
Common SNPs explain a large proportion of the heritability for human height

Nature Genetics

42, 565-569

DOI: 10.1038/ng.608

Citation Report



Citation Report

2

# Article IF Citations

1 Determining Genetic Component of a Disease. , 0, , 91-115. 11

2 ã•„ã•¤ã•§ã‚‚çŠ¬ã•¯æœ€è‰¯ã•®ãƒ‘ãƒ¼ãƒˆãƒŠãƒ¼. Nature Digest, 2010, 7, 12-15. 0.0 0

3 Genomic selection and complex trait prediction using a fast EM algorithm applied to genome-wide
markers. BMC Bioinformatics, 2010, 11, 529. 1.2 43

4 Seeing the forest through the geneâ€•trees. Evolutionary Anthropology, 2010, 19, 210-221. 1.7 14

5 Hundreds of variants clustered in genomic loci and biological pathways affect human height. Nature,
2010, 467, 832-838. 13.7 1,789

6 Investigation of Mendelian forms of obesity holds out the prospect of personalized medicine. Annals
of the New York Academy of Sciences, 2010, 1214, 180-189. 1.8 43

7 Genetics tells tall tales. Nature, 2010, 465, 998-998. 13.7 3

8 Genetics: Pet project. Nature, 2010, 466, 1036-1038. 13.7 13

9 Genome-wide meta-analysis increases to 71 the number of confirmed Crohn's disease susceptibility
loci. Nature Genetics, 2010, 42, 1118-1125. 9.4 2,284

10 Hints of hidden heritability in GWAS. Nature Genetics, 2010, 42, 558-560. 9.4 258

11 Fungal pathogenicity and morphological switches. Nature Genetics, 2010, 42, 560-561. 9.4 6

12 Reconciling the analysis of IBD and IBS in complex trait studies. Nature Reviews Genetics, 2010, 11,
800-805. 7.7 295

13 Ten years of genetics and genomics: what have we achieved and where are we heading?. Nature Reviews
Genetics, 2010, 11, 723-733. 7.7 65

14 Phenomics: the next challenge. Nature Reviews Genetics, 2010, 11, 855-866. 7.7 1,070

15 Predicting genetic predisposition in humans: the promise of whole-genome markers. Nature Reviews
Genetics, 2010, 11, 880-886. 7.7 250

16 Genetic Evidence Implicates the Immune System and Cholesterol Metabolism in the Aetiology of
Alzheimer's Disease. PLoS ONE, 2010, 5, e13950. 1.1 347

17 Characterizing allelic association in the genome era. Genetical Research, 2010, 92, 461-470. 0.3 3

18 Current Research on the Genetic Contributors to Schizophrenia. Current Directions in Psychological
Science, 2010, 19, 214-219. 2.8 7



3

Citation Report

# Article IF Citations

19 Robust relationship inference in genome-wide association studies. Bioinformatics, 2010, 26, 2867-2873. 1.8 2,328

20 Statistical analysis of genetic interactions. Genetical Research, 2010, 92, 443-459. 0.3 25

21 Genetic Association in Multivariate Phenotypic Data: Power in Five Models. Twin Research and Human
Genetics, 2010, 13, 525-543. 0.3 23

22 A Genome-Wide Association Study of Self-Rated Health. Twin Research and Human Genetics, 2010, 13,
398-403. 0.3 14

23 Genomic selection in livestock populations. Genetical Research, 2010, 92, 413-421. 0.3 90

24
The Serotonin Transporter Gene Length Polymorphism (5-HTTLPR) and Life Events: No Evidence for an
Interaction Effect on Neuroticism and Anxious Depressive Symptoms. Twin Research and Human
Genetics, 2010, 13, 544-549.

0.3 22

25 Insights from GWAS into the quantitative genetics of transcription in humans. Genetical Research,
2010, 92, 361-369. 0.3 10

26 A Commentary on â€˜Common SNPs Explain a Large Proportion of the Heritability for Human Heightâ€™ by
Yang et al. (2010). Twin Research and Human Genetics, 2010, 13, 517-524. 0.3 184

27 Large-Scale Genome-Wide Association Studies Consortia. Circulation: Cardiovascular Genetics, 2010,
3, 396-398. 5.1 2

28 Chipping Away the â€˜Missing Heritabilityâ€™: GIANT Steps Forward in the Molecular Elucidation of Obesity
â€“ but Still Lots to Go. Obesity Facts, 2010, 3, 294-303. 1.6 100

29
Common Charge-Shift Mutation Glu65Lys in K+ Channel Î²1-Subunit KCNMB1: Pleiotropic Consequences
for Glomerular Filtration Rate and Progressive Renal Disease. American Journal of Nephrology, 2010,
32, 414-424.

1.4 14

30 Using global gene expression to dissect the genetics of osteoporosis. IBMS BoneKEy, 2010, 7, 353-363. 0.1 1

31 One function of sex â€” an empirical study of genetic and ecological variation. Canadian Entomologist,
2010, 142, 601-628. 0.4 1

32 Promise and pitfalls of the Immunochip. Arthritis Research and Therapy, 2010, 13, 101. 1.6 412

33 Polygenic Heterogeneity: A Complex Model of Genetic Inheritance in Psychiatric Disorders. Biological
Psychiatry, 2010, 68, 312-313. 0.7 8

34 From Galton to GWAS: quantitative genetics of human height. Genetical Research, 2010, 92, 371-379. 0.3 83

35 Synthetic associations in the context of genome-wide association scan signals. Human Molecular
Genetics, 2010, 19, R137-R144. 1.4 53

36 Neurocognitive Phenotypes and Genetic Dissection of Disorders of Brain and Behavior. Neuron, 2010,
68, 218-230. 3.8 20



4

Citation Report

# Article IF Citations

37 Shedding new light on genetic dark matter. Genome Medicine, 2010, 2, 79. 3.6 3

38
Statistical genetic issues for genome-wide association studiesThis article is one of a selection of
papers from the conference â€œExploiting Genome-wide Association in Oilseed Brassicas: a model for
genetic improvement of major OECD crops for sustainable farmingâ€•.. Genome, 2010, 53, 869-875.

0.9 10

39 Inherited destiny? Genetics and gestational diabetes mellitus. Genome Medicine, 2011, 3, 18. 3.6 24

40 Polygenic Modeling of Genome-Wide Association Studies: An Application to Prostate and Breast
Cancer. OMICS A Journal of Integrative Biology, 2011, 15, 393-398. 1.0 19

41 Recent success in the discovery of coronary artery disease genes. Canadian Journal of Physiology and
Pharmacology, 2011, 89, 609-615. 0.7 10

42 Still Missing. Research in Human Development, 2011, 8, 227-241. 0.8 82

43 Genomic predictors of the maximal O<sub>2</sub> uptake response to standardized exercise training
programs. Journal of Applied Physiology, 2011, 110, 1160-1170. 1.2 344

44 Genetics of Insomnia. Sleep Medicine Clinics, 2011, 6, 191-202. 1.2 21

45 A Quantitative-Trait Genome-Wide Association Study of Alcoholism Risk in the Community: Findings
and Implications. Biological Psychiatry, 2011, 70, 513-518. 0.7 184

46 Genome-wide association studies establish that human intelligence is highly heritable and polygenic.
Molecular Psychiatry, 2011, 16, 996-1005. 4.1 571

47 Genome-wide association study identifies five new schizophrenia loci. Nature Genetics, 2011, 43,
969-976. 9.4 1,758

48 FaST linear mixed models for genome-wide association studies. Nature Methods, 2011, 8, 833-835. 9.0 1,021

49 Inequality at Birth: Some Causes and Consequences. American Economic Review, 2011, 101, 1-22. 4.0 379

50 Molecular and Functional Models in Neuropsychiatry. Current Topics in Behavioral Neurosciences,
2011, , . 0.8 3

51 Boosting Signal-to-Noise in Complex Biology: Prior Knowledge Is Power. Cell, 2011, 144, 860-863. 13.5 167

52 Mapping Rare and Common Causal Alleles for Complex Human Diseases. Cell, 2011, 147, 57-69. 13.5 100

53 Whole genome association scan for genetic polymorphisms influencing information processing speed.
Biological Psychology, 2011, 86, 193-202. 1.1 70

54 Re-examining heritability: genetics, life history and plasticity. Trends in Endocrinology and
Metabolism, 2011, 22, 421-428. 3.1 69



5

Citation Report

# Article IF Citations

55 Genetics of human episodic memory: dealing with complexity. Trends in Cognitive Sciences, 2011, 15,
381-387. 4.0 62

56 Systems genetics for drug target discovery. Trends in Pharmacological Sciences, 2011, 32, 623-630. 4.0 44

57 Schizophrenia: susceptibility genes, dendritic-spine pathology and gray matter loss. Progress in
Neurobiology, 2011, 95, 275-300. 2.8 113

58 Genome-Wide Association Studies: Results from the First Few Years and Potential Implications for
Clinical Medicine. Annual Review of Medicine, 2011, 62, 11-24. 5.0 88

59 Genomic and pedigree-based genetic parameters for scarcely recorded traits when some animals are
genotyped. Journal of Dairy Science, 2011, 94, 4189-4197. 1.4 78

61 Prediction of eye and skin color in diverse populations using seven SNPs. Forensic Science
International: Genetics, 2011, 5, 472-478. 1.6 100

62 Advances in multidisciplinary and cross-species approaches to examine the neurobiology of
psychiatric disorders. European Neuropsychopharmacology, 2011, 21, 532-544. 0.3 31

63 Identification of IL6R and chromosome 11q13.5 as risk loci for asthma. Lancet, The, 2011, 378, 1006-1014. 6.3 345

65 Improved Imputation of Common and Uncommon Single Nucleotide Polymorphisms (SNPs) with a New
Reference Set. Nature Precedings, 2011, , . 0.1 0

66 Multisite haplotype on cattle chromosome 3 is associated with quantitative trait locus effects on
lactation traits. Physiological Genomics, 2011, 43, 1185-1197. 1.0 12

67 Explanations for Elevated Psychiatric Vulnerability in Nonheterosexuals: Environmental Stressors,
Genetics, and the HPA and HPG Axes. , 0, , . 0

69 Dark Matter: Are Mice the Solution to Missing Heritability?. Frontiers in Genetics, 2011, 2, 32. 1.1 49

70 Multilocus Genetic Analysis of Brain Images. Frontiers in Genetics, 2011, 2, 73. 1.1 53

71 The Origins of Savings Behavior. SSRN Electronic Journal, 0, , . 0.4 20

72 Rare Copy Number Deletions Predict Individual Variation in Intelligence. PLoS ONE, 2011, 6, e16339. 1.1 41

73 Educational Attainment: A Genome Wide Association Study in 9538 Australians. PLoS ONE, 2011, 6,
e20128. 1.1 18

74 A Bayesian Mixed Regression Based Prediction of Quantitative Traits from Molecular Marker and Gene
Expression Data. PLoS ONE, 2011, 6, e26959. 1.1 8

75 Underestimated Effect Sizes in GWAS: Fundamental Limitations of Single SNP Analysis for
Dichotomous Phenotypes. PLoS ONE, 2011, 6, e27964. 1.1 48



6

Citation Report

# Article IF Citations

76 Extent of Height Variability Explained by Known Height-Associated Genetic Variants in an Isolated
Population of the Adriatic Coast of Croatia. PLoS ONE, 2011, 6, e29475. 1.1 5

77 Molecular Genetics and Economics. Journal of Economic Perspectives, 2011, 25, 57-82. 2.7 99

78 The australian cerebral palsy research study - epidemiological and genetic associations with cerebral
palsy. Archives of Disease in Childhood: Fetal and Neonatal Edition, 2011, 96, Fa15-Fa16. 1.4 0

80 Genetics of rheumatoid arthritis: time for a change!. Current Opinion in Rheumatology, 2011, 23,
227-232. 2.0 46

81 Systems biology of heart failure, challenges and hopes. Current Opinion in Cardiology, 2011, 26,
314-321. 0.8 14

82 The False-positive to False-negative Ratio in Epidemiologic Studies. Epidemiology, 2011, 22, 450-456. 1.2 265

83 PERSONALIZED MEDICINE: FROM GENOTYPES AND MOLECULAR PHENOTYPES TOWARDS COMPUTED
THERAPY. , 2011, , . 0

85 Combining genome-wide data from humans and animal models of dyslipidemia and atherosclerosis.
Current Opinion in Lipidology, 2011, 22, 100-105. 1.2 4

86
The distribution of SNP marker effects for faecal worm egg count in sheep, and the feasibility of using
these markers to predict genetic merit for resistance to worm infections. Genetical Research, 2011, 93,
203-219.

0.3 67

87 Variation in actual relationship as a consequence of Mendelian sampling and linkage. Genetical
Research, 2011, 93, 47-64. 0.3 271

88 Bayesian variable selection regression for genome-wide association studies and other large-scale
problems. Annals of Applied Statistics, 2011, 5, . 0.5 303

89 Genomic Selection Accuracy using Multifamily Prediction Models in a Wheat Breeding Program. Plant
Genome, 2011, 4, . 1.6 206

90 Association Mapping for Enhancing Maize (<i>Zea mays</i> L.) Genetic Improvement. Crop Science, 2011,
51, 433-449. 0.8 305

91 Human genetics and genomics a decade after the release of the draft sequence of the human genome.
Human Genomics, 2011, 5, 577. 1.4 86

92 Adaptation of<i>Saccharomyces cerevisiae</i>to saline stress through laboratory evolution. Journal
of Evolutionary Biology, 2011, 24, 1135-1153. 0.8 134

93 Using the genomic relationship matrix to predict the accuracy of genomic selection. Journal of
Animal Breeding and Genetics, 2011, 128, 409-421. 0.8 262

94 The unified approach to the use of genomic and pedigree information in genomic evaluations revisited.
Journal of Animal Breeding and Genetics, 2011, 128, 429-439. 0.8 59

95 Genetics of type 2 diabetes: pathophysiologic and clinical relevance. European Journal of Clinical
Investigation, 2011, 41, 679-692. 1.7 120



7

Citation Report

# Article IF Citations

96 On statistical methods for estimating heritability in wild populations. Molecular Ecology, 2011, 20,
1324-1332. 2.0 32

97 Heritability not missing-genetic basis of sexual weaponry uncovered. Molecular Ecology, 2011, 20,
2468-2470. 2.0 0

98 Association genetics of complex traits in plants. New Phytologist, 2011, 189, 909-922. 3.5 306

99 The molecular basis of quantitative variation in foliar secondary metabolites in <i>Eucalyptus
globulus</i>. New Phytologist, 2011, 191, 1041-1053. 3.5 82

100 Genome-wide association study identifies a locus at 7p15.2 associated with endometriosis. Nature
Genetics, 2011, 43, 51-54. 9.4 261

101 Resequencing of positional candidates identifies low frequency IL23R coding variants protecting
against inflammatory bowel disease. Nature Genetics, 2011, 43, 43-47. 9.4 175

102 Variants modulating the expression of a chromosome domain encompassing PLAG1 influence bovine
stature. Nature Genetics, 2011, 43, 405-413. 9.4 300

103 Genome partitioning of genetic variation for complex traits using common SNPs. Nature Genetics,
2011, 43, 519-525. 9.4 834

105 Genomic inflation factors under polygenic inheritance. European Journal of Human Genetics, 2011, 19,
807-812. 1.4 460

106 The rs4774 CIITA missense variant is associated with risk of systemic lupus erythematosus. Genes and
Immunity, 2011, 12, 667-671. 2.2 23

107 A family-based study of common polygenic variation and risk of schizophrenia. Molecular Psychiatry,
2011, 16, 887-888. 4.1 27

108 Initial impact of the sequencing of the human genome. Nature, 2011, 470, 187-197. 13.7 919

109 The emergence of humanâ€•evolutionary medical genomics. Evolutionary Applications, 2011, 4, 292-314. 1.5 26

110 How evolutionary principles improve the understanding of human health and disease. Evolutionary
Applications, 2011, 4, 249-263. 1.5 129

111 Evolutionary principles and their practical application. Evolutionary Applications, 2011, 4, 159-183. 1.5 230

112 Genetic Predictors for Cardiovascular Disease in Hispanics. Trends in Cardiovascular Medicine, 2011,
21, 15-20. 2.3 21

113 Geneâ€“environment interactions in human disease: nuisance or opportunity?. Trends in Genetics, 2011,
27, 107-115. 2.9 162

114 Chromatin and heritability: how epigenetic studies can complement genetic approaches. Trends in
Genetics, 2011, 27, 172-176. 2.9 20



8

Citation Report

# Article IF Citations

115 Speed-bumps ahead for the genetics of later-life diseases. Trends in Genetics, 2011, 27, 387-388. 2.9 34

116 Pharmaceutical drug transport: the issues and the implications that it is essentially carrier-mediated
only. Drug Discovery Today, 2011, 16, 704-714. 3.2 160

117 Insight from genomeâ€•wide association studies in rheumatoid arthritis and multiple sclerosis. FEBS
Letters, 2011, 585, 3627-3632. 1.3 37

118 Genetics of Schizophrenia: New Findings and Challenges. Annual Review of Genomics and Human
Genetics, 2011, 12, 121-144. 2.5 160

119 Epidemiology, epigenetics and the â€˜Gloomy Prospectâ€™: embracing randomness in population health
research and practice. International Journal of Epidemiology, 2011, 40, 537-562. 0.9 266

120 Is Life Law-Like?. Genetics, 2011, 188, 761-771. 1.2 12

121 Meta-analysis of Dense Genecentric Association Studies Reveals Common and Uncommon Variants
Associated with Height. American Journal of Human Genetics, 2011, 88, 6-18. 2.6 122

122 GCTA: A Tool for Genome-wide Complex Trait Analysis. American Journal of Human Genetics, 2011, 88,
76-82. 2.6 6,212

123 Functional Screening of Alzheimer Pathology Genome-wide Association Signals in Drosophila.
American Journal of Human Genetics, 2011, 88, 232-238. 2.6 81

124 Estimating Missing Heritability for Disease from Genome-wide Association Studies. American Journal
of Human Genetics, 2011, 88, 294-305. 2.6 949

125 Response to Browning and Browning. American Journal of Human Genetics, 2011, 89, 193-195. 2.6 27

126 Population Structure Can Inflate SNP-Based Heritability Estimates. American Journal of Human
Genetics, 2011, 89, 191-193. 2.6 83

127 Abundant Pleiotropy in Human Complex Diseases and Traits. American Journal of Human Genetics, 2011,
89, 607-618. 2.6 478

128 Genetic risk sum score comprised of common polygenic variation is associated with body mass index.
Human Genetics, 2011, 129, 221-230. 1.8 62

129 Regions of homozygosity and their impact on complex diseases and traits. Human Genetics, 2011, 129,
1-15. 1.8 98

130 Recent progress in the study of the genetics of height. Human Genetics, 2011, 129, 465-472. 1.8 73

131 Potential novel candidate polymorphisms identified in genome-wide association study for breast
cancer susceptibility. Human Genetics, 2011, 130, 529-537. 1.8 45

132 Genetic counselling for personalised medicine. Human Genetics, 2011, 130, 27-31. 1.8 11



9

Citation Report

# Article IF Citations

133 Gene-Environment Interaction in the Etiology of Mathematical Ability Using SNP Sets. Behavior
Genetics, 2011, 41, 141-154. 1.4 31

134 Application of support vector regression to genome-assisted prediction of quantitative traits.
Theoretical and Applied Genetics, 2011, 123, 1065-1074. 1.8 82

135 Will family studies return to prominence in human genetics and genomics? Rare variants and linkage
analysis of complex traits. Genes and Genomics, 2011, 33, 1-8. 0.5 7

136 Genotype-Phenotype Maps Maximizing Evolvability: Modularity Revisited. Evolutionary Biology, 2011, 38,
371-389. 0.5 56

137 Ziele und Grenzen der Quantifizierung genetischer Risiken. Medizinische Genetik, 2011, 23, 385-399. 0.1 0

138 Recent methods for polygenic analysis of genome-wide data implicate an important effect of common
variants on cardiovascular disease risk. BMC Medical Genetics, 2011, 12, 146. 2.1 51

139 Genome-wide association studies and genetic architecture of common human diseases. BMC
Proceedings, 2011, 5, S16. 1.8 1

140 Effect of BLUP prediction on genomic selection: practical considerations to achieve greater accuracy
in genomic selection. BMC Proceedings, 2011, 5, . 1.8 3

141 LASSO model selection with post-processing for a genome-wide association study data set. BMC
Proceedings, 2011, 5, S24. 1.8 5

142 Estimating heritability using family and unrelated individuals data. BMC Proceedings, 2011, 5, S34. 1.8 3

143 Different genomic relationship matrices for single-step analysis using phenotypic, pedigree and
genomic information. Genetics Selection Evolution, 2011, 43, 1. 1.2 277

144 Genomic evaluations with many more genotypes. Genetics Selection Evolution, 2011, 43, 10. 1.2 215

145 Different models of genetic variation and their effect on genomic evaluation. Genetics Selection
Evolution, 2011, 43, 18. 1.2 169

146 A note on the rationale for estimating genealogical coancestry from molecular markers. Genetics
Selection Evolution, 2011, 43, 1-10. 1.2 57

147 Qxpak.5: Old mixed model solutions for new genomics problems. BMC Bioinformatics, 2011, 12, 202. 1.2 87

148 The effect of measurement error of phenotypes on genome wide association studies. BMC Genomics,
2011, 12, 232. 1.2 32

149 Recent human evolution has shaped geographical differences in susceptibility to disease. BMC
Genomics, 2011, 12, 55. 1.2 27

150 Understanding Heritability: What it is and What it is Not. European Journal of Personality, 2011, 25,
287-294. 1.9 7



10

Citation Report

# Article IF Citations

151
Evolution of pleiotropy: epistatic interaction pattern supports a mechanistic model underlying
variation in genotypeâ€“phenotype map. Journal of Experimental Zoology Part B: Molecular and
Developmental Evolution, 2011, 316B, 371-385.

0.6 43

152
Confirmation that SNPs in the high mobility groupâ€•A2 gene (<i>HMGA2</i>) are associated with adult
height in the Japanese population; wideâ€•ranging population survey of heightâ€•related SNPs in
<i>HMGA2</i>. Electrophoresis, 2011, 32, 1844-1851.

1.3 12

153 Novel method to estimate the phenotypic variation explained by genome-wide association studies
reveals large fraction of the missing heritability. Genetic Epidemiology, 2011, 35, 341-349. 0.6 23

154 Uncovering the total heritability explained by all true susceptibility variants in a genome-wide
association study. Genetic Epidemiology, 2011, 35, n/a-n/a. 0.6 67

155 Defining the power limits of genomeâ€•wide association scan metaâ€•analyses. Genetic Epidemiology, 2011,
35, 781-789. 0.6 18

156 Populationâ€•based and familyâ€•based designs to analyze rare variants in complex diseases. Genetic
Epidemiology, 2011, 35, S41-7. 0.6 24

157 Identification of genetic association of multiple rare variants using collapsing methods. Genetic
Epidemiology, 2011, 35, S101-6. 0.6 18

158 Recommendations for publication of genetic association studies in<i>Arthritis &amp; Rheumatism</i>.
Arthritis and Rheumatism, 2011, 63, 2839-2847. 6.7 19

159 Variants on Chromosome 6p22.3 Associated With Blood Pressure in the HyperGEN Study: Follow-Up of
FBPP Quantitative Trait Loci. American Journal of Hypertension, 2011, 24, 1227-1233. 1.0 16

160 Coverage tradeoffs and power estimation in the design of whole-genome sequencing experiments for
detecting association. Bioinformatics, 2011, 27, 1995-1997. 1.8 7

161 Association of the Alzheimer's Gene<i>SORL1</i>With Hippocampal Volume in Young, Healthy Adults.
American Journal of Psychiatry, 2011, 168, 1083-1089. 4.0 58

162 Farther off from England but no nearer France. International Journal of Epidemiology, 2011, 40,
533-536. 0.9 0

163 The Bayesian lasso for genome-wide association studies. Bioinformatics, 2011, 27, 516-523. 1.8 180

164 Explaining the heritability of an ecologically significant trait in terms of individual quantitative trait
loci. Biology Letters, 2011, 7, 896-898. 1.0 19

165 Glypican Gene GPC5 Participates in the Behavioral Response to Ethanol: Evidence from Humans, Mice,
and Fruit Flies. G3: Genes, Genomes, Genetics, 2011, 1, 627-635. 0.8 14

166 Quantitative trait prediction based on genetic marker-array data, a simulation study. Bioinformatics,
2011, 27, 745-748. 1.8 7

167 Progress and Promise of Genome-Wide Association Studies for Human Complex Trait Genetics.
Genetics, 2011, 187, 367-383. 1.2 486

168 Novel common copy number variation for early onset extreme obesity on chromosome 11q11 identified
by a genome-wide analysis. Human Molecular Genetics, 2011, 20, 840-852. 1.4 122



11

Citation Report

# Article IF Citations

169
When the Serotonin Transporter Gene Meets Adversity: The Contribution of Animal Models to
Understanding Epigenetic Mechanisms in Affective Disorders and Resilience. Current Topics in
Behavioral Neurosciences, 2011, 7, 251-280.

0.8 65

170 Experimental Designs for Robust Detection of Effects in Genome-Wide Caseâ€“Control Studies.
Genetics, 2011, 189, 1497-1514. 1.2 9

171 A Common Connexin-40 Gene Promoter Variant Affects Connexin-40 Expression in Human Atria and Is
Associated With Atrial Fibrillation. Circulation: Arrhythmia and Electrophysiology, 2011, 4, 87-93. 2.1 76

172 Integrated Genome-Wide Association Study Findings: Identification of a Neurodevelopmental Network
for Attention Deficit Hyperactivity Disorder. American Journal of Psychiatry, 2011, 168, 365-377. 4.0 200

173 New Experiments for an Undivided Genetics. Genetics, 2011, 188, 1-10. 1.2 18

174 Genetics of infectious diseases: hidden etiologies and common pathways. Clinical Chemistry and
Laboratory Medicine, 2011, 49, 1427-37. 1.4 12

175 Random Allocation in Observational Data. Epidemiology, 2011, 22, 460-463. 1.2 43

176 Quantification of Inbreeding Due to Distant Ancestors and Its Detection Using Dense Single
Nucleotide Polymorphism Data. Genetics, 2011, 189, 237-249. 1.2 367

177 Genome-wide association studies of atrial fibrillation: past, present, and future. Cardiovascular
Research, 2011, 89, 701-709. 1.8 66

178 The genetics of common kidney disease: a pathway toward clinical relevance. Nature Reviews
Nephrology, 2011, 7, 458-468. 4.1 21

179 Prioritizing candidate disease genes by network-based boosting of genome-wide association data.
Genome Research, 2011, 21, 1109-1121. 2.4 646

180 Heritability, Weak Effects, and Rare Variants in Genomewide Association Studies. Clinical Chemistry,
2011, 57, 1263-1266. 1.5 5

181
Distribution of allele frequencies and effect sizes and their interrelationships for common genetic
susceptibility variants. Proceedings of the National Academy of Sciences of the United States of
America, 2011, 108, 18026-18031.

3.3 249

182 Genetics of pre-pubertal growth: A longitudinal study of Japanese twins. Annals of Human Biology,
2011, 38, 608-614. 0.4 6

183 Single-Tissue and Cross-Tissue Heritability of Gene Expression Via Identity-by-Descent in Related or
Unrelated Individuals. PLoS Genetics, 2011, 7, e1001317. 1.5 173

184 Hierarchical Generalized Linear Models for Multiple Groups of Rare and Common Variants: Jointly
Estimating Group and Individual-Variant Effects. PLoS Genetics, 2011, 7, e1002382. 1.5 54

185 An Assessment of the Individual and Collective Effects of Variants on Height Using Twins and a
Developmentally Informative Study Design. PLoS Genetics, 2011, 7, e1002413. 1.5 11

186 Accuracy of genome-wide evaluation for disease resistance in aquaculture breeding programs1.
Journal of Animal Science, 2011, 89, 3433-3442. 0.2 31



12

Citation Report

# Article IF Citations

187 Effect of different genomic relationship matrices on accuracy and scale1. Journal of Animal Science,
2011, 89, 2673-2679. 0.2 100

188 Recent Findings in the Genetics of Blood Pressure and Hypertension Traits. American Journal of
Hypertension, 2011, 24, 392-400. 1.0 51

189 Trans-eQTLs Reveal That Independent Genetic Variants Associated with a Complex Phenotype Converge
on Intermediate Genes, with a Major Role for the HLA. PLoS Genetics, 2011, 7, e1002197. 1.5 324

190 Identification of Nine Novel Loci Associated with White Blood Cell Subtypes in a Japanese Population.
PLoS Genetics, 2011, 7, e1002067. 1.5 69

191 Synthetic Associations Created by Rare Variants Do Not Explain Most GWAS Results. PLoS Biology,
2011, 9, e1000579. 2.6 149

192 Accurate estimation of heritability in genome wide studies using random effects models.
Bioinformatics, 2011, 27, i317-i323. 1.8 23

193 Combining Genome-Wide Association Mapping and Transcriptional Networks to Identify Novel Genes
Controlling Glucosinolates in Arabidopsis thaliana. PLoS Biology, 2011, 9, e1001125. 2.6 246

194 Beyond Missing Heritability: Prediction of Complex Traits. PLoS Genetics, 2011, 7, e1002051. 1.5 224

195 Genome-Wide Association of Bipolar Disorder Suggests an Enrichment of Replicable Associations in
Regions near Genes. PLoS Genetics, 2011, 7, e1002134. 1.5 59

196 Web-Based Genome-Wide Association Study Identifies Two Novel Loci and a Substantial Genetic
Component for Parkinson's Disease. PLoS Genetics, 2011, 7, e1002141. 1.5 461

197 Cofilin-1: A Modulator of Anxiety in Mice. PLoS Genetics, 2012, 8, e1002970. 1.5 28

198
Effect of phytase with or without multienzyme supplementation on performance and nutrient
digestibility of young broiler chicks fed mash or crumble diets. Italian Journal of Animal Science, 2012,
11, e56.

0.8 33

199 Geneâ€“environment interactions related to body mass: School policies and social context as
environmental moderators. Journal of Theoretical Politics, 2012, 24, 370-388. 0.3 40

200 Heritability and Genetic Correlations Explained by Common SNPs for Metabolic Syndrome Traits. PLoS
Genetics, 2012, 8, e1002637. 1.5 200

201 Using genome-wide complex trait analysis to quantify 'missing heritability' in Parkinson's disease.
Human Molecular Genetics, 2012, 21, 4996-5009. 1.4 176

202 Estimating the proportion of variation in susceptibility to multiple sclerosis captured by common
SNPs. Scientific Reports, 2012, 2, 770. 1.6 16

203 Improved Statistics for Genome-Wide Interaction Analysis. PLoS Genetics, 2012, 8, e1002625. 1.5 82

204 Evidence of Inbreeding Depression on Human Height. PLoS Genetics, 2012, 8, e1002655. 1.5 79



13

Citation Report

# Article IF Citations

205 Genome-Wide Association Studies Reveal a Simple Genetic Basis of Resistance to Naturally Coevolving
Viruses in Drosophila melanogaster. PLoS Genetics, 2012, 8, e1003057. 1.5 143

206 The Metabochip, a Custom Genotyping Array for Genetic Studies of Metabolic, Cardiovascular, and
Anthropometric Traits. PLoS Genetics, 2012, 8, e1002793. 1.5 448

207 The Implications of Inheritance for Clinical Management. Circulation: Cardiovascular Genetics, 2012,
5, 467-476. 5.1 2

208 An integrated approach to reduce the impact of minor allele frequency and linkage disequilibrium on
variable importance measures for genome-wide data. Bioinformatics, 2012, 28, 2615-2623. 1.8 14

209 A Genome-Wide Association Study Identified AFF1 as a Susceptibility Locus for Systemic Lupus
Eyrthematosus in Japanese. PLoS Genetics, 2012, 8, e1002455. 1.5 115

210 Meta-Analysis of Genome-Wide Scans for Total Body BMD in Children and Adults Reveals Allelic
Heterogeneity and Age-Specific Effects at the WNT16 Locus. PLoS Genetics, 2012, 8, e1002718. 1.5 142

211 Association of Î²-Defensin Copy Number and Psoriasis in Three Cohorts of European Origin. Journal of
Investigative Dermatology, 2012, 132, 2407-2413. 0.3 50

212 The structure of a cattle stud determined using a medium density single nucleotide polymorphism
array. Animal Production Science, 2012, 52, 890. 0.6 1

213 Genetic Variation in the Odorant Receptor OR2J3 Is Associated with the Ability to Detect the â€œGrassyâ€•
Smelling Odor, cis-3-hexen-1-ol. Chemical Senses, 2012, 37, 585-593. 1.1 110

214 Commentary: Discussion of 'The History of Twins, As A Criterion Of The Relative Powers of Nature And
Nurture' by Francis Galton (1875). International Journal of Epidemiology, 2012, 41, 917-919. 0.9 4

215 Dissection of complex adult traits in a mouse synthetic population. Genome Research, 2012, 22,
1549-1557. 2.4 13

216 Genome-wide association study of body height in African Americans: the Women's Health Initiative SNP
Health Association Resource (SHARe). Human Molecular Genetics, 2012, 21, 711-720. 1.4 79

217 A Comprehensive Genetic Approach for Improving Prediction of Skin Cancer Risk in Humans. Genetics,
2012, 192, 1493-1502. 1.2 50

218 Shrinkage Estimation of the Realized Relationship Matrix. G3: Genes, Genomes, Genetics, 2012, 2,
1405-1413. 0.8 420

219 Is behavioral genetics â€˜too-big-to-knowâ€™ science?. Behavioral and Brain Sciences, 2012, 35, 360-360. 0.4 5

220 Novel findings and future directions on the genetics of hypertension. Current Opinion in Nephrology
and Hypertension, 2012, 21, 500-507. 1.0 49

221 A novel variational Bayes multiple locus <i>Z</i>-statistic for genome-wide association studies with
Bayesian model averaging. Bioinformatics, 2012, 28, 1738-1744. 1.8 22

222 Epigenesis for epidemiologists: does evo-devo have implications for population health research and
practice?. International Journal of Epidemiology, 2012, 41, 236-247. 0.9 51



14

Citation Report

# Article IF Citations

223 Most Reported Genetic Associations With General Intelligence Are Probably False Positives.
Psychological Science, 2012, 23, 1314-1323. 1.8 221

224 Common Variants in Toll-Like Receptor 4 Confer Susceptibility to Alzheimer's Disease in a Han Chinese
Population. Current Alzheimer Research, 2012, 9, 458-466. 0.7 33

225 An Earth-sized duo. Nature, 2012, 482, 166-167. 13.7 1

226 A Common Approach to Finding the Optimal Scenarios of a Markov Stochastic Process Over a
Phylogenetic Tree. Biotechnology and Biotechnological Equipment, 2012, 26, 3296-3301. 0.5 2

227 De novo and inherited CNVs in MZ twin pairs selected for discordance and concordance on Attention
Problems. European Journal of Human Genetics, 2012, 20, 1037-1043. 1.4 52

228 Common SNPs explain some of the variation in the personality dimensions of neuroticism and
extraversion. Translational Psychiatry, 2012, 2, e102-e102. 2.4 156

230 Large-scale association analyses identify new loci influencing glycemic traits and provide insight into
the underlying biological pathways. Nature Genetics, 2012, 44, 991-1005. 9.4 746

231 Epistasis network centrality analysis yields pathway replication across two GWAS cohorts for
bipolar disorder. Translational Psychiatry, 2012, 2, e154-e154. 2.4 56

232 The genetics of addictionâ€”a translational perspective. Translational Psychiatry, 2012, 2, e140-e140. 2.4 162

233
Integrated Computational and Experimental Analysis of the Neuroendocrine Transcriptome in Genetic
Hypertension Identifies Novel Control Points for the Cardiometabolic Syndrome. Circulation:
Cardiovascular Genetics, 2012, 5, 430-440.

5.1 6

234 Contemporary Genetics for Gender Researchers. Psychology of Women Quarterly, 2012, 36, 395-410. 1.3 14

235 Genomic selection in French dairy cattle. Animal Production Science, 2012, 52, 115. 0.6 86

236 The mystery of missing heritability: Genetic interactions create phantom heritability. Proceedings of
the National Academy of Sciences of the United States of America, 2012, 109, 1193-1198. 3.3 1,322

237 Epigenetic effects on eye diseases. Expert Review of Ophthalmology, 2012, 7, 127-134. 0.3 4

238 The combination of a genome-wide association study of lymphocyte count and analysis of gene
expression data reveals novel asthma candidate genes. Human Molecular Genetics, 2012, 21, 2111-2123. 1.4 46

239 Estimation of pleiotropy between complex diseases using single-nucleotide polymorphism-derived
genomic relationships and restricted maximum likelihood. Bioinformatics, 2012, 28, 2540-2542. 1.8 564

240 Mixed Modeling with Whole Genome Data. Journal of Probability and Statistics, 2012, 2012, 1-16. 0.3 1

241 Humans, fruit flies, and automatons. Behavioral and Brain Sciences, 2012, 35, 381-410. 0.4 8



15

Citation Report

# Article IF Citations

242 The gene in its natural habitat: The importance of geneâ€“trait interactions. Development and
Psychopathology, 2012, 24, 1307-1318. 1.4 26

243 From gene activity to behavior (and back again). Behavioral and Brain Sciences, 2012, 35, 369-370. 0.4 2

244 Integrated Genome-Wide Pathway Association Analysis with INTERSNP. Human Heredity, 2012, 73, 63-72. 0.4 11

245 Platt versus Pickering: what molecular insight to primary hyperaldosteronism tells us about
hypertension. JRSM Cardiovascular Disease, 2012, 1, 1-8. 0.4 1

246 Quantitative Genetics in the Genomics Era. Current Genomics, 2012, 13, 196-206. 0.7 48

247 Evolutionary rescue under environmental change?. , 2012, , 216-233. 31

248 A Discovery Genome-Wide Association Study of Entrepreneurship. International Journal of
Developmental Sciences, 2012, 6, 127-135. 0.3 10

249 Comparing linkage and association analyses in sheep points to a better way of doing GWAS. Genetical
Research, 2012, 94, 191-203. 0.3 22

250 Methods for SNP Regression Analysis in Clinical Studies. , 2012, , 591-604. 0

251 The impact of genotyping different groups of animals on accuracy when moving from traditional to
genomic selection. Journal of Dairy Science, 2012, 95, 5412-5421. 1.4 28

252 Novel strategies to minimize progeny inbreeding while maximizing genetic gain using genomic
information. Journal of Dairy Science, 2012, 95, 377-388. 1.4 107

253 Prediction of genomic breeding values for dairy traits in Italian Brown and Simmental bulls using a
principal component approach. Journal of Dairy Science, 2012, 95, 3390-3400. 1.4 14

254 Makeup of the genetic correlation between milk production traits using genome-wide single
nucleotide polymorphism information. Journal of Dairy Science, 2012, 95, 2132-2143. 1.4 13

255 Improving accuracy of genomic predictions within and between dairy cattle breeds with imputed
high-density single nucleotide polymorphism panels. Journal of Dairy Science, 2012, 95, 4114-4129. 1.4 516

256 Interpreting noncoding genetic variation in complex traits and human disease. Nature Biotechnology,
2012, 30, 1095-1106. 9.4 445

257 A Multi-SNP Locus-Association Method Reveals a Substantial Fraction of the Missing Heritability.
American Journal of Human Genetics, 2012, 91, 863-871. 2.6 47

258 Genomeâ€•wide association studies in melanoma: off to a good start. Pigment Cell and Melanoma
Research, 2012, 25, 231-233. 1.5 4

259 What is complex about complex disorders?. Genome Biology, 2012, 13, 237. 13.9 85



16

Citation Report

# Article IF Citations

260 Implications for health and disease in the genetic signature of the Ashkenazi Jewish population.
Genome Biology, 2012, 13, R2. 13.9 48

261 Genetic architecture of body size in mammals. Genome Biology, 2012, 13, 244. 13.9 68

262 Genome-wide association study for oat (Avena sativa L.) beta-glucan concentration using germplasm
of worldwide origin. Theoretical and Applied Genetics, 2012, 125, 1687-1696. 1.8 63

263 Challenges and opportunities in genome-wide environmental interaction (GWEI) studies. Human
Genetics, 2012, 131, 1591-1613. 1.8 128

264 SNP markers trace familial linkages in a cloned population of Pinus taedaâ€”prospects for genomic
selection. Tree Genetics and Genomes, 2012, 8, 1307-1318. 0.6 62

265 Genetics of coronary artery disease: Genome-wide association studies and beyond. Atherosclerosis,
2012, 225, 1-10. 0.4 59

266 The Capital Economy in Hominin Evolution. Current Anthropology, 2012, 53, S466-S478. 0.8 50

267 Genomic and metabolic prediction of complex heterotic traits in hybrid maize. Nature Genetics, 2012,
44, 217-220. 9.4 532

268 Genetic Variations in the Dopamine System and Facial Expression Recognition in Healthy Chinese
College Students. Neuropsychobiology, 2012, 65, 83-89. 0.9 11

269 The genetic architecture of economic and political preferences. Proceedings of the National Academy
of Sciences of the United States of America, 2012, 109, 8026-8031. 3.3 225

271 Genetic dissection of a model complex trait using the <i>Drosophila</i> Synthetic Population
Resource. Genome Research, 2012, 22, 1558-1566. 2.4 199

272 Large-scale association analysis provides insights into the genetic architecture and pathophysiology
of type 2 diabetes. Nature Genetics, 2012, 44, 981-990. 9.4 1,748

273 Evidence of widespread selection on standing variation in Europe at height-associated SNPs. Nature
Genetics, 2012, 44, 1015-1019. 9.4 315

274 Disease Liability Prediction from Large Scale Genotyping Data Using Classifiers with a Reject Option.
IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2012, 9, 88-97. 1.9 7

275 Bayesian inference analyses of the polygenic architecture of rheumatoid arthritis. Nature Genetics,
2012, 44, 483-489. 9.4 402

276 The problems and promises of research into human immunology and autoimmune disease. Nature
Medicine, 2012, 18, 48-53. 15.2 51

277 A genome-wide association study of host genetic determinants of the antibody response to Anthrax
Vaccine Adsorbed. Vaccine, 2012, 30, 4778-4784. 1.7 24

278 Conditional and joint multiple-SNP analysis of GWAS summary statistics identifies additional variants
influencing complex traits. Nature Genetics, 2012, 44, 369-375. 9.4 1,338



17

Citation Report

# Article IF Citations

279 Estimating the proportion of variation in susceptibility to schizophrenia captured by common SNPs.
Nature Genetics, 2012, 44, 247-250. 9.4 578

280 Common variants at 6p21.1 are associated with large artery atherosclerotic stroke. Nature Genetics,
2012, 44, 1147-1151. 9.4 152

281 Study designs and methods post genome-wide association studies. Human Genetics, 2012, 131, 1525-1531. 1.8 10

282 Associations between Polymorphisms Related to Calcium Metabolism and Human Height: The TromsÃ¸
Study. Annals of Human Genetics, 2012, 76, 200-210. 0.3 12

283 Genome-Wide Association Studies with Metabolomics. , 2012, , 265-279. 1

284 Presence of Multiple Independent Effects in Risk Loci of Common Complex Human Diseases. American
Journal of Human Genetics, 2012, 91, 185-192. 2.6 31

285 Estimating Kinship in Admixed Populations. American Journal of Human Genetics, 2012, 91, 122-138. 2.6 207

286 Genomeâ€•Wide Association Analysis of Imputed Rare Variants: Application to Seven Common Complex
Diseases. Genetic Epidemiology, 2012, 36, 785-796. 0.6 36

287 Estimating the effect of SNP genotype on quantitative traits from pooled DNA samples. Genetics
Selection Evolution, 2012, 44, 12. 1.2 23

288 Estimation of (co)variances for genomic regions of flexible sizes: application to complex infectious
udder diseases in dairy cattle. Genetics Selection Evolution, 2012, 44, 18. 1.2 12

289 Statistical distributions of test statistics used for quantitative trait association mapping in
structured populations. Genetics Selection Evolution, 2012, 44, 32. 1.2 15

290 Accuracy of pedigree and genomic predictions of carcass and novel meat quality traits in multi-breed
sheep data assessed by cross-validation. Genetics Selection Evolution, 2012, 44, 33. 1.2 96

291 Quick, â€œImputation-freeâ€• meta-analysis with proxy-SNPs. BMC Bioinformatics, 2012, 13, 231. 1.2 7

292 Partitioning additive genetic variance into genomic and remaining polygenic components for complex
traits in dairy cattle. BMC Genetics, 2012, 13, 44. 2.7 56

293 How accurate can genetic predictions be?. BMC Genomics, 2012, 13, 340. 1.2 16

294 Inferring genetic architecture of complex traits using Bayesian integrative analysis of genome and
transcriptome data. BMC Genomics, 2012, 13, 456. 1.2 14

295 â€˜Sifting the significance from the dataâ€™ - the impact of high-throughput genomic technologies on
human genetics and health care. Human Genomics, 2012, 6, 11. 1.4 5

296 Behavior genetics and postgenomics. Behavioral and Brain Sciences, 2012, 35, 331-358. 0.4 172



18

Citation Report

# Article IF Citations

297 Evidence-based psychiatric genetics, AKA the false dichotomy between common and rare variant
hypotheses. Molecular Psychiatry, 2012, 17, 474-485. 4.1 124

298 Epistasis dominates the genetic architecture of <i>Drosophila</i> quantitative traits. Proceedings of
the National Academy of Sciences of the United States of America, 2012, 109, 15553-15559. 3.3 348

299 Accuracy of genomic predictions of residual feed intake and 250-day body weight in growing heifers
using 625,000 single nucleotide polymorphism markers. Journal of Dairy Science, 2012, 95, 2108-2119. 1.4 125

300 Improved accuracy of genomic prediction for dry matter intake of dairy cattle from combined
European and Australian data sets. Journal of Dairy Science, 2012, 95, 6103-6112. 1.4 64

301
Maximizing the Reliability of Genomic Selection by Optimizing the Calibration Set of Reference
Individuals: Comparison of Methods in Two Diverse Groups of Maize Inbreds (<i>Zea mays</i> L.).
Genetics, 2012, 192, 715-728.

1.2 258

302 The continuing value of twin studies in the omics era. Nature Reviews Genetics, 2012, 13, 640-653. 7.7 314

303 Identity by Descent Between Distant Relatives: Detection and Applications. Annual Review of Genetics,
2012, 46, 617-633. 3.2 145

304 Visual analysis of geocoded twin data puts nature and nurture on the map. Molecular Psychiatry,
2012, 17, 867-874. 4.1 52

305 Genetic predisposition to radiation-related cancer and potential implications for risk assessment.
Annals of the ICRP, 2012, 41, 108-116. 3.0 6

306 Genome-wide prediction of childhood asthma and related phenotypes in a longitudinal birth cohort.
Journal of Allergy and Clinical Immunology, 2012, 130, 503-509.e7. 1.5 50

307
HYST: A Hybrid Set-Based Test for Genome-wide Association Studies, with Application to
Protein-Protein Interaction-Based Association Analysis. American Journal of Human Genetics, 2012, 91,
478-488.

2.6 96

308 Large-Scale Gene-Centric Meta-analysis across 32 Studies Identifies Multiple Lipid Loci. American
Journal of Human Genetics, 2012, 91, 823-838. 2.6 227

309 Improved Heritability Estimation from Genome-wide SNPs. American Journal of Human Genetics, 2012,
91, 1011-1021. 2.6 656

310 Estimating the Genetic Variance of Major Depressive Disorder Due to All Single Nucleotide
Polymorphisms. Biological Psychiatry, 2012, 72, 707-709. 0.7 128

311 The future of fMRI and genetics research. NeuroImage, 2012, 62, 1286-1292. 2.1 59

312 Common genetic variation contributes significantly to the risk of childhood B-cell precursor acute
lymphoblastic leukemia. Leukemia, 2012, 26, 2212-2215. 3.3 42

313 The Promises and Pitfalls of Genoeconomics. Annual Review of Economics, 2012, 4, 627-662. 2.4 168

315 Inferences from Genomic Models in Stratified Populations. Genetics, 2012, 192, 693-704. 1.2 77



19

Citation Report

# Article IF Citations

316 Investigating Natural Variation in<i>Drosophila</i>Courtship Song by the Evolve and Resequence
Approach. Genetics, 2012, 191, 633-642. 1.2 120

317 Genetic contributions to stability and change in intelligence from childhood to old age. Nature, 2012,
482, 212-215. 13.7 228

318 A genetic variant near olfactory receptor genes influences cilantro preference. Flavour, 2012, 1, . 2.3 72

319 The Developmental Basis of Quantitative Craniofacial Variation in Humans and Mice. Evolutionary
Biology, 2012, 39, 554-567. 0.5 41

320 Analysis of Genetic Association Studies. Statistics in the Health Sciences, 2012, , . 0.2 26

321 Human Genetic Individuality. Annual Review of Genomics and Human Genetics, 2012, 13, 1-27. 2.5 43

322 The combined impact of 12 common variants on hypertension in Japanese men, considering GWAS
results. Journal of Human Hypertension, 2012, 26, 430-436. 1.0 34

323 Molecular, Clinical and Environmental Toxicology. Exs, 2012, , . 1.4 130

324 Detecting type 2 diabetes causal single nucleotide polymorphism combinations from a genome-wide
association study dataset with optimal filtration. , 2012, , . 1

328 Confluence of genes, environment, development, and behavior in a post Genome-Wide Association
Study world. Development and Psychopathology, 2012, 24, 1195-1214. 1.4 43

329 Hierarchical Naive Bayes for genetic association studies. BMC Bioinformatics, 2012, 13, S6. 1.2 14

330 An integrated approach of comparative genomics and heritability analysis of pig and human on obesity
trait: evidence for candidate genes on human chromosome 2. BMC Genomics, 2012, 13, 711. 1.2 28

331 Weighted pedigree-based statistics for testing the association of rare variants. BMC Genomics, 2012,
13, 667. 1.2 11

332 A novel analytical method, Birth Date Selection Mapping, detects response of the Angus (Bos taurus)
genome to selection on complex traits. BMC Genomics, 2012, 13, 606. 1.2 37

333 Support for calcium channel gene defects in autism spectrum disorders. Molecular Autism, 2012, 3, 18. 2.6 71

334 Common genetic variants, acting additively, are a major source of risk for autism. Molecular Autism,
2012, 3, 9. 2.6 357

335 Social Inequalities in Height: Persisting Differences Today Depend upon Height of the Parents. PLoS
ONE, 2012, 7, e29118. 1.1 37

336 Identification of QTL for UV-Protective Eye Area Pigmentation in Cattle by Progeny Phenotyping and
Genome-Wide Association Analysis. PLoS ONE, 2012, 7, e36346. 1.1 53



20

Citation Report

# Article IF Citations

337 Genetic Copy Number Variation and General Cognitive Ability. PLoS ONE, 2012, 7, e37385. 1.1 21

338 Prediction of Expected Years of Life Using Whole-Genome Markers. PLoS ONE, 2012, 7, e40964. 1.1 17

339 A Knowledge-Based Method for Association Studies on Complex Diseases. PLoS ONE, 2012, 7, e44162. 1.1 1

340 Estimating Additive and Non-Additive Genetic Variances and Predicting Genetic Merits Using
Genome-Wide Dense Single Nucleotide Polymorphism Markers. PLoS ONE, 2012, 7, e45293. 1.1 261

341 Localising Loci underlying Complex Trait Variation Using Regional Genomic Relationship Mapping. PLoS
ONE, 2012, 7, e46501. 1.1 111

342 Pathway Analysis of Smoking Quantity in Multiple GWAS Identifies Cholinergic and Sensory Pathways.
PLoS ONE, 2012, 7, e50913. 1.1 11

343
Promising Genetic Biomarkers of Preclinical Alzheimer's Disease: The Influence
of<i>APOE</i>and<i>TOMM40</i>on Brain Integrity. International Journal of Alzheimer's Disease, 2012,
2012, 1-15.

1.1 25

344 Mild Cognitive Impairment: Beyond Memory Dysfunction. International Journal of Alzheimer's Disease,
2012, 2012, 1-2. 1.1 1

345 Variability in the Heritability of Body Mass Index: A Systematic Review and Meta-Regression. Frontiers
in Endocrinology, 2012, 3, 29. 1.5 489

346 Six Degrees of Epistasis: Statistical Network Models for GWAS. Frontiers in Genetics, 2011, 2, 109. 1.1 41

347 The biology of human migration: the ape that wonâ€™t commit?. , 2012, , 21-44. 7

348 Humans riddled with rare genetic variants. Nature, 0, , . 13.7 1

349 Uses of genomics in livestock agriculture. Animal Production Science, 2012, 52, 73. 0.6 27

350 Promises and challenges of translational research in neuropsychiatry. , 2012, , 339-358. 2

351 Why Do Individuals Exhibit Investment Biases?. SSRN Electronic Journal, 0, , . 0.4 14

352 Components of the accuracy of genomic prediction in a multi-breed sheep population1. Journal of
Animal Science, 2012, 90, 3375-3384. 0.2 137

353 Genetic architectures of psychiatric disorders: the emerging picture and its implications. Nature
Reviews Genetics, 2012, 13, 537-551. 7.7 1,025

354 Polygenic Effects of Common Single-Nucleotide Polymorphisms on Life Span: When Association Meets
Causality. Rejuvenation Research, 2012, 15, 381-394. 0.9 26



21

Citation Report

# Article IF Citations

355 Genome wide association study for plasma levels of natural anticoagulant inhibitors and protein C
anticoagulant pathway: the MARTHA project. British Journal of Haematology, 2012, 157, 230-239. 1.2 55

356 Heritability in the genome-wide association era. Human Genetics, 2012, 131, 1655-1664. 1.8 142

357 How intelligence changes with age. Nature, 2012, 482, 165-166. 13.7 16

358 Genomeâ€•Wide Association Mapping With Longitudinal Data. Genetic Epidemiology, 2012, 36, 463-471. 0.6 43

359 Unidentified Genetic Variants Influence Pancreatic Cancer Risk: An Analysis of Polygenic Susceptibility
in the <scp>P</scp>an<scp>S</scp>can Study. Genetic Epidemiology, 2012, 36, 517-524. 0.6 5

360 A Sample Selection Strategy for Nextâ€•Generation Sequencing. Genetic Epidemiology, 2012, 36, 696-709. 0.6 6

361 Personalized medicine: hope or hype?. European Heart Journal, 2012, 33, 1564-1570. 1.0 59

362 What makes champions? A review of the relative contribution of genes and training to sporting
success. British Journal of Sports Medicine, 2012, 46, 555-561. 3.1 194

363
Efficiency of genomic selection using Bayesian multi-marker models for traits selected to reflect a
wide range of heritabilities and frequencies of detected quantitative traits loci in mice. BMC Genetics,
2012, 13, 42.

2.7 10

364 The Immunogenetic Architecture of Autoimmune Disease. Cold Spring Harbor Perspectives in Biology,
2012, 4, a007260-a007260. 2.3 71

365 Different gene sets contribute to different symptom dimensions of depression and anxiety. American
Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2012, 159B, 519-528. 1.1 14

366
Genes, Environments, Personality, and Successful Aging: Toward a Comprehensive Developmental
Model in Later Life. Journals of Gerontology - Series A Biological Sciences and Medical Sciences, 2012,
67A, 480-488.

1.7 33

367 The strategy and potential utilization of temperate germplasm for tropical germplasm improvement: a
case study of maize (Zea mays L.). Molecular Breeding, 2012, 29, 951-962. 1.0 13

368 Study of the leptin levels and its gene polymorphisms in patients with idiopathic short stature and
growth hormone deficiency. Endocrine, 2012, 42, 196-204. 1.1 6

369 The RIPK2 gene: a positional candidate for tick burden supported by genetic associations in cattle and
immunological response of knockout mouse. Immunogenetics, 2012, 64, 379-388. 1.2 9

370 Adaptive evolution of loci covarying with the human African Pygmy phenotype. Human Genetics, 2012,
131, 1305-1317. 1.8 27

371
The interplay of genes and adolescent development in substance use disorders: leveraging findings
from GWAS meta-analyses to test developmental hypotheses about nicotine consumption. Human
Genetics, 2012, 131, 791-801.

1.8 44

372 Five Years of GWAS Discovery. American Journal of Human Genetics, 2012, 90, 7-24. 2.6 2,088



22

Citation Report

# Article IF Citations

373 Resequencing Candidate Genes Implicates Rare Variants in Asthma Susceptibility. American Journal of
Human Genetics, 2012, 90, 273-281. 2.6 65

374 Family-Based Association Studies for Next-Generation Sequencing. American Journal of Human
Genetics, 2012, 90, 1028-1045. 2.6 48

375 Association genetics of the loblolly pine (<i>Pinus taeda</i>, Pinaceae) metabolome. New Phytologist,
2012, 193, 890-902. 3.5 78

376
Genomic selection for growth and wood quality in <i>Eucalyptus:</i> capturing the missing
heritability and accelerating breeding for complex traits in forest trees. New Phytologist, 2012, 194,
116-128.

3.5 301

377 Genetic variations in the dopaminergic system and alcohol use: a systemâ€•level analysis. Addiction
Biology, 2012, 17, 479-489. 1.4 15

378 Genomeâ€•wide significant association between alcohol dependence and a variant in the <i>ADH</i> gene
cluster. Addiction Biology, 2012, 17, 171-180. 1.4 154

379 Recent genomic advances in schizophrenia. Clinical Genetics, 2012, 81, 103-109. 1.0 86

380 Integrating genomic and epigenomic information: a promising strategy for identifying functional DNA
variants of human disease. Clinical Genetics, 2012, 81, 334-340. 1.0 6

381 Rare and common variants: twenty arguments. Nature Reviews Genetics, 2012, 13, 135-145. 7.7 1,077

382 Meta-analysis of genome-wide association studies for personality. Molecular Psychiatry, 2012, 17,
337-349. 4.1 340

383 Meta-analysis indicates that common variants at the DISC1 locus are not associated with
schizophrenia. Molecular Psychiatry, 2012, 17, 634-641. 4.1 69

384 THE QTN PROGRAM AND THE ALLELES THAT MATTER FOR EVOLUTION: ALL THAT'S GOLD DOES NOT GLITTER.
Evolution; International Journal of Organic Evolution, 2012, 66, 1-17. 1.1 623

385 Highâ€•throughput Phenotyping and Genomic Selection: The Frontiers of Crop Breeding
Converge<sup>F</sup>. Journal of Integrative Plant Biology, 2012, 54, 312-320. 4.1 287

386 Combined Mutation Screening of NKX2-5, GATA4, and TBX5 in Congenital Heart Disease: Multiple
Heterozygosity and Novel Mutations. Congenital Heart Disease, 2012, 7, 151-159. 0.0 73

387
MAINTENANCE OF GENETIC VARIATION IN HUMAN PERSONALITY: TESTING EVOLUTIONARY MODELS BY
ESTIMATING HERITABILITY DUE TO COMMON CAUSAL VARIANTS AND INVESTIGATING THE EFFECT OF DISTANT
INBREEDING. Evolution; International Journal of Organic Evolution, 2012, 66, 3238-3251.

1.1 166

388
THE GENETIC ARCHITECTURE OF A COMPLEX ECOLOGICAL TRAIT: HOST PLANT USE IN THE SPECIALIST
MOTH,<i>HELIOTHIS SUBFLEXA</i>. Evolution; International Journal of Organic Evolution, 2012, 66,
3336-3351.

1.1 15

389 Verification of eye and skin color predictors in various populations. Legal Medicine, 2012, 14, 78-83. 0.6 53

390 Genome-Wide Association Studies and Prediction of Normal Tissue Toxicity. Seminars in Radiation
Oncology, 2012, 22, 91-99. 1.0 23



23

Citation Report

# Article IF Citations

391 Effects of gene copy number variants on personality and mood in ageing cohorts. Personality and
Individual Differences, 2012, 53, 393-397. 1.6 6

392 Genomeâ€•wide association analysis and genetic architecture of egg weight and egg uniformity in layer
chickens. Animal Genetics, 2012, 43, 87-96. 0.6 95

393 The genetic differentiation at quantitative trait loci under local adaptation. Molecular Ecology, 2012,
21, 1548-1566. 2.0 278

394
Comparison of heritabilities of dairy traits in Australian Holstein-Friesian cattle from genomic and
pedigree data and implications for genomic evaluations. Journal of Animal Breeding and Genetics, 2012,
, no-no.

0.8 64

395 XVth QTLMAS: simulated dataset. BMC Proceedings, 2012, 6, S1. 1.8 4

396 Using the gene ontology to scan multilevel gene sets for associations in genome wide association
studies. Genetic Epidemiology, 2012, 36, 3-16. 0.6 32

397 Genome-wide and gene-based association implicates FRMD6 in alzheimer disease. Human Mutation, 2012,
33, 521-529. 1.1 32

398 Evolutionary genomics of dog domestication. Mammalian Genome, 2012, 23, 3-18. 1.0 82

399 Towards genomic selection in apple (Malus Ã— domestica Borkh.) breeding programmes: Prospects,
challenges and strategies. Tree Genetics and Genomes, 2012, 8, 1-14. 0.6 108

400 A neurogenetics approach to understanding individual differences in brain, behavior, and risk for
psychopathology. Molecular Psychiatry, 2013, 18, 288-299. 4.1 66

401 The genetic aetiology of cannabis use initiation: a meta-analysis of genome-wide association studies
and a SNP-based heritability estimation. Addiction Biology, 2013, 18, 846-850. 1.4 49

402 Genetic variants and their interactions in disease risk prediction â€“ machine learning and network
perspectives. BioData Mining, 2013, 6, 5. 2.2 40

403 Genetic insights into common pathways and complex relationships among immune-mediated diseases.
Nature Reviews Genetics, 2013, 14, 661-673. 7.7 459

404 Genomic BLUP Decoded: A Look into the Black Box of Genomic Prediction. Genetics, 2013, 194, 597-607. 1.2 279

405
GENOME DIVERGENCE AND THE GENETIC ARCHITECTURE OF BARRIERS TO GENE FLOW
BETWEEN<i>LYCAEIDES IDAS</i>AND<i>L. MELISSA</i>. Evolution; International Journal of Organic
Evolution, 2013, 67, 2498-2514.

1.1 47

406 Animal Molecular Genetics animal molecular genetics from Major Genes to Genomics. , 2013, , 127-151. 0

407 Whole-Genome Regression and Prediction Methods Applied to Plant and Animal Breeding. Genetics,
2013, 193, 327-345. 1.2 732

408 From Genome-Wide Association Studies to Functional Genomics: New Insights Into Cardiovascular
Disease. Canadian Journal of Cardiology, 2013, 29, 23-29. 0.8 16



24

Citation Report

# Article IF Citations

409 Correlation between relatives given complete genotypes: From identity by descent to identity by
function. Theoretical Population Biology, 2013, 88, 57-67. 0.5 3

410 Contribution of Common Genetic Variants to Antidepressant Response. Biological Psychiatry, 2013, 73,
679-682. 0.7 199

411 Evaluating Rare Variants in Complex Disorders Using Next-Generation Sequencing. Current Psychiatry
Reports, 2013, 15, 349. 2.1 14

412 Predicting complex traits using a diffusion kernel on genetic markers with an application to dairy
cattle and wheat data. Genetics Selection Evolution, 2013, 45, 17. 1.2 33

413 Advantages of using molecular coancestry in the removal of introgressed genetic material. Genetics
Selection Evolution, 2013, 45, 13. 1.2 22

414 A variance component based multi-marker association test using family and unrelated data. BMC
Genetics, 2013, 14, 17. 2.7 22

415 A robust and efficient statistical method for genetic association studies using case and control
samples from multiple cohorts. BMC Genomics, 2013, 14, 88. 1.2 5

416 A unified approach for allele frequency estimation, SNP detection and association studies based on
pooled sequencing data using EM algorithms. BMC Genomics, 2013, 14, S1. 1.2 32

417 Finding type 2 diabetes causal single nucleotide polymorphism combinations and functional modules
from genome-wide association data. BMC Medical Informatics and Decision Making, 2013, 13, S3. 1.5 4

418 The genetics of infectious disease susceptibility: has the evidence for epistasis been overestimated?.
BMC Biology, 2013, 11, 79. 1.7 10

419 Partitioning of genetic variation across the genome using multimarker methods in a wild bird
population. Molecular Ecology, 2013, 22, 3963-3980. 2.0 78

420 Genome-wide association testing reveals quantitative trait loci for fillet texture and fat content in
Atlantic salmon. Aquaculture, 2013, 408-409, 169-174. 1.7 37

421 The Genetic Landscapes of Autism Spectrum Disorders. Annual Review of Genomics and Human
Genetics, 2013, 14, 191-213. 2.5 352

422 Combining cow and bull reference populations to increase accuracy of genomic prediction and
genome-wide association studies. Journal of Dairy Science, 2013, 96, 6703-6715. 1.4 38

423 Heritability and the Equal Environments Assumption: Evidence from Multiple Samples of Misclassified
Twins. Behavior Genetics, 2013, 43, 415-426. 1.4 93

424 A method for estimating the effective number of loci affecting a quantitative character. Theoretical
Population Biology, 2013, 89, 44-54. 0.5 2

425 Genetics of Atherosclerotic Cardiovascular Disease. , 2013, , 1-37. 2

426 Quantitative Genetics: Heritability Is Not Always Missing. Current Biology, 2013, 23, R276-R278. 1.8 9



25

Citation Report

# Article IF Citations

427 Pharmacogenetics and Pharmacogenomics. , 2013, , 1-27. 0

428 Impact of the Environment on the Skeleton: Is it Modulated by Genetic Factors?. Current Osteoporosis
Reports, 2013, 11, 219-228. 1.5 13

429 Current evidence for an inherited genetic basis of childhood acute lymphoblastic leukemia.
International Journal of Hematology, 2013, 97, 3-19. 0.7 20

430 DNA Evidence for Strong Genome-Wide Pleiotropy of Cognitive and Learning Abilities. Behavior
Genetics, 2013, 43, 267-273. 1.4 91

431 Intelligence indexes generalist genes for cognitive abilities. Intelligence, 2013, 41, 560-565. 1.6 25

432 St<scp>AMPP</scp>: an R package for calculation of genetic differentiation and structure of
mixedâ€•ploidy level populations. Molecular Ecology Resources, 2013, 13, 946-952. 2.2 541

433 Insights into drought adaptation of two European oak species revealed by nucleotide diversity of
candidate genes. Tree Genetics and Genomes, 2013, 9, 1179-1192. 0.6 24

434 Interpersonal and genetic origins of adult attachment styles: A longitudinal study from infancy to
early adulthood.. Journal of Personality and Social Psychology, 2013, 104, 817-838. 2.6 172

435 Rapid B ayesian inference of heritability in animal models without convergence problems. Methods in
Ecology and Evolution, 2013, 4, 1037-1046. 2.2 3

436 Nextâ€•generation <scp>QTL</scp> mapping: crowdsourcing <scp>SNP</scp>s, without pedigrees.
Molecular Ecology, 2013, 22, 3885-3887. 2.0 13

437
Unraveling the genetic architecture of environmental variance of somatic cell score using
high-density single nucleotide polymorphism and cow data from experimental farms. Journal of Dairy
Science, 2013, 96, 7306-7317.

