research, 2000, 10, 137-47. 2.4 357

8 Multi-Platform Next-Generation Sequencing of the Domestic Turkey (Meleagris gallopavo): Genome
Assembly and Analysis. PLoS Biology, 2010, 8, e1000475. 2.6 348

9 Coordinated international action to accelerate genome-to-phenome with FAANG, the Functional
Annotation of Animal Genomes project. Genome Biology, 2015, 16, 57. 3.8 331

10 The duck genome and transcriptome provide insight into an avian influenza virus reservoir species.
Nature Genetics, 2013, 45, 776-783. 9.4 327

11 Empirical Evaluation of Genetic Clustering Methods Using Multilocus Genotypes From 20 Chicken
Breeds. Genetics, 2001, 159, 699-713. 1.2 306

12 First report on chicken genes and chromosomes 2000. Cytogenetic and Genome Research, 2000, 90,
169-218. 0.6 299

13 Detection of Quantitative Trait Loci for Backfat Thickness and Intramuscular Fat Content in Pigs (Sus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 262 Td (scrofa). Genetics, 1999, 152, 1679-1690.1.2 276

14 Regions of Homozygosity in the Porcine Genome: Consequence of Demography and the Recombination
Landscape. PLoS Genetics, 2012, 8, e1003100. 1.5 266

15 Genome-wide scan for body composition in pigs reveals important role of imprinting. Proceedings of
the National Academy of Sciences of the United States of America, 2000, 97, 7947-7950. 3.3 264

16 Evidence of long-term gene flow and selection during domestication from analyses of Eurasian wild
and domestic pig genomes. Nature Genetics, 2015, 47, 1141-1148. 9.4 263

17 A high-density SNP-based linkage map of the chicken genome reveals sequence features correlated
with recombination rate. Genome Research, 2009, 19, 510-519. 2.4 261

18
Genome-wide assessment of worldwide chicken SNP genetic diversity indicates significant absence of
rare alleles in commercial breeds. Proceedings of the National Academy of Sciences of the United
States of America, 2008, 105, 17312-17317.

3.3 230



3

Martien A M Groenen

# Article IF Citations

19 Signatures of Diversifying Selection in European Pig Breeds. PLoS Genetics, 2013, 9, e1003453. 1.5 228

20 Biodiversity of 52 chicken populations assessed by microsatellite typing of DNA pools. Genetics
Selection Evolution, 2003, 35, 533-57. 1.2 209

21 A physical map of the chicken genome. Nature, 2004, 432, 761-764. 13.7 200

22 Pig Domestication and Human-Mediated Dispersal in Western Eurasia Revealed through Ancient DNA
and Geometric Morphometrics. Molecular Biology and Evolution, 2013, 30, 824-832. 3.5 196

23 The development and characterization of a 60K SNP chip for chicken. BMC Genomics, 2011, 12, 274. 1.2 185

24 Evolutionary signals of selection on cognition from the great tit genome and methylome. Nature
Communications, 2016, 7, 10474. 5.8 172

25 Microsatellite markers in common carp (Cyprinus carpio L.). Animal Genetics, 1997, 28, 129-134. 0.6 168

26 Recent natural selection causes adaptive evolution of an avian polygenic trait. Science, 2017, 358,
365-368. 6.0 161

27 Genetic Mapping of Quantitative Trait Loci Affecting Susceptibility to Marek's Disease Virus Induced
Tumors in F2 Intercross Chickens. Genetics, 1998, 148, 349-360. 1.2 156

28 A high density recombination map of the pig reveals a correlation between sex-specific recombination
and GC content. BMC Genomics, 2012, 13, 586. 1.2 150

29 Two-dimensional screening of the Wageningen chicken BAC library. Mammalian Genome, 2000, 11,
360-363. 1.0 141

30 Genome sequencing reveals fine scale diversification and reticulation history during speciation in
Sus. Genome Biology, 2013, 14, R107. 13.9 137

31 Genomic analysis reveals selection for Asian genes in European pigs following human-mediated
introgression. Nature Communications, 2014, 5, 4392. 5.8 137

32 Second report on chicken genes and chromosomes 2005. Cytogenetic and Genome Research, 2005, 109,
415-479. 0.6 136

33 Genome-Wide Footprints of Pig Domestication and Selection Revealed through Massive Parallel
Sequencing of Pooled DNA. PLoS ONE, 2011, 6, e14782. 1.1 135

34 Pig genome sequence - analysis and publication strategy. BMC Genomics, 2010, 11, 438. 1.2 132

35 Cloning and characterization of the acyl-coenzyme A: 6-aminopenicillanic-aid-acyltransferase gene of
Penicillium chrysogenum. Gene, 1989, 83, 291-300. 1.0 130

36 Combined Analyses of Data From Quantitative Trait Loci Mapping Studies: Chromosome 4 Effects on
Porcine Growth and Fatness. Genetics, 2000, 155, 1369-1378. 1.2 128



4

Martien A M Groenen

# Article IF Citations

37 Genome-Wide Characterization of Selection Signatures and Runs of Homozygosity in Ugandan Goat
Breeds. Frontiers in Genetics, 2018, 9, 318. 1.1 126

38 Molecular Cytogenetic Definition of the Chicken Genome: The First Complete Avian Karyotype.
Genetics, 2004, 166, 1367-1373. 1.2 122
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62 Conservation genomic analysis of domestic and wild pig populations from the Iberian Peninsula. BMC
Genetics, 2013, 14, 106. 2.7 87

63 Mapping quantitative trait loci affecting feather pecking behavior and stress response in laying hens.
Poultry Science, 2003, 82, 1215-1222. 1.5 85

64 Copy number variation in the speciation of pigs: a possible prominent role for olfactory receptors.
BMC Genomics, 2015, 16, 330. 1.2 85
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