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252 introgression. Nature Communications, 2014, 5, 4392 74 97
Genome sequencing reveals fine scale diversification and reticulation history during speciation in
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Deleterious alleles in the context of domestication, inbreeding, and selection. Evolutionary

186 Applications, 2019, 12, 6-17 4.8

Application of massive parallel sequencing to whole genome SNP discovery in the porcine genome.
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of Heredity, 2015, 106, 672-6

The effects of recent changes in breeding preferences on maintaining traditional Dutch chicken

122 genomic diversity. Heredity, 2018, 121, 564-578 36 17

Oncopig Soft-Tissue Sarcomas Recapitulate Key Transcriptional Features of Human Sarcomas.
Scientific Reports, 2017, 7, 2624

120 Adaptive Evolution of Toll-Like Receptors (TLRs) in the Family Suidae. PLoS ONE, 2015, 10, e0124069 3.7 17

Genetic diversity analysis using lowly polymorphic dominant markers: the example of AFLP in pigs.
Journal of Heredity, 2006, 97, 244-52

A high-resolution radiation hybrid map of chicken chromosome 5 and comparison with human

118 chromosomes. BMC Genomics, 2004, 5, 66 45 17

A comparative map of chicken chromosome 24 and human chromosome 11. Animal Genetics, 2002,
33,205-10

116 Improvement of the comparative map of chicken chromosome 13. Animal Genetics, 2002, 33, 249-54 25 17

Development of a single nucleotide polymorphism map of porcine chromosome 2. Animal Genetics,
2003, 34, 429-37

Integration of chicken genomic resources to enable whole-genome sequencing. Cytogenetic and

14 Genome Research, 2003, 102, 297-303 19 17

Gene expression in chicken reveals correlation with structural genomic features and conserved
patterns of transcription in the terrestrial vertebrates. PLoS ONE, 2010, 5, e11990

Genomic analysis on pygmy hog reveals extensive interbreeding during wild boar expansion. Nature

112 Communications, 2019, 10, 1992 174

Systematic differences in the response of genetic variation to pedigree and genome-based

selection methods. Heredity, 2014, 113, 503-13

11



MARTIEN A M GROENEN

Sequencing and genomic annotation of the chicken (Gallus gallus) Hox clusters, and mapping of

110 evolutiona rily conserved regions. Cytogenetic and Genome Research, 2007, 117, 110-9

1.9 16

Confirmation that the casein gene cluster resides on cattle chromosome 6. Mammalian Genome,
1994, 5, 524

Partial short-read sequencing of a highly inbred Iberian pig and genomics inference thereof.

108 Leredity, 2011, 107, 256-64 36 15

Mining for single nucleotide polymorphisms in pig genome sequence data. BMC Genomics, 2009, 10, 4

Bulked segregant analysis using microsatellites: mapping of the dominant white locus in the

106 chicken. Poultry Science, 1997, 76, 386-91 39 15

Quantitative trait loci for behavioural traits in chickens. Livestock Science, 2005, 93, 95-103

ESTIMATION OF THE EXTENT OF LINKAGE DISEQUILIBRIUM IN SEVEN REGIONS OF THE PORCINE

104 GENOME. Animal Biotechnology, 2005, 16, 41-54 4 15

The type of bottleneck matters: Insights into the deleterious variation landscape of small managed
populations. Evolutionary Applications, 2020, 13, 330-341

Deciphering the patterns of genetic admixture and diversity in southern European cattle using

102 genome-wide SNPs. Evolutionary Applications, 2019, 12, 951-963 48 14

Development and mapping of polymorphic microsatellite markers derived from a chicken brain
cDNA library. Animal Genetics, 1996, 27, 229-34

Development of 112 unique expressed sequence tags from chicken liver using an arbitrarily primed
100 reverse transcriptase-polymerase chain reaction and single strand conformation gel purification 25 14
method. Animal Genetics, 2001, 32, 289-97

Detection of genes on the Z-chromosome affecting growth and feathering in broilers. Poultry
Science, 2001, 80, 527-34

3 FISH mapping of the alpha-S2 casein gene on river buffalo and cattle chromosomes identifies a ;
9 nomenclature discrepancy in the bovine karyotype. Chromosome Research, 1996, 4, 159-62 4-4 4

Prediction of altered 3 UTR miRNA-binding sites from RNA-Seq data: the swine leukocyte antigen
complex (SLA) as a model region. PLoS ONE, 2012, 7, e48607

Balancing selection on a recessive lethal deletion with pleiotropic effects on two neighboring
genes in the porcine genome. PLoS Genetics, 2018, 14, 1007661

The impact of genome editing on the introduction of monogenic traits in livestock. Genetics
Selection Evolution, 2018, 50, 18

The use of blood gas parameters to predict ascites susceptibility in juvenile broilers. Poultry Science
94 2010, 89, 1684-91 39 13

Overproduction of bovine beta-casein in Escherichia coli and engineering of its main chymosin

cleavage site. Protein Engineering, Design and Selection, 1993, 6, 763-70

12



(2018-2010)

Precise centromere positioning on chicken chromosome 3. Cytogenetic and Genome Research, 2010,
92 129,310-3 9 12

A radiation hybrid map of chicken chromosome 15. Animal Genetics, 2004, 35, 63-5

9o  Achondrogenesis-related lipocalin cluster includes a third new gene, CALgamma. Gene, 2003, 305, 185-9%18 12

Functional and population genetic features of copy number variations in two dairy cattle
populations. BMC Genomics, 2020, 21, 89

88 Exploring the unmapped DNA and RNA reads in a songbird genome. BMC Genomics, 2019, 20, 19 45 12

Hybrid origin of European commercial pigs examined by an in-depth haplotype analysis on
chromosome 1. Frontiers in Genetics, 2014, 5, 442

Population-level consequences of complementary sex determination in a solitary parasitoid. BMC

Evolutionary Biology, 2015, 15, 98 "

Whole genome QTL mapping for growth, meat quality and breast meat yield traits in turkey. BMC
Genetics, 2011, 12, 61

Combining two Meishan F2 crosses improves the detection of QTL on pig chromosomes 2, 4 and 6.

84 Genetics Selection Evolution, 2010, 42, 42 49 11

Variance component analysis of quantitative trait loci for pork carcass composition and meat
quality on SSC4 and SSC11. Journal of Animal Science, 2007, 85, 22-30

82  Aradiation hybrid map of chicken Chromosome 4. Mammalian Genome, 2004, 15, 560-9 32 11

Extending the chicken-human comparative map by placing 15 genes on the chicken linkage map.
Animal Genetics, 1999, 30, 418-22

Accuracy of imputation using the most common sires as reference population in layer chickens.

BMC Genetics, 2015, 16, 101 26 10

8o

Mixed ancestry from wild and domestic lineages contributes to the rapid expansion of invasive
feral swine. Molecular Ecology, 2020, 29, 1103-1119

Genome-wide population structure and admixture analysis reveals weak differentiation among

78 Ugandan goat breeds. Animal Genetics, 2018, 49, 59-70 25 10

A genetic linkage map of sole (Solea solea): a tool for evolutionary and comparative analyses of
exploited (flat)fishes. PLoS ONE, 2014, 9, e115040

Comparative map between chicken chromosome 15 and human chromosomal region 1224 and

22q11-q12. Mammalian Genome, 2003, 14, 629-39 32 10

A Novel Loss-of-Function Variant in Transmembrane Protein 263 (TMEM263) of Autosomal

Dwarfism in Chicken. Frontiers in Genetics, 2018, 9, 193

L



MARTIEN A M GROENEN

Early and late Feathering in turkey and chicken: same gene but different mutations. Genetics
74 Selection Evolution, 2018, 50, 7 49 9

Accuracy of genomic prediction using deregressed breeding values estimated from purebred and
crossbred offspring phenotypes in pigs. Journal of Animal Science, 2015, 93, 3313-21

OligoRAP - an Oligo Re-Annotation Pipeline to improve annotation and estimate target specificity.
/2 BMC Proceedings, 2009, 3 Suppl 4, S4 239

Genetic correlation between heart ratio and body weight as a function of ascites frequency in
broilers split up into sex and health status. Poultry Science, 2012, 91, 556-64

Comparison of the crystallin mRNA populations from rat, calf and duck lens. Evidence for a longer
70  alpha A2-mRNA and two distinct alpha B2-mRNAs in the birds. Biochimica Et Biophysica Acta Gene 9
Regulatory Mechanisms, 1985, 824, 284-94

RNA-Seq Analysis Reveals Hub Genes Involved in Chicken Intramuscular Fat and Abdominal Fat
Deposition During Development. Frontiers in Genetics, 2020, 11, 1009

Organoids: a promising new in vitro platform in livestock and veterinary research. Veterinary 3
Research, 2021, 52, 43 3 9

The Use of Genomics in Conservation Management of the Endangered Visayan Warty Pig (Sus
cebifrons). International Journal of Genomics, 2016, 2016, 5613862

66  Evolution of Tibetan wild boars. Nature Genetics, 2015, 47, 188-9 363 8

CNVs are associated with genomic architecture in a songbird. BMC Genomics, 2018, 19, 195

Nucleotide sequence of the chicken HMGI-C cDNA and expression of the HMGI-C and IGF1 genes in
64 autosomal dwarf chicken embryos. Biochimica Et Biophysica Acta Gene Regulatory Mechanisms, 1998 8
, 1399, 83-7

After genome-wide association studies: Gene networks elucidating candidate genes divergences
for number of teats across two pig populations. Journal of Animal Science, 2016, 94, 1446-58

Genome-wide single nucleotide polymorphism (SNP) identification and characterization in a
62 non-model organism, the African buffalo (Syncerus caffer), using next generation sequencing. 1.6 8
Mammalian Biology, 2016, 81, 595-603

pCADD: SNV prioritisation in Sus scrofa. Genetics Selection Evolution, 2020, 52, 4

Comparison of three microarray probe annotation pipelines: differences in strategies and their

6o effect on downstream analysis. BMC Proceedings, 2009, 3 Suppl 4, S1 23 7

Microarray data mining using Bioconductor packages. BMC Proceedings, 2009, 3 Suppl 4, S9

58  Regional regulation of transcription in the chicken genome. BMC Genomics, 2010, 11, 28 45 7

Genetic variation at the tumour virus B locus in commercial and laboratory chicken populations

assessed by a medium-throughput or a high-throughput assay. Avian Pathology, 2007, 36, 283-91

14



(2020-2001)

6 Improving the comparative map of SSC2p-q13 by sample sequencing of BAC clones. Animal Genetics
5% 2001, 32,274-80 25 7

Genetic consequences of long-term small effective population size in the critically endangered
pygmy hog. Evolutionary Applications, 2021, 14, 710-720

54 Human pathways in animal models: possibilities and limitations. Nucleic Acids Research, 2021, 49, 1859-186h 7

The Genomic Complexity of a Large Inversion in Great Tits. Genome Biology and Evolution, 2019, 11, 187051881 6

52 Parallel Genetic Origin of Foot Feathering in Birds. Molecular Biology and Evolution, 2020, 37, 2465-24768.3 6

Distinguishing migration events of different timing for wild boar in the Balkans. Journal of
Biogeography, 2017, 44, 259-270

On the relationship between an Asian haplotype on chromosome 6 that reduces androstenone

50 levels in boars and the differential expression of SULT2A1 in the testis. BMC Genetics, 2014, 15, 4 26 6

Number and mode of inheritance of QTL influencing backfat thickness on SSC2p in Sino-European
pig pedigrees. Genetics Selection Evolution, 2011, 43, 11

3 Typing single-nucleotide polymorphisms using a gel-based sequencer: a new data analysis tool and
4 suggestions for improved efficiency. Molecular Biotechnology, 2003, 25, 283-8

ALC (adjacent to LMX1 in chick) is a novel dorsal limb mesenchyme marker. Gene Expression
Patterns, 2003, 3, 735-41

6 The Genomes of the Livebearing Fish Species Poeciliopsis retropinna and Poeciliopsis turrubarensis 3
4 Reflect Their Different Reproductive Strategies. Molecular Biology and Evolution, 2020, 37, 1376-1386 3

Impact of genotype, body weight and sex on the prenatal muscle transcriptome of Iberian pigs.
PLoS ONE, 2020, 15, e0227861

The genome of the live-bearing fish Heterandria formosa implicates a role of conserved vertebrate
44 genes in the evolution of placental fish. BMC Evolutionary Biology, 2019, 19, 156 3 5

Cytogenetics, conserved synteny and evolution of chicken fucosyltransferase genes compared to
human. Cytogenetic and Genome Research, 2003, 103, 111-21

Chromosomal assignment of chicken clone contigs by extending the consensus linkage map. Animal
4> Genetics, 2005, 36, 216-22 25 5

Assignment of FUT8 to chicken chromosome band 5g1.4 and to human chromosome
14g23.2-->q24.1 by in situ hybridization. Conserved and compared synteny between human and
chicken. Cytogenetic and Genome Research, 2002, 97, 234-8

Mapping of 16 ESTs expressed in the bovine mammary gland during lactation. Mammalian Genome,
40 2000, 11,320-5 325

Genome-Wide Assessment of DNA Methylation in Chicken Cardiac Tissue Exposed to Different

Incubation Temperatures and CO Levels. Frontiers in Genetics, 2020, 11, 558189

1y



MARTIEN A M GROENEN

3 Estimation of the extent of linkage disequilibrium in seven regions of the porcine genome. Animal L
3 Biotechnology, 2005, 16, 41-54 4 5

Quantitative genetics of wing morphology in the parasitoid wasp Nasonia vitripennis: hosts
increase sibling similarity. Heredity, 2020, 125, 40-49

Altered Hippocampal Epigenetic Regulation Underlying Reduced Cognitive Development in
Response to Early Life Environmental Insults. Genes, 2020, 11, 42 4

Evidence for adaptation of porcine Toll-like receptors. Immunogenetics, 2016, 68, 179-89

Evolutionary patterns of Toll-like receptor signaling pathway genes in the Suidae. BMC Evolutionary
34 Biology, 2016, 16, 33 34

Detection of a Frameshift Deletion in the Gene Leads to Prevention of Severe Myopathy and
Postnatal Mortality in Pigs. Frontiers in Genetics, 2019, 10, 1226

32 Aconsensus linkage map for swine chromosome 7. Animal Genetics, 1997, 28, 223-229 25 4

POSA: perl objects for DNA sequencing data analysis. BMC Genomics, 2004, 5, 60

Porcine BAC derived microsatellites linked to ADRBK1, CNTF and GAL on SSC2. Animal Genetics,
39 2002, 33,72-3 25 4

The chicken cytogenetic map: an aid to microchromosome identification and avian comparative
cytogenetics. British Poultry Science, 2003, 44, 795-7

Alignment of the PiGMaP and USDA linkage maps of porcine chromosomes 3 and 9. Animal Genetics

28 1996, 27, 355-7 25 3

Homologies between the major histocompatibility complex of man and cattle: consequences for
disease resistance and susceptibility. Veterinary Quarterly, 1990, 12, 202-11

Developments in genetic modification of cattle and implications for regulation, safety and

26 traceability. Frontiers of Agricultural Science and Engineering, 2020, 7, 136 173

A 12 kb multi-allelic copy number variation encompassing a GC gene enhancer is associated with
mastitis resistance in dairy cattle. PLoS Genetics, 2021, 17, e1009331

Gene networks for total number born in pigs across divergent environments. Mammalian Genome,
24 2017, 28, 426-435 32

CNVRanger: association analysis of CNVs with gene expression and quantitative phenotypes.
Bioinformatics, 2020, 36, 972-973

In silico identification and mapping of microsatellite markers on sus scrofa chromosome 4. Animal

22 Biotechnology, 2007, 18, 251-61 14

Interactions of the transposase with the ends of Mu: formation of specific nucleoprotein structures

and non-cooperative binding of the transposase to its binding sites. Nucleic Acids Research, 1987,
15, 8831-44

16



(2020-2020)

Prioritizing sequence variants in conserved non-coding elements in the chicken genome using

20 chCADD. PLoS Genetics, 2020, 16, e1009027

Heterogeneity of a dwarf phenotype in Dutch traditional chicken breeds revealed by genomic
analyses. Evolutionary Applications, 2021, 14, 1095-1108

Parallel Genomic Changes Drive Repeated Evolution of Placentas in Live-Bearing Fish. Molecular

8 Biology and Evolution, 2021, 38, 2627-2638

Accelerated discovery of functional genomic variation in pigs. Genomics, 2021, 113, 2229-2239

Time Course Transcriptomic Study Reveals the Gene Regulation During Liver Development and the

16 Correlation With Abdominal Fat Weight in Chicken. Frontiers in Genetics, 2021, 12, 723519 45 2

Asian low-androstenone haplotype on pig chromosome 6 does not unfavorably affect production
and reproduction traits. Animal Genetics, 2014, 45, 874-7

14 A Genomic Perspective on Wild Boar Demography and Evolution376-387 1

Regional regulation of transcription in the bovine genome. PLoS ONE, 2011, 6, €20413

Corrections for: Detection of QTL for immune response to sheep red blood cells in laying hens.

12 Animal Genetics, 2006, 37, 608-608 25

Deleterious Mutations in the TPO Gene Associated with Familial Thyroid Follicular Cell Carcinoma in
Dutch German Longhaired Pointers. Genes, 2021, 12,

Familial follicular cell thyroid carcinomas in a large number of Dutch German longhaired pointers.

10 Veterinary and Comparative Oncology, 2021, 25

A natural knockout of the MYO7A gene leads to pre-weaning mortality in pigs. Animal Genetics,
2021, 52, 514-517

8 Introgression contributes to distribution of structural variations in cattle. Genomics, 2021, 113,3092-31023 o

Response to Perrier and Charmantier: On the importance of time scales when studying adaptive
evolution. Evolution Letters, 2019, 3, 248-253

6 Identification of Nucleotide Variation in Genomes Using Next-Generation Sequencing 2012, 257-276

The requirements for a high level of transposition of bacteriophage Mu. Journal of Cell Science,
1987, 7, 41-50

Prioritizing sequence variants in conserved non-coding elements in the chicken genome using
4 chCADD 2020, 16, 1009027

Prioritizing sequence variants in conserved non-coding elements in the chicken genome using

chCADD 2020, 16, 1009027

L7



MARTIEN A M GROENEN

Prioritizing sequence variants in conserved non-coding elements in the chicken genome using
2 chCADD 2020, 16, 1009027

Prioritizing sequence variants in conserved non-coding elements in the chicken genome using

chCADD 2020, 16, €1009027

18