1.4 19

438 Inference of the Genetic Architecture Underlying BMI and Height with the Use of 20,240 Sibling Pairs.
American Journal of Human Genetics, 2013, 93, 865-875. 2.6 104

439 Genetic architecture of quantitative traits and complex diseases. Current Opinion in Genetics and
Development, 2013, 23, 678-683. 1.5 30

440 Body Stature Growth Trajectories during Childhood and the Development of Myopia. Ophthalmology,
2013, 120, 1064-1073.e1. 2.5 42

441 Functional Analysis of Seven Genes Linked to Body Mass Index and Adiposity by Genome-Wide
Association Studies: A Review. Human Heredity, 2013, 75, 57-79. 0.4 57

442 Association Analyses Identify Three Susceptibility Loci for Vitiligo in the Chinese Han Population.
Journal of Investigative Dermatology, 2013, 133, 403-410. 0.3 73

443 Projecting the performance of risk prediction based on polygenic analyses of genome-wide association
studies. Nature Genetics, 2013, 45, 400-405. 9.4 350

444 Ecological genomics of local adaptation. Nature Reviews Genetics, 2013, 14, 807-820. 7.7 1,099



26

Citation Report

# Article IF Citations

445 Contribution of rare and common variants determine complex diseasesâ€”Hirschsprung disease as a
model. Developmental Biology, 2013, 382, 320-329. 0.9 119

446 Evaluating empirical bounds on complex disease genetic architecture. Nature Genetics, 2013, 45,
1418-1427. 9.4 147

447 Genomics of elite sporting performance: what little we know and necessary advances. British Journal
of Sports Medicine, 2013, 47, 550-555. 3.1 81

448 Author reply to A commentary on Pitfalls of predicting complex traits from SNPs. Nature Reviews
Genetics, 2013, 14, 894-894. 7.7 6

449
The emerging spectrum of allelic variation in schizophrenia: current evidence and strategies for the
identification and functional characterization of common and rare variants. Molecular Psychiatry,
2013, 18, 38-52.

4.1 75

450 Genomics of Elite Sporting Performance. Advances in Genetics, 2013, 84, 123-149. 0.8 47

451 On the Additive and Dominant Variance and Covariance of Individuals Within the Genomic Selection
Scope. Genetics, 2013, 195, 1223-1230. 1.2 253

452 Genetic Sensitivity to Peer Behaviors. Journal of Health and Social Behavior, 2013, 54, 92-108. 2.7 53

453 Where GWAS and Epidemiology Meet: Opportunities for the Simultaneous Study of Genetic and
Environmental Risk Factors in Schizophrenia. Schizophrenia Bulletin, 2013, 39, 955-959. 2.3 65

454 A commentary on Pitfalls of predicting complex traits from SNPs. Nature Reviews Genetics, 2013, 14,
894-894. 7.7 11

455 Using Phenotypic Heterogeneity to Increase the Power of Genomeâ€•Wide Association Studies:
Application to Age at Onset of Ischaemic Stroke Subphenotypes. Genetic Epidemiology, 2013, 37, 495-503. 0.6 10

456 Genetic relationship between five psychiatric disorders estimated from genome-wide SNPs. Nature
Genetics, 2013, 45, 984-994. 9.4 2,067

457 Genetic parameters for milk fatty acids in Danish Holstein cattle based on SNP markers using a
Bayesian approach. BMC Genetics, 2013, 14, 79. 2.7 47

458 Improved estimation of inbreeding and kinship in pigs using optimized SNP panels. BMC Genetics, 2013,
14, 92. 2.7 34

459 The estimation of genomic relationships using breedwise allele frequencies among animals in
multibreed populations. Journal of Dairy Science, 2013, 96, 5364-5375. 1.4 31

460 Evidence of Recessive Alzheimer Disease Loci in a Caribbean Hispanic Data Set. JAMA Neurology, 2013, 70,
1261-7. 4.5 37

461 Genomics in Cardiovascular Disease. Journal of the American College of Cardiology, 2013, 61,
2029-2037. 1.2 37

462 Genetic Mapping and Genomic Selection Using Recombination Breakpoint Data. Genetics, 2013, 195,
1103-1115. 1.2 59



27

Citation Report

# Article IF Citations

463 Estimation and Partition of Heritability in Human Populations Using Whole-Genome Analysis Methods.
Annual Review of Genetics, 2013, 47, 75-95. 3.2 145

464 Insights from Genome-Wide Association Studies of Drug Response. Annual Review of Pharmacology
and Toxicology, 2013, 53, 299-310. 4.2 31

465 Key questions in the genetics and genomics of eco-evolutionary dynamics. Heredity, 2013, 111, 456-466. 1.2 71

466 Genetic investigation into ethnic disparity in polycystic ovarian syndrome. Gynecological
Endocrinology, 2013, 29, 878-882. 0.7 5

467 Estimates of autozygosity derived from runs of homozygosity: empirical evidence from selected cattle
populations. Journal of Animal Breeding and Genetics, 2013, 130, 286-293. 0.8 196

468 Evolution of the Pygmy Phenotype: Evidence of Positive Selection from Genome-wide Scans in African,
Asian, and Melanesian Pygmies. Human Biology, 2013, 85, 251-284. 0.4 66

469
Refining genome-wide linkage intervals using a meta-analysis of genome-wide association studies
identifies loci influencing personality dimensions. European Journal of Human Genetics, 2013, 21,
876-882.

1.4 24

470 Cancer pharmacogenomics: strategies and challenges. Nature Reviews Genetics, 2013, 14, 23-34. 7.7 192

471 Estimation and partitioning of polygenic variation captured by common SNPs for Alzheimer's disease,
multiple sclerosis and endometriosis. Human Molecular Genetics, 2013, 22, 832-841. 1.4 186

472 A Lasso multi-marker mixed model for association mapping with population structure correction.
Bioinformatics, 2013, 29, 206-214. 1.8 99

473 Resequencing and Clinical Associations of the 9p21.3 Region. Circulation, 2013, 127, 799-810. 1.6 58

474 Detecting genes for variation in parasite burden and immunological traits in a wild population:
testing the candidate gene approach. Molecular Ecology, 2013, 22, 757-773. 2.0 39

475
SNPâ€•array reveals genomeâ€•wide patterns of geographical and potential adaptive divergence across the
natural range of <scp>A</scp>tlantic salmon (<i><scp>S</scp>almo salar</i>). Molecular Ecology,
2013, 22, 532-551.

2.0 212

476 The nature of confounding in genome-wide association studies. Nature Reviews Genetics, 2013, 14, 1-2. 7.7 169

477 Effect of inter- and intragenic epistasis on the heritability of oil content in rapeseed (Brassica napus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 182 Td (L.). Theoretical and Applied Genetics, 2013, 126, 435-441.1.8 36

478 Identity-by-descent-based heritability analysis in the Northern Finland Birth Cohort. Human Genetics,
2013, 132, 129-138. 1.8 34

479 5-HTTLPR X Stress in Adolescent Depression: Moderation by MAOA and Gender. Journal of Abnormal
Child Psychology, 2013, 41, 281-294. 3.5 39

480 No evidence that common genetic risk variation is shared between schizophrenia and autism. American
Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2013, 162, 55-60. 1.1 24



28

Citation Report

# Article IF Citations

481 Estimating the Contributions of Rare and Common Genetic Variations and Clinical Measures to a
Model Trait: Adiponectin. Genetic Epidemiology, 2013, 37, 13-24. 0.6 10

482 Trees Assembling Mannâ€•Whitney Approach for Detecting Genomeâ€•Wide Joint Association Among
Lowâ€•Marginalâ€•Effect Loci. Genetic Epidemiology, 2013, 37, 84-91. 0.6 10

483 Exploring the Genetic Architecture of Circulating 25â€•Hydroxyvitamin D. Genetic Epidemiology, 2013, 37,
92-98. 0.6 43

484
Comparison of heritabilities of dairy traits in Australian Holstein-Friesian cattle from genomic and
pedigree data and implications for genomic evaluations. Journal of Animal Breeding and Genetics, 2013,
130, 20-31.

0.8 38

485 No Genetic Influence for Childhood Behavior Problems From DNA Analysis. Journal of the American
Academy of Child and Adolescent Psychiatry, 2013, 52, 1048-1056.e3. 0.3 76

486 The Benefits of Using Genetic Information to Design Prevention Trials. American Journal of Human
Genetics, 2013, 92, 547-557. 2.6 16

487 The genetic overlap between schizophrenia and height. Schizophrenia Research, 2013, 151, 226-228. 1.1 12

488 Genome-wide Characterization of Shared and Distinct Genetic Components that Influence Blood Lipid
Levels in Ethnically Diverse Human Populations. American Journal of Human Genetics, 2013, 92, 904-916. 2.6 113

489 Diet and Upper Gastrointestinal Cancers: In Search of Dark Matter. Clinical Gastroenterology and
Hepatology, 2013, 11, 1137-1139. 2.4 2

490 Genomic evaluations using similarity between haplotypes. Journal of Animal Breeding and Genetics,
2013, 130, 259-269. 0.8 31

491 Genetic predisposition in anaesthesia and critical care, science fiction or reality?. Trends in
Anaesthesia and Critical Care, 2013, 3, 171-175. 0.4 0

492 Estimation of SNP Heritability from Dense Genotype Data. American Journal of Human Genetics, 2013,
93, 1151-1155. 2.6 103

493 Estimation of genetic parameters and detection of quantitative trait loci for metabolites in Danish
Holstein milk. Journal of Dairy Science, 2013, 96, 3285-3295. 1.4 49

494 Interpreting estimates of heritability â€“ A note on the twin decomposition. Economics and Human
Biology, 2013, 11, 201-205. 0.7 16

495 Disease-Association Analysis of an Inflammation-Related Feedback Loop. Cell Reports, 2013, 3, 946-959. 2.9 90

496 Kernel methods and haplotypes used in selection of sparse DNA markers for protein yield in dairy
cattle. Mathematical Biosciences, 2013, 243, 57-66. 0.9 1

497 NLRP3 polymorphisms are associated with late-onset Alzheimer's disease in Han Chinese. Journal of
Neuroimmunology, 2013, 265, 91-95. 1.1 74

498 Improving the Accuracy and Efficiency of Partitioning Heritability into the Contributions of Genomic
Regions. American Journal of Human Genetics, 2013, 92, 558-564. 2.6 24



29

Citation Report

# Article IF Citations

499 Paying Attention to All Results, Positive and Negative. Journal of the American Academy of Child and
Adolescent Psychiatry, 2013, 52, 462-465. 0.3 14

500 Improved Detection of Common Variants Associated with Schizophrenia by Leveraging Pleiotropy with
Cardiovascular-Disease Risk Factors. American Journal of Human Genetics, 2013, 92, 197-209. 2.6 422

501 Progress in the Genetics of Polygenic Brain Disorders: Significant New Challenges for Neurobiology.
Neuron, 2013, 80, 578-587. 3.8 74

502 Genomic Prediction in Animals and Plants: Simulation of Data, Validation, Reporting, and
Benchmarking. Genetics, 2013, 193, 347-365. 1.2 370

503 Aquaculture, Integrated Multi-trophic (IMTA). , 2013, , 184-205. 19

504 A mega-analysis of genome-wide association studies for major depressive disorder. Molecular
Psychiatry, 2013, 18, 497-511. 4.1 1,002

505 Genetic Control of Obesity and Gut Microbiota Composition in Response to High-Fat, High-Sucrose
Diet in Mice. Cell Metabolism, 2013, 17, 141-152. 7.2 464

506 Child Development and Molecular Genetics: 14â€ƒYears Later. Child Development, 2013, 84, 104-120. 1.7 104

507 The Effect of Linkage Disequilibrium and Family Relationships on the Reliability of Genomic Prediction.
Genetics, 2013, 193, 621-631. 1.2 161

508 A Novel Generalized Ridge Regression Method for Quantitative Genetics. Genetics, 2013, 193, 1255-1268. 1.2 68

509 Association genetics of oleoresin flow in loblolly pine: discovering genes and predicting phenotype
for improved resistance to bark beetles and bioenergy potential. New Phytologist, 2013, 199, 89-100. 3.5 58

510 Genetic Risk Prediction: Individualized Variability in Susceptibility to Toxicants. Annual Review of
Pharmacology and Toxicology, 2013, 53, 355-375. 4.2 23

511 Penalized regression and risk prediction in genomeâ€•wide association studies. Statistical Analysis and
Data Mining, 2013, 6, 315-328. 1.4 23

512 The heritability of human disease: estimation, uses and abuses. Nature Reviews Genetics, 2013, 14,
139-149. 7.7 231

513 Genetics and iron in the systems biology of Parkinsonâ€™s disease and some related disorders.
Neurochemistry International, 2013, 62, 637-652. 1.9 56

514
Rare, Low-Frequency, and Common Variants in the Protein-Coding Sequence of Biological Candidate
Genes from GWASs Contribute to Risk of Rheumatoid Arthritis. American Journal of Human Genetics,
2013, 92, 15-27.

2.6 83

515 Finding the sources of missing heritability in a yeast cross. Nature, 2013, 494, 234-237. 13.7 427

516 A Kernel of Truth. Advances in Genetics, 2013, 81, 1-31. 0.8 56



30

Citation Report

# Article IF Citations

518 Genome-wide association study identifies multiple risk loci for chronic lymphocytic leukemia. Nature
Genetics, 2013, 45, 868-876. 9.4 179

519 Pitfalls of predicting complex traits from SNPs. Nature Reviews Genetics, 2013, 14, 507-515. 7.7 617

520 Therapygenetics: Using genetic markers to predict response to psychological treatment for mood and
anxiety disorders. Biology of Mood & Anxiety Disorders, 2013, 3, 4. 4.7 74

521 Sequence Kernel Association Tests for the Combined Effect of Rare and Common Variants. American
Journal of Human Genetics, 2013, 92, 841-853. 2.6 393

522 Dense genotyping of immune-related disease regions identifies 14 new susceptibility loci for juvenile
idiopathic arthritis. Nature Genetics, 2013, 45, 664-669. 9.4 337

523 Negligible impact of rare autoimmune-locus coding-region variants on missing heritability. Nature,
2013, 498, 232-235. 13.7 184

524 Avatars of information: towards an inclusive evolutionary synthesis. Trends in Ecology and
Evolution, 2013, 28, 351-358. 4.2 82

525 Genetics of the connectome. NeuroImage, 2013, 80, 475-488. 2.1 149

526 Gate Control Theory of Pain. , 2013, , 832-834. 0

527 GWAS of 126,559 Individuals Identifies Genetic Variants Associated with Educational Attainment.
Science, 2013, 340, 1467-1471. 6.0 750

528
Polygenic transmission and complex neuro developmental network for attention deficit hyperactivity
disorder: Genomeâ€•wide association study of both common and rare variants. American Journal of
Medical Genetics Part B: Neuropsychiatric Genetics, 2013, 162, 419-430.

1.1 157

529 Identity by Descent: Variation in Meiosis, Across Genomes, and in Populations. Genetics, 2013, 194,
301-326. 1.2 279

530 Identification of Genetic Susceptibility Loci for Colorectal Tumors in a Genome-Wide Meta-analysis.
Gastroenterology, 2013, 144, 799-807.e24. 0.6 292

531 The Power of Meta-Analysis in Genome-Wide Association Studies. Annual Review of Genomics and
Human Genetics, 2013, 14, 441-465. 2.5 107

532 Accelerating Improvement of Livestock with Genomic Selection. Annual Review of Animal Biosciences,
2013, 1, 221-237. 3.6 258

533 Intracerebral Hemorrhage and Cerebral Amyloid Angiopathy. , 2013, , 67-80. 1

534 Using Extended Genealogy to Estimate Components of Heritability for 23 Quantitative and
Dichotomous Traits. PLoS Genetics, 2013, 9, e1003520. 1.5 345

535 Whole-genome sequenceâ€“based analysis of high-density lipoprotein cholesterol. Nature Genetics,
2013, 45, 899-901. 9.4 132



31

Citation Report

# Article IF Citations

536 SNP model development for the prediction of eye colour in New Zealand. Forensic Science
International: Genetics, 2013, 7, 444-452. 1.6 36

537 Genome-Wide Complex Trait Analysis (GCTA): Methods, Data Analyses, and Interpretations. Methods in
Molecular Biology, 2013, 1019, 215-236. 0.4 200

538 Genomic Best Linear Unbiased Prediction (gBLUP) for the Estimation of Genomic Breeding Values.
Methods in Molecular Biology, 2013, 1019, 321-330. 0.4 60

540 Genome-Wide Association Studies and Genomic Prediction. Methods in Molecular Biology, 2013, , . 0.4 53

541 Genome-wide association analyses in Han Chinese identify two new susceptibility loci for amyotrophic
lateral sclerosis. Nature Genetics, 2013, 45, 697-700. 9.4 67

542 Dissection of complex traits in forest trees â€” opportunities for marker-assisted selection. Tree
Genetics and Genomes, 2013, 9, 627-639. 0.6 39

543 Estimating heritability using genomic data. Methods in Ecology and Evolution, 2013, 4, 1151-1158. 2.2 54

544
Accuracy of prediction of genomic breeding values for residual feed intake and carcass and meat
quality traits in Bos taurus, Bos indicus, and composite beef cattle1. Journal of Animal Science, 2013,
91, 3088-3104.

0.2 138

545
Three Mutually Informative Ways to Understand the Genetic Relationships Among Behavioral
Disinhibition, Alcohol Use, Drug Use, Nicotine Use/Dependence, and Their Co-occurrence: Twin
Biometry, GCTA, and Genome-Wide Scoring. Behavior Genetics, 2013, 43, 97-107.

1.4 91

546 Genetics of impulsive behaviour. Philosophical Transactions of the Royal Society B: Biological
Sciences, 2013, 368, 20120380. 1.8 93

547 Exploring the genetic basis of chronic periodontitis: a genome-wide association study. Human
Molecular Genetics, 2013, 22, 2312-2324. 1.4 210

548 Strategies for Developing Prediction Models From Genomeâ€•Wide Association Studies. Genetic
Epidemiology, 2013, 37, 768-777. 0.6 24

549 A Genome-Wide Association Study of Behavioral Disinhibition. Behavior Genetics, 2013, 43, 363-373. 1.4 119

550 Herit-Ability. Science, 2013, 340, 1416-1417. 6.0 8

551 Empirical Bayes Correction for the Winner's Curse in Genetic Association Studies. Genetic
Epidemiology, 2013, 37, 60-68. 0.6 32

552 The Future of Nature versus Nurture in Understanding Chronic Obstructive Pulmonary Disease.
American Journal of Respiratory and Critical Care Medicine, 2013, 188, 891-892. 2.5 2

553 Heritability of Chronic Obstructive Pulmonary Disease and Related Phenotypes in Smokers. American
Journal of Respiratory and Critical Care Medicine, 2013, 188, 941-947. 2.5 121

554 Heritability Estimates Identify a Substantial Genetic Contribution to Risk and Outcome of
Intracerebral Hemorrhage. Stroke, 2013, 44, 1578-1583. 1.0 88



32

Citation Report

# Article IF Citations

555 PGMRA: a web server for (phenotype x genotype) many-to-many relation analysis in GWAS. Nucleic Acids
Research, 2013, 41, W142-W149. 6.5 28

556 GWAPP: A Web Application for Genome-Wide Association Mapping in Arabidopsis Â . Plant Cell, 2013, 24,
4793-4805. 3.1 162

557 Genetic Determinants of Trabecular and Cortical Volumetric Bone Mineral Densities and Bone
Microstructure. PLoS Genetics, 2013, 9, e1003247. 1.5 100

558 Ubiquitous Polygenicity of Human Complex Traits: Genome-Wide Analysis of 49 Traits in Koreans. PLoS
Genetics, 2013, 9, e1003355. 1.5 56

559 All SNPs Are Not Created Equal: Genome-Wide Association Studies Reveal a Consistent Pattern of
Enrichment among Functionally Annotated SNPs. PLoS Genetics, 2013, 9, e1003449. 1.5 268

560 Mining the Human Phenome Using Allelic Scores That Index Biological Intermediates. PLoS Genetics,
2013, 9, e1003919. 1.5 84

561 Quantifying Missing Heritability at Known GWAS Loci. PLoS Genetics, 2013, 9, e1003993. 1.5 115

562 The Genetic Correlation between Height and IQ: Shared Genes or Assortative Mating?. PLoS Genetics,
2013, 9, e1003451. 1.5 61

563 Combining Genome-Wide Methods to Investigate the Genetic Complexity of Courtship Song Variation
in Drosophila melanogaster. Molecular Biology and Evolution, 2013, 30, 2113-2120. 3.5 39

564 PUMA: A Unified Framework for Penalized Multiple Regression Analysis of GWAS Data. PLoS
Computational Biology, 2013, 9, e1003101. 1.5 38

565 Complex Inheritance of Melanoma and Pigmentation of Coat and Skin in Grey Horses. PLoS Genetics,
2013, 9, e1003248. 1.5 55

566 Power and Predictive Accuracy of Polygenic Risk Scores. PLoS Genetics, 2013, 9, e1003348. 1.5 1,238

567 Congruence of Additive and Non-Additive Effects on Gene Expression Estimated from Pedigree and SNP
Data. PLoS Genetics, 2013, 9, e1003502. 1.5 79

568 High Trans-ethnic Replicability of GWAS Results Implies Common Causal Variants. PLoS Genetics, 2013,
9, e1003566. 1.5 207

569 Prediction of Complex Human Traits Using the Genomic Best Linear Unbiased Predictor. PLoS Genetics,
2013, 9, e1003608. 1.5 318

570 Genetic Screening for the Risk of Type 2 Diabetes. Diabetes Care, 2013, 36, S120-S126. 4.3 134

571 Twin, association and current â€œomicsâ€• studies. Journal of Maternal-Fetal and Neonatal Medicine, 2013,
26, 9-12. 0.7 6

572 Polygenic Modeling with Bayesian Sparse Linear Mixed Models. PLoS Genetics, 2013, 9, e1003264. 1.5 686



33

Citation Report

# Article IF Citations

573 Genome-Wide Association Study and Pathway-Level Analysis of Tocochromanol Levels in Maize Grain.
G3: Genes, Genomes, Genetics, 2013, 3, 1287-1299. 0.8 152

574 An Evolutionary Perspective on Epistasis and the Missing Heritability. PLoS Genetics, 2013, 9, e1003295. 1.5 107

575 Estimating heritability in pharmacogenetic studies. Pharmacogenomics, 2013, 14, 369-377. 0.6 8

576 In Defense of Genopolitics. American Political Science Review, 2013, 107, 362-374. 2.6 63

577 Coordinated Genetic Scaling of the Human Eye: Shared Determination of Axial Eye Length and Corneal
Curvature. , 2013, 54, 1715. 27

578 Use of allele scores as instrumental variables for Mendelian randomization. International Journal of
Epidemiology, 2013, 42, 1134-1144. 0.9 351

579 Family History of Diabetes and Pancreatic Cancer as Risk Factors for Pancreatic Cancer: The PACIFIC
Study. Cancer Epidemiology Biomarkers and Prevention, 2013, 22, 1913-1917. 1.1 16

580 Molecular genetics and subjective well-being. Proceedings of the National Academy of Sciences of the
United States of America, 2013, 110, 9692-9697. 3.3 82

581 Personalised medicine and genetic prediction â€“ are we there yet?. Clinical Medicine, 2013, 13, s62-s64. 0.8 1

583 Genetic Risk in Childhood Obesity: Implications for Clinical Practiceâ€”Reply. JAMA Pediatrics, 2013, 167,
196. 3.3 0

584 Height Assessments in Children With Neurofibromatosis Type 1. Journal of Child Neurology, 2013, 28,
303-307. 0.7 29

585 Genetic Risk in Childhood Obesity: Implications for Clinical Practice. JAMA Pediatrics, 2013, 167, 196. 3.3 0

586 Common DNA Markers Can Account for More Than Half of the Genetic Influence on Cognitive
Abilities. Psychological Science, 2013, 24, 562-568. 1.8 135

587 Genome-wide association study identifies ephrin type A receptors implicated in paclitaxel induced
peripheral sensory neuropathy. Journal of Medical Genetics, 2013, 50, 599-605. 1.5 67

588 Coalescence and genetic diversity in sexual populations under selection. Proceedings of the National
Academy of Sciences of the United States of America, 2013, 110, 15836-15841. 3.3 60

589 Behavior genetics: Past, present, future. Development and Psychopathology, 2013, 25, 1225-1242. 1.4 12

590 Patterns of methylation heritability in a genome-wide analysis of four brain regions. Nucleic Acids
Research, 2013, 41, 2095-2104. 6.5 44

591 The future of genomics for developmentalists. Development and Psychopathology, 2013, 25, 1263-1278. 1.4 41



34

Citation Report

# Article IF Citations

592 JAWAMix5: an out-of-core HDF5-based java implementation of whole-genome association studies using
mixed models. Bioinformatics, 2013, 29, 1220-1222. 1.8 15

593 Genomic regions affecting backfat thickness and cannon bone circumference identified by
genome-wide association study in a Duroc pig population. Animal Genetics, 2013, 44, 454-457. 0.6 24

594 A variant in the <i>LRRFIP1</i> gene is associated with adiposity and inflammation. Obesity, 2013, 21,
185-192. 1.5 29

595 The evolution of genetic architectures underlying quantitative traits. Proceedings of the Royal
Society B: Biological Sciences, 2013, 280, 20131552. 1.2 19

596
FROM BEAVIS TO BEAK COLOR: A SIMULATION STUDY TO EXAMINE HOW MUCH QTL MAPPING CAN REVEAL
ABOUT THE GENETIC ARCHITECTURE OF QUANTITATIVE TRAITS. Evolution; International Journal of
Organic Evolution, 2013, 67, n/a-n/a.

1.1 87

597 Ridge Regression in Prediction Problems: Automatic Choice of the Ridge Parameter. Genetic
Epidemiology, 2013, 37, 704-714. 0.6 84

598 Genetic Admixture and Obesity: Recent Perspectives and Future Applications. Human Heredity, 2013, 75,
98-105. 0.4 16

599 Genome-wide Association Studies. , 2013, , 93-100. 1

600 Common biological networks underlie genetic risk for alcoholism in Africanâ€• and Europeanâ€•American
populations. Genes, Brain and Behavior, 2013, 12, 532-542. 1.1 21

601
Secondary Analysis of Publicly Available Data Reveals Superoxide and Oxygen Radical Pathways are
Enriched for Associations Between Type 2 Diabetes and Lowâ€•Frequency Variants. Annals of Human
Genetics, 2013, 77, 472-481.

0.3 3

602 A Polymorphism Affecting<scp>MYB</scp>Binding within the Promoter of the<i>PDCD4</i>Gene is
Associated with Severe Asthma in Children. Human Mutation, 2013, 34, 1131-1139. 1.1 24

603 Genetics of brain structure: Contributions from the vietnam era twin study of aging. American
Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2013, 162, 751-761. 1.1 43

604 The Impact of Improved Microarray Coverage and Larger Sample Sizes on Future Genomeâ€•Wide
Association Studies. Genetic Epidemiology, 2013, 37, 383-392. 0.6 23

605 The benefits of selecting phenotype-specific variants for applications of mixed models in genomics.
Scientific Reports, 2013, 3, 1815. 1.6 43

606 Predicting the influence of common variants. Nature Genetics, 2013, 45, 339-339. 9.4 2

607 Finding the missing heritability in pediatric obesity: the contribution of genome-wide complex trait
analysis. International Journal of Obesity, 2013, 37, 1506-1509. 1.6 88

608 Efficient computation with a linear mixed model on large-scale data sets with applications to genetic
studies. Annals of Applied Statistics, 2013, 7, . 0.5 98

609 Refining genetically inferred relationships using treelet covariance smoothing. Annals of Applied
Statistics, 2013, 7, 669-690. 0.5 9



35

Citation Report

# Article IF Citations

610 Evolution of the Pygmy Phenotype: Evidence of Positive Selection from Genome-wide Scans in African,
Asian, and Melanesian Pygmies. Human Biology, 2013, 85, 251. 0.4 12

611
An Analytical Comparison of the Principal Component Method and the Mixed Effects Model for
Association Studies in the Presence of Cryptic Relatedness and Population Stratification. Human
Heredity, 2013, 76, 1-9.

0.4 20

612 Evaluation of GWAS-identified genetic variants for age at menarche among Chinese women. Human
Reproduction, 2013, 28, 1135-1143. 0.4 22

613 On estimation of genetic variance within families using genome-wide identity-by-descent sharing.
Genetics Selection Evolution, 2013, 45, 32. 1.2 18

614 Genetic risk prediction in a small cohort of healthy adults in Atlanta. Genetical Research, 2013, 95,
30-37. 0.3 3

615 Why It Is Hard to Find Genes Associated With Social Science Traits: Theoretical and Empirical
Considerations. American Journal of Public Health, 2013, 103, S152-S166. 1.5 52

616 Geneâ€“Environment Correlation: Difficulties and a Natural Experimentâ€“Based Strategy. American
Journal of Public Health, 2013, 103, S167-S173. 1.5 25

617 Polygenic heritability estimates in pharmacogenetics. Pharmacogenetics and Genomics, 2013, 23,
324-328. 0.7 45

618
A discovery study of daunorubicin induced cardiotoxicity in a sample of acute myeloid leukemia
patients prioritizes P450 oxidoreductase polymorphisms as a potential risk factor. Frontiers in
Genetics, 2013, 4, 231.

1.1 57

619 The Role and Challenges of Exome Sequencing in Studies of Human Diseases. Frontiers in Genetics,
2013, 4, 160. 1.1 79

621 A method for generating realistic correlation matrices. Annals of Applied Statistics, 2013, 7, . 0.5 41

623 Behavior Genetic Research Methods. , 2014, , 159-187. 84

624 Whole-Genome Multi-SNP-Phenotype Association Analysis. , 0, , 224-243. 2

625 Common genetic variation contributes significantly to the risk of developing chronic lymphocytic
leukemia. Haematologica, 2013, 98, e23-e24. 1.7 10

626 Mixed Modeling of Meta-Analysis P-Values (MixMAP) Suggests Multiple Novel Gene Loci for Low
Density Lipoprotein Cholesterol. PLoS ONE, 2013, 8, e54812. 1.1 7

627 First Genome-Wide Association Study on Anxiety-Related Behaviours in Childhood. PLoS ONE, 2013, 8,
e58676. 1.1 61

628 Genetic Variations in the Serotoninergic System Contribute to Body-Mass Index in Chinese
Adolescents. PLoS ONE, 2013, 8, e58717. 1.1 9

629 The Molecular Genetic Architecture of Self-Employment. PLoS ONE, 2013, 8, e60542. 1.1 41



36

Citation Report

# Article IF Citations

630 Model Selection Approach Suggests Causal Association between 25-Hydroxyvitamin D and Colorectal
Cancer. PLoS ONE, 2013, 8, e63475. 1.1 10

631 Genetics of Callous-Unemotional Behavior in Children. PLoS ONE, 2013, 8, e65789. 1.1 45

632 Assumptions and Properties of Limiting Pathway Models for Analysis of Epistasis in Complex Traits.
PLoS ONE, 2013, 8, e68913. 1.1 11

633
Adaptation of Maize to Temperate Climates: Mid-Density Genome-Wide Association Genetics and
Diversity Patterns Reveal Key Genomic Regions, with a Major Contribution of the Vgt2 (ZCN8) Locus.
PLoS ONE, 2013, 8, e71377.

1.1 83

634 Mapping the Genetic Variation of Regional Brain Volumes as Explained by All Common SNPs from the
ADNI Study. PLoS ONE, 2013, 8, e71723. 1.1 23

635 Alzheimerâ€™s Disease: Analyzing the Missing Heritability. PLoS ONE, 2013, 8, e79771. 1.1 257

636
Candidate Genes and Genetic Architecture of Symbiotic and Agronomic Traits Revealed by
Whole-Genome, Sequence-Based Association Genetics in Medicago truncatula. PLoS ONE, 2013, 8,
e65688.

1.1 156

637 The power of regional heritability analysis for rare and common variant detection: simulations and
application to eye biometrical traits. Frontiers in Genetics, 2013, 4, 232. 1.1 36

638 Multivariate Linear Models for GWAS. , 2013, , 188-207. 10

639 Estimating Statistical Measures of Pleiotropic and Epistatic Effects in the Genomic Era. International
Journal of Statistics and Probability, 2014, 3, . 0.1 1

640 Genomic Relationship Matrix for Correcting Pedigree Errors in Breeding Populations: Impact on
Genetic Parameters and Genomic Selection Accuracy. Crop Science, 2014, 54, 1115-1123. 0.8 77

641 Genome-Wide Association Analysis of Radiation Resistance in Drosophila melanogaster. PLoS ONE,
2014, 9, e104858. 1.1 31

642 Whole-Genome Pathway Analysis on 132,497 Individuals Identifies Novel Gene-Sets Associated with
Body Mass Index. PLoS ONE, 2014, 9, e78546. 1.1 4

643 Blocking Approach for Identification of Rare Variants in Family-Based Association Studies. PLoS ONE,
2014, 9, e86126. 1.1 6

644 Protection Genes in Nucleus Accumbens Shell Affect Vulnerability to Nicotine Self-Administration
across Isogenic Strains of Adolescent Rat. PLoS ONE, 2014, 9, e86214. 1.1 10

645 Improving the Accuracy of Whole Genome Prediction for Complex Traits Using the Results of Genome
Wide Association Studies. PLoS ONE, 2014, 9, e93017. 1.1 177

646 A Multiple-SNP Approach for Genome-Wide Association Study of Milk Production Traits in Chinese
Holstein Cattle. PLoS ONE, 2014, 9, e99544. 1.1 19

647 Marker-Based Estimation of Genetic Parameters in Genomics. PLoS ONE, 2014, 9, e102715. 1.1 6



37

Citation Report

# Article IF Citations

648 Analyzing Genome-Wide Association Studies with an FDR Controlling Modification of the Bayesian
Information Criterion. PLoS ONE, 2014, 9, e103322. 1.1 18

649 Genome-Wide Association Studies and Heritability Estimates of Body Mass Index Related Phenotypes in
Bangladeshi Adults. PLoS ONE, 2014, 9, e105062. 1.1 19

650 A SUPER Powerful Method for Genome Wide Association Study. PLoS ONE, 2014, 9, e107684. 1.1 289

651 Protein Interaction Networks Reveal Novel Autism Risk Genes within GWAS Statistical Noise. PLoS
ONE, 2014, 9, e112399. 1.1 14

652 Association between Expression Quantitative Trait Loci and Metabolic Traits in Two Korean
Populations. PLoS ONE, 2014, 9, e114128. 1.1 4

653 Quantitative Genetics Model as the Unifying Model for Defining Genomic Relationship and Inbreeding
Coefficient. PLoS ONE, 2014, 9, e114484. 1.1 21

656 Hope for GWAS: Relevant Risk Genes Uncovered from GWAS Statistical Noise. International Journal of
Molecular Sciences, 2014, 15, 17601-17621. 1.8 2

657 Exploring the potential benefits of stratified false discovery rates for region-based testing of
association with rare genetic variation. Frontiers in Genetics, 2014, 5, 11. 1.1 6

658 Estimating heritability of complex traits from genome-wide association studies using IBS-based
HasemanÃ¢â‚¬â€œElston regression. Frontiers in Genetics, 2014, 5, 107. 1.1 68

659 Machine learning patterns for neuroimaging-genetic studies in the cloud. Frontiers in
Neuroinformatics, 2014, 8, 31. 1.3 11

660 Estimation of genomic breeding values for residual feed intake in a multibreed cattle population1.
Journal of Animal Science, 2014, 92, 3270-3283. 0.2 38

661 Lakes and ponds as model systems to study parallel evolution. Journal of Limnology, 2014, 73, . 0.3 5

662 Genetic Insights into Sporadic Parkinson's Disease Pathogenesis. Current Genomics, 2014, 14, 486-501. 0.7 68

663 Jumping on the Train of Personalized Medicine: A Primer for Non- Geneticist Clinicians: Part 3. Clinical
Applications in the Personalized Medicine Area. Current Psychiatry Reviews, 2014, 10, 118-132. 0.9 13

664 Is Economics in Genes?. Indian Economic Journal, 2014, 61, 593-625. 0.3 1

666 The Effects of Demography and Long-Term Selection on the Accuracy of Genomic Prediction with
Sequence Data. Genetics, 2014, 198, 1671-1684. 1.2 74

667 Estimation and partitioning of (co)heritability of inflammatory bowel disease from GWAS and
immunochip data. Human Molecular Genetics, 2014, 23, 4710-4720. 1.4 110

668 Warped linear mixed models for the genetic analysis of transformed phenotypes. Nature
Communications, 2014, 5, 4890. 5.8 47



38

Citation Report

# Article IF Citations

669 Measuring missing heritability: Inferring the contribution of common variants. Proceedings of the
National Academy of Sciences of the United States of America, 2014, 111, E5272-81. 3.3 279

670 Genetic Basis of Complex Genetic Disease: The Contribution of Disease Heterogeneity to Missing
Heritability. Current Epidemiology Reports, 2014, 1, 220-227. 1.1 55

671 Next-Generation Sequencing Studies: Optimal Design and Analysis, Missing Heritability and Rare
Variants. Current Epidemiology Reports, 2014, 1, 213-219. 1.1 3

672 Most common â€˜sporadicâ€™ cancers have a significant germline genetic component. Human Molecular
Genetics, 2014, 23, 6112-6118. 1.4 85

673 Identification of genomic regions associated with inbreeding depression in Holstein and Jersey dairy
cattle. Genetics Selection Evolution, 2014, 46, 71. 1.2 182

674 Selection in action: dissecting the molecular underpinnings of the increasing muscle mass of Belgian
Blue Cattle. BMC Genomics, 2014, 15, 796. 1.2 47

675 Combining genetic and nongenetic biomarkers to realize the promise of pharmacogenomics for
inflammatory diseases. Pharmacogenomics, 2014, 15, 1931-1940. 0.6 7

676 The influence of polygenic risk scores on heritability of anti-CCP level in RA. Genes and Immunity, 2014,
15, 107-114. 2.2 12

677 DNA evidence for strong genetic stability and increasing heritability of intelligence from age 7 to 12.
Molecular Psychiatry, 2014, 19, 380-384. 4.1 91

678 Testing the key assumption of heritability estimates based on genome-wide genetic relatedness. Journal
of Human Genetics, 2014, 59, 342-345. 1.1 28

679 Genome-wide analyses of borderline personality features. Molecular Psychiatry, 2014, 19, 923-929. 4.1 55

680 Quantifying the uncertainty in heritability. Journal of Human Genetics, 2014, 59, 269-275. 1.1 21

681 Polygenic inheritance of paclitaxel-induced sensory peripheral neuropathy driven by axon outgrowth
gene sets in CALGB 40101 (Alliance). Pharmacogenomics Journal, 2014, 14, 336-342. 0.9 33

682 The Architecture of Risk for Type 2 Diabetes: Understanding Asia in the Context of Global Findings.
International Journal of Endocrinology, 2014, 2014, 1-21. 0.6 36

683 Regularized Machine Learning in the Genetic Prediction of Complex Traits. PLoS Genetics, 2014, 10,
e1004754. 1.5 122

684 Statistical Power to Detect Genetic (Co)Variance of Complex Traits Using SNP Data in Unrelated
Samples. PLoS Genetics, 2014, 10, e1004269. 1.5 303

685 Let's Face Itâ€”Complex Traits Are Just Not That Simple. PLoS Genetics, 2014, 10, e1004724. 1.5 68

686 Combining Genomic and Genealogical Information in a Reproducing Kernel Hilbert Spaces Regression
Model for Genome-Enabled Predictions in Dairy Cattle. PLoS ONE, 2014, 9, e93424. 1.1 22



39

Citation Report

# Article IF Citations

687 Allele-Specific Network Reveals Combinatorial Interaction That Transcends Small Effects in Psoriasis
GWAS. PLoS Computational Biology, 2014, 10, e1003766. 1.5 25

688 The Val/Met polymorphism of the brain-derived neurotrophic factor (BDNF) gene predicts decline in
perceptual speed in older adults.. Psychology and Aging, 2014, 29, 384-392. 1.4 27

689 A Population Genetic Signal of Polygenic Adaptation. PLoS Genetics, 2014, 10, e1004412. 1.5 447

690 Genetic Dissection of the Drosophila melanogaster Female Head Transcriptome Reveals Widespread
Allelic Heterogeneity. PLoS Genetics, 2014, 10, e1004322. 1.5 63

691 Admixture in Latin America: Geographic Structure, Phenotypic Diversity and Self-Perception of
Ancestry Based on 7,342 Individuals. PLoS Genetics, 2014, 10, e1004572. 1.5 350

692 GPA: A Statistical Approach to Prioritizing GWAS Results by Integrating Pleiotropy and Annotation.
PLoS Genetics, 2014, 10, e1004787. 1.5 189

693 Assessing Causality in the Association between Child Adiposity and Physical Activity Levels: A
Mendelian Randomization Analysis. PLoS Medicine, 2014, 11, e1001618. 3.9 147

694 Genetic influences on adolescent sexual behavior: Why genes matter for environmentally oriented
researchers.. Psychological Bulletin, 2014, 140, 434-465. 5.5 67

695 Fundamentals of Complex Trait Genetics and Association Studies. , 2014, , 235-257. 7

696 Environmental and Genetic Contributors to Salivary Testosterone Levels in Infants. Frontiers in
Endocrinology, 2014, 5, 187. 1.5 15

697 Kernel-based whole-genome prediction of complex traits: a review. Frontiers in Genetics, 2014, 5, 363. 1.1 127

698 Mixed Model Methods for Genomic Prediction and Variance Component Estimation of Additive and
Dominance Effects Using SNP Markers. PLoS ONE, 2014, 9, e87666. 1.1 92

699 Genetic-based prediction of disease traits: prediction is very difficult, especially about the futureÃ¢â‚¬Â .
Frontiers in Genetics, 2014, 5, 162. 1.1 53

700 A Polygenic Risk Score Associated with Measures of Depressive Symptoms Among Older Adults.
Biodemography and Social Biology, 2014, 60, 199-211. 0.4 51

701 Body mass index is associated with the maternal lines but height is heritable across family lines in the
Lifeways Cross-Generation Cohort Study. BMJ Open, 2014, 4, e005732. 0.8 15

702 Enhancing the Power to Detect Low-Frequency Variants in Genome-Wide Screens. Genetics, 2014, 196,
1293-1302. 1.2 3

703 The Nature and Extent of Mutational Pleiotropy in Gene Expression of Male <i>Drosophila serrata</i>.
Genetics, 2014, 196, 911-921. 1.2 46

704 Detecting Local Haplotype Sharing and Haplotype Association. Genetics, 2014, 197, 823-838. 1.2 51



40

Citation Report

# Article IF Citations

705 Estimation of Epistatic Variance Components and Heritability in Founder Populations and Crosses.
Genetics, 2014, 198, 1405-1416. 1.2 27

706 Meta-analysis of genome-wide association studies identifies novel loci that influence cupping and the
glaucomatous process. Nature Communications, 2014, 5, 4883. 5.8 89

707
Common Mechanisms Underlying Refractive Error Identified in Functional Analysis of Gene Lists From
Genome-Wide Association Study Results in 2 European British Cohorts. JAMA Ophthalmology, 2014, 132,
50.

1.4 23

708 Genome-wide eQTLs and heritability for gene expression traits in unrelated individuals. BMC Genomics,
2014, 15, 13. 1.2 43

709 MultiBLUP: improved SNP-based prediction for complex traits. Genome Research, 2014, 24, 1550-1557. 2.4 258

710 Identifying heritable composite traits from multivariate phenotypes and genome-wide SNPs. , 2014, , . 0

711 The Evolutionary Genomics of Cichlid Fishes: Explosive Speciation and Adaptation in the Postgenomic
Era. Annual Review of Genomics and Human Genetics, 2014, 15, 417-441. 2.5 74

712 Fine-Mapping Nicotine Resistance Loci in<i>Drosophila</i>Using a Multiparent Advanced Generation
Inter-Cross Population. Genetics, 2014, 198, 45-57. 1.2 46

713
GENETIC REGULATORY NETWORK MOTIFS CONSTRAIN ADAPTATION THROUGH CURVATURE IN THE
LANDSCAPE OF MUTATIONAL (CO)VARIANCE. Evolution; International Journal of Organic Evolution,
2014, 68, 950-964.

1.1 14

714 <i>ABCC5</i> Transporter is a Novel Type 2 Diabetes Susceptibility Gene in European and African
American Populations. Annals of Human Genetics, 2014, 78, 333-344. 0.3 11

715 Epigenetic heredity of human height. Physiological Reports, 2014, 2, e12047. 0.7 26

716 Beyond the Single SNP: Emerging Developments in Mendelian Randomization in the â€œOmicsâ€• Era.
Current Epidemiology Reports, 2014, 1, 228-236. 1.1 18

717 Methodology for the analysis of rare genetic variation in genome-wide association and re-sequencing
studies of complex human traits. Briefings in Functional Genomics, 2014, 13, 362-370. 1.3 18

718 Assessing the utility of intermediate phenotypes for genetic mapping of psychiatric disease. Trends in
Neurosciences, 2014, 37, 733-741. 4.2 80

719 Estimation of variance components for carcass traits in <scp>J</scp>apanese <scp>B</scp>lack cattle
using 50<scp>K SNP</scp> genotype data. Animal Science Journal, 2014, 85, 1-7. 0.6 9

720 Challenges and prospects in genomeâ€•wide quantitative trait loci mapping of standing genetic variation
in natural populations. Annals of the New York Academy of Sciences, 2014, 1320, 35-57. 1.8 51

721 Polygenic Type 2 Diabetes Prediction at the Limit of Common Variant Detection. Diabetes, 2014, 63,
2172-2182. 0.3 127

722 Genetic Prediction of Quantitative Lipid Traits: Comparing Shrinkage Models to Gene Scores. Genetic
Epidemiology, 2014, 38, 72-83. 0.6 19



41

Citation Report

# Article IF Citations

723 Likelihood Ratio Tests in Rare Variant Detection for Continuous Phenotypes. Annals of Human
Genetics, 2014, 78, 320-332. 0.3 24

724
Editorial: Illuminating the dark matter of developmental neuropsychiatric genetics â€“ strategic focus
for future research in child psychology and psychiatry. Journal of Child Psychology and Psychiatry
and Allied Disciplines, 2014, 55, 201-203.

3.1 7

725 Poly-Omic Prediction of Complex Traits: OmicKriging. Genetic Epidemiology, 2014, 38, 402-415. 0.6 41

726 Genome-Wide Association Studies of Obesity. , 2014, , 33-53. 2

727 Whole-Genome Analyses of Lung Function, Height and Smoking. Annals of Human Genetics, 2014, 78,
452-467. 0.3 2

728 Trans-ethnic genome-wide association studies: advantages and challenges of mapping in diverse
populations. Genome Medicine, 2014, 6, 91. 3.6 167

729 Unraveling Additive from Nonadditive Effects Using Genomic Relationship Matrices. Genetics, 2014,
198, 1759-1768. 1.2 156

730 From modeling to measurement: Developmental trends in genetic influence on adiposity in childhood.
Obesity, 2014, 22, 1756-1761. 1.5 32

731 Word Reading Fluency: Role of Genomeâ€•Wide Singleâ€•Nucleotide Polymorphisms in Developmental
Stability and Correlations With Print Exposure. Child Development, 2014, 85, 1190-1205. 1.7 20

732 Genetic architecture of cognitive traits. Scandinavian Journal of Psychology, 2014, 55, 255-262. 0.8 16

733 The Phosphodiesterase 8B Gene rs4704397 is Associated with Thyroid Function, Risk of Myocardial
Infarction, and Body Height: The TromsÃ¸ Study. Thyroid, 2014, 24, 215-222. 2.4 11

734 Searching for missing heritability: Designing rare variant association studies. Proceedings of the
National Academy of Sciences of the United States of America, 2014, 111, E455-64. 3.3 570

735 Estimating quantitative genetic parameters in wild populations: a comparison of pedigree and genomic
approaches. Molecular Ecology, 2014, 23, 3434-3451. 2.0 199

736 Breeding for Apple (Malusâ€‰Ã—â€‰domestica Borkh.) Fruit Quality Traits in the Genomics Era. , 2014, , 387-416. 10

737 The use of epigenetic phenomena for the improvement of sheep and cattle. Frontiers in Genetics, 2014,
5, 247. 1.1 51

738 <i>CAROTENOID CLEAVAGE DIOXYGENASE4</i>Is a Negative Regulator of Î²-Carotene Content
in<i>Arabidopsis</i>Seeds. Plant Cell, 2014, 25, 4812-4826. 3.1 180

739 Genetics of Drug Response in Diabetes. Frontiers in Diabetes, 2014, , 158-172. 0.4 1

740 Genotype-Environment Correlation in the Era of DNA. Behavior Genetics, 2014, 44, 629-638. 1.4 56



42

Citation Report

# Article IF Citations

741
Genetic variants in mammary development, prolactin signalling and involution pathways explain
considerable variation in bovine milk production and milk composition. Genetics Selection Evolution,
2014, 46, 29.

1.2 38

742 Estimates of missing heritability for complex traits in Brown Swiss cattle. Genetics Selection
Evolution, 2014, 46, 36. 1.2 10

743 Accuracy of imputation to whole-genome sequence data in Holstein Friesian cattle. Genetics Selection
Evolution, 2014, 46, 41. 1.2 128

744 On the distance of genetic relationships and the accuracy of genomic prediction in pig breeding.
Genetics Selection Evolution, 2014, 46, 49. 1.2 57

745 Genome-wide association and biological pathway analysis for milk-fat composition in Danish Holstein
and Danish Jersey cattle. BMC Genomics, 2014, 15, 1112. 1.2 112

746 Genome-wide interaction of genotype by erythrocyte n-3 fatty acids contributes to phenotypic
variance of diabetes-related traits. BMC Genomics, 2014, 15, 781. 1.2 6

747 A comparison of principal component regression and genomic REML for genomic prediction across
populations. Genetics Selection Evolution, 2014, 46, 60. 1.2 9

748 Genomic prediction based on runs of homozygosity. Genetics Selection Evolution, 2014, 46, 64. 1.2 24

749 Enrichment of statistical power for genome-wide association studies. BMC Biology, 2014, 12, 73. 1.7 160

750 Twin studies advance the understanding of geneâ€“environment interplay in human nutrigenomics.
Nutrition Research Reviews, 2014, 27, 242-251. 2.1 14

751 Common variation near ROBO2 is associated with expressive vocabulary in infancy. Nature
Communications, 2014, 5, 4831. 5.8 82

752 Genome-Wide Analysis of the Heritability of Amyotrophic Lateral Sclerosis. JAMA Neurology, 2014, 71,
1123. 4.5 69

753 Arguing about innateness. Journal of Child Language, 2014, 41, 78-92. 0.8 30

754 Post-GWAS Analyses. Statistics in the Health Sciences, 2014, , 285-327. 0.2 0

755 Genomic architecture of pharmacological efficacy and adverse events. Pharmacogenomics, 2014, 15,
2025-2048. 0.6 21

756 Exploiting Population Samples to Enhance Genome-Wide Association Studies of Disease. Genetics, 2014,
197, 337-349. 1.2 1

757 The Genetic Architecture Of Maize Height. Genetics, 2014, 196, 1337-1356. 1.2 329

758 CMPK1 and RBP3 are associated with corneal curvature in Asian populations. Human Molecular
Genetics, 2014, 23, 6129-6136. 1.4 22



43

Citation Report

# Article IF Citations

759 Recent Advances and Future Challenges in the Genetics of Multiple Sclerosis. Frontiers in Neurology,
2014, 5, 130. 1.1 46

760 Genetic Influences on Brain Gene Expression in Rats Selected for Tameness and Aggression. Genetics,
2014, 198, 1277-1290. 1.2 78

761 Polymorphisms in Inflammatory and Immune Response Genes Associated with Cerebral Cavernous
Malformation Type 1 Severity. Cerebrovascular Diseases, 2014, 38, 433-440. 0.8 57

762 Childhood intelligence is heritable, highly polygenic and associated with FNBP1L. Molecular
Psychiatry, 2014, 19, 253-258. 4.1 241

763 Molecular genetic overlap in bipolar disorder, schizophrenia, and major depressive disorder. World
Journal of Biological Psychiatry, 2014, 15, 200-208. 1.3 120

764 Heritability of variation in glycaemic response to metformin: a genome-wide complex trait analysis.
Lancet Diabetes and Endocrinology,the, 2014, 2, 481-487. 5.5 101

765 The genetics of investment biases. Journal of Financial Economics, 2014, 113, 215-234. 4.6 110

766 Genomics to systems biology in animal and veterinary sciences: Progress, lessons and opportunities.
Livestock Science, 2014, 166, 232-248. 0.6 69

767 Fraction of exhaled nitric oxide values in childhood are associated with 17q11.2-q12 and 17q12-q21
variants. Journal of Allergy and Clinical Immunology, 2014, 134, 46-55. 1.5 33

768 Genomics and personalised whole-of-life healthcare. Trends in Molecular Medicine, 2014, 20, 479-486. 3.5 18

769 Toward genomic prediction from whole-genome sequence data: impact of sequencing design on
genotype imputation and accuracy of predictions. Heredity, 2014, 112, 39-47. 1.2 170

770 Normative Cognitive Aging. , 2014, , 135-167. 1

771 Network-assisted analysis to prioritize GWAS results: principles, methods and perspectives. Human
Genetics, 2014, 133, 125-138. 1.8 86

772 Improving genetic risk prediction by leveraging pleiotropy. Human Genetics, 2014, 133, 639-650. 1.8 71

773 Exploring the genetic architecture of alcohol dependence in African-Americans via analysis of a
genomewide set of common variants. Human Genetics, 2014, 133, 617-624. 1.8 15

774 THE ACTION OF STABILIZING SELECTION, MUTATION, AND DRIFT ON EPISTATIC QUANTITATIVE TRAITS.
Evolution; International Journal of Organic Evolution, 2014, 68, 1974-1987. 1.1 11

775 Advances in IBD genetics. Nature Reviews Gastroenterology and Hepatology, 2014, 11, 372-385. 8.2 114

776 Explaining additional genetic variation in complex traits. Trends in Genetics, 2014, 30, 124-132. 2.9 128



44

Citation Report

# Article IF Citations

777 The Genetics of Major Depression. Neuron, 2014, 81, 484-503. 3.8 559

778 DSM-5 cannabis use disorder: A phenotypic and genomic perspective. Drug and Alcohol Dependence,
2014, 134, 362-369. 1.6 38

779
An independent validation association study of carcass quality, shear force, intramuscular fat
percentage and omega-3 polyunsaturated fatty acid content with gene markers in Australian lamb.
Meat Science, 2014, 96, 1025-1033.

2.7 18

780 Design, Analysis, and Interpretation of Genome-Wide Association Scans. Statistics in the Health
Sciences, 2014, , . 0.2 16

781 Estimating the heritability of colorectal cancer. Human Molecular Genetics, 2014, 23, 3898-3905. 1.4 114

782 Common Genetic Variants Explain the Majority of the Correlation Between Height and Intelligence:
The Generation Scotland Study. Behavior Genetics, 2014, 44, 91-96. 1.4 41

783 The impact of population structure on genomic prediction in stratified populations. Theoretical and
Applied Genetics, 2014, 127, 749-762. 1.8 153

784 Opportunism: a panacea for implementation of whole-genome sequencing studies in nutrigenomics
research?. Genes and Nutrition, 2014, 9, 387. 1.2 5

785 Is the Gene-Environment Interaction Paradigm Relevant to Genome-Wide Studies? The Case of
Education and Body Mass Index. Demography, 2014, 51, 119-139. 1.2 54

786 Common variants explain a large fraction of the variability in the liability to psoriasis in a Han Chinese
population. BMC Genomics, 2014, 15, 87. 1.2 16

787 Next-Generation Statistical Genetics: Modeling, Penalization, and Optimization in High-Dimensional
Data. Annual Review of Statistics and Its Application, 2014, 1, 279-300. 4.1 40

788 Laying a solid foundation for Manhattan â€“ â€˜setting the functional basis for the post-GWAS eraâ€™.
Trends in Genetics, 2014, 30, 140-149. 2.9 84

789 Effect of allele frequencies, effect sizes and number of markers on prediction of quantitative traits in
chickens. Journal of Animal Breeding and Genetics, 2014, 131, 123-133. 0.8 9

790 Genomics applied to management strategies in conservation programmes. Livestock Science, 2014, 166,
48-53. 0.6 33

791 Genetic and educational assortative mating among US adults. Proceedings of the National Academy of
Sciences of the United States of America, 2014, 111, 7996-8000. 3.3 159

792 Epistasis and natural selection shape the mutational architecture of complex traits. Nature
Communications, 2014, 5, 3709. 5.8 100

793 Boosting the Power of Schizophrenia Genetics by Leveraging New Statistical Tools. Schizophrenia
Bulletin, 2014, 40, 13-17. 2.3 84

794 Genomic selection in crops, trees and forages: a review. Crop and Pasture Science, 2014, 65, 1177. 0.7 128



45

Citation Report

# Article IF Citations

795 Large-scale genomics unveils the genetic architecture of psychiatric disorders. Nature Neuroscience,
2014, 17, 782-790. 7.1 321

796 Genome-scale neurogenetics: methodology and meaning. Nature Neuroscience, 2014, 17, 756-763. 7.1 82

797 The Genome of the Netherlands: design, and project goals. European Journal of Human Genetics, 2014,
22, 221-227. 1.4 246

798 The role of de novo mutations in the genetics of autism spectrum disorders. Nature Reviews Genetics,
2014, 15, 133-141. 7.7 339

799 Genomic selection for feed efficiency in dairy cattle. Animal, 2014, 8, 1-10. 1.3 98

801 Genome-wide association study of lung function phenotypes in a founder population. Journal of
Allergy and Clinical Immunology, 2014, 133, 248-255.e10. 1.5 50

802 The contribution of genetic and environmental factors toÂ theÂ duration of pregnancy. American
Journal of Obstetrics and Gynecology, 2014, 210, 398-405. 0.7 71

803 Molecular genetic evidence for overlap between general cognitive ability and risk for schizophrenia:
a report from the Cognitive Genomics consorTium (COGENT). Molecular Psychiatry, 2014, 19, 168-174. 4.1 178

804 Applications of Population Genetics to Animal Breeding, from Wright, Fisher and Lush to Genomic
Prediction. Genetics, 2014, 196, 1-16. 1.2 95

805 Identifying Common Genetic Variants in Blood Pressure Due to Polygenic Pleiotropy With Associated
Phenotypes. Hypertension, 2014, 63, 819-826. 1.3 83

806 Genomics of Plant Genetic Resources. , 2014, , . 16

807 Common DNA variants predict tall stature in Europeans. Human Genetics, 2014, 133, 587-597. 1.8 48

808 The Genetics of Obesity. , 2014, , . 0

809 Natural Variations and Genome-Wide Association Studies in Crop Plants. Annual Review of Plant
Biology, 2014, 65, 531-551. 8.6 567

810 Epistasis and quantitative traits: using model organisms to study geneâ€“gene interactions. Nature
Reviews Genetics, 2014, 15, 22-33. 7.7 730

811
Genetics of Guillainâ€•BarrÃ© syndrome (<scp>GBS</scp>) and chronic inflammatory demyelinating
polyradiculoneuropathy (<scp>CIDP</scp>): current knowledge and future directions. Journal of the
Peripheral Nervous System, 2014, 19, 88-103.

1.4 55

812 Genetic burden of common variants in progressive and bout-onset multiple sclerosis. Multiple
Sclerosis Journal, 2014, 20, 802-811. 1.4 11

813 Leveraging population admixture to characterize the heritability of complex traits. Nature Genetics,
2014, 46, 1356-1362. 9.4 69



46

Citation Report

# Article IF Citations

814 The Relationship between Genes, Psychological Traits, and Political Participation. American Journal of
Political Science, 2014, 58, 888-903. 2.9 79

815 Describing the genetic architecture of epilepsy through heritability analysis. Brain, 2014, 137,
2680-2689. 3.7 87

816 Partitioning Heritability of Regulatory and Cell-Type-Specific Variants across 11 Common Diseases.
American Journal of Human Genetics, 2014, 95, 535-552. 2.6 569

817 Cross-Tissue and Tissue-Specific eQTLs: Partitioning the Heritability of a Complex Trait. American
Journal of Human Genetics, 2014, 95, 521-534. 2.6 82

818 Genomeâ€•wide association studies and prediction of 17 traits related to phenology, biomass and cell
wall composition in the energy grass <i>Miscanthus sinensis</i>. New Phytologist, 2014, 201, 1227-1239. 3.5 96

819 Correlation analysis of genetic admixture and social identification with body mass index in a Native
American Community. American Journal of Human Biology, 2014, 26, 347-360. 0.8 13

820 Detecting genotypic changes associated with selective mortality at sea in Atlantic salmon: polygenic
multilocus analysis surpasses genome scan. Molecular Ecology, 2014, 23, 4444-4457. 2.0 60

821 Genome-wide association study of Arabidopsis thaliana leaf microbial community. Nature
Communications, 2014, 5, 5320. 5.8 322

822 Covariate-modulated local false discovery rate for genome-wide association studies. Bioinformatics,
2014, 30, 2098-2104. 1.8 46

823 Genome-wide association study of circulating vitamin Dâ€“binding protein. American Journal of Clinical
Nutrition, 2014, 99, 1424-1431. 2.2 49

824 Multiple Associated Variants Increase the Heritability Explained for Plasma Lipids and Coronary Artery
Disease. Circulation: Cardiovascular Genetics, 2014, 7, 583-587. 5.1 29

825 Rare and low-frequency variants in human common diseases and other complex traits. Journal of
Medical Genetics, 2014, 51, 705-714. 1.5 29

826 Additive Gene-Environment Effects on Hippocampal Structure in Healthy Humans. Journal of
Neuroscience, 2014, 34, 9917-9926. 1.7 59

827 Genome-wide association study identifies multiple susceptibility loci for diffuse large B cell
lymphoma. Nature Genetics, 2014, 46, 1233-1238. 9.4 147

828 Copy number variants in patients with short stature. European Journal of Human Genetics, 2014, 22,
602-609. 1.4 60

830 Clinical Applications of Age-Related Macular Degeneration Genetics. Cold Spring Harbor Perspectives
in Medicine, 2014, 4, a017228-a017228. 2.9 10

831 Dissection of additive genetic variability for quantitative traits in chickens using <scp>SNP</scp>
markers. Journal of Animal Breeding and Genetics, 2014, 131, 183-193. 0.8 27

832 DEMONSTRATING THE VALIDITY OF TWIN RESEARCH IN CRIMINOLOGY. Criminology, 2014, 52, 588-626. 2.0 160



47

Citation Report

# Article IF Citations

833 How important are rare variants in common disease?. Briefings in Functional Genomics, 2014, 13,
353-361. 1.3 76

834 Rare-Variant Association Analysis: Study Designs and Statistical Tests. American Journal of Human
Genetics, 2014, 95, 5-23. 2.6 837

835 Genomic selection for recovery of original genetic background from hybrids of endangered and
common breeds. Evolutionary Applications, 2014, 7, 227-237. 1.5 33

836 Functional screening in Drosophila identifies Alzheimer's disease susceptibility genes and implicates
Tau-mediated mechanisms. Human Molecular Genetics, 2014, 23, 870-877. 1.4 147

837 Mining the pig genome to investigate the domestication process. Heredity, 2014, 113, 471-484. 1.2 30

838 Predicting hybrid performance in rice using genomic best linear unbiased prediction. Proceedings of
the National Academy of Sciences of the United States of America, 2014, 111, 12456-12461. 3.3 194

839 Genetic Variants Related to Height and Risk of Atrial Fibrillation. American Journal of Epidemiology,
2014, 180, 215-222. 1.6 24

840 Joint GWAS Analysis: Comparing similar GWAS at different genomic resolutions identifies novel
pathway associations with six complex diseases. Genomics Data, 2014, 2, 202-211. 1.3 10

841 Machine learning methods and predictive ability metrics for genome-wide prediction of complex
traits. Livestock Science, 2014, 166, 217-231. 0.6 123

842 Animal-breeding schemes using genomic information need breeding plans designed to maximise
long-term genetic gains. Livestock Science, 2014, 166, 38-47. 0.6 44

843 Genome Properties and Prospects of Genomic Prediction of Hybrid Performance in a Breeding Program
of Maize. Genetics, 2014, 197, 1343-1355. 1.2 192

844 Whole Genome Prediction of Bladder Cancer Risk With the Bayesian LASSO. Genetic Epidemiology, 2014,
38, 467-476. 0.6 11

845 Application of a genomic model for highâ€•dimensional chemometric analysis. Journal of Chemometrics,
2014, 28, 548-557. 0.7 7

846 Use of a natural hybrid zone for genomewide association mapping of craniofacial traits in the house
mouse. Molecular Ecology, 2014, 23, 5756-5770. 2.0 58

847 The Impact of GWAS Findings on Cancer Etiology and Prevention. Current Epidemiology Reports, 2014,
1, 130-137. 1.1 3

848 Phenotype prediction based on genome-wide DNA methylation data. BMC Bioinformatics, 2014, 15, 193. 1.2 22

849 GVCBLUP: a computer package for genomic prediction and variance component estimation of additive
and dominance effects. BMC Bioinformatics, 2014, 15, 270. 1.2 32

850 Regulatory and coding genome regions are enriched for trait associated variants in dairy and beef
cattle. BMC Genomics, 2014, 15, 436. 1.2 47



48

Citation Report

# Article IF Citations

851 Population-specific common SNPs reflect demographic histories and highlight regions of genomic
plasticity with functional relevance. BMC Genomics, 2014, 15, 437. 1.2 40

852 Estimating and adjusting for ancestry admixture in statistical methods for relatedness inference,
heritability estimation, and association testing. BMC Proceedings, 2014, 8, S5. 1.8 16

853 A comparative analysis of family-based and population-based association tests using whole genome
sequence data. BMC Proceedings, 2014, 8, S33. 1.8 8

854 A penalized linear mixed model for genomic prediction using pedigree structures. BMC Proceedings,
2014, 8, S67. 1.8 2

855 Prediction of genetic contributions to complex traits using whole genome sequencing data. BMC
Proceedings, 2014, 8, S68. 1.8 4

856 Applying compressed sensing to genome-wide association studies. GigaScience, 2014, 3, 10. 3.3 30

857 Genetic Studies of Major Depressive Disorder: Why Are There No Genome-wide Association Study
Findings and What Can We Do About It?. Biological Psychiatry, 2014, 76, 510-512. 0.7 161

858 The contribution of genetic variants to disease depends on the ruler. Nature Reviews Genetics, 2014,
15, 765-776. 7.7 153

859 An evolving scientific basis for the prevention and treatment of pediatric obesity. International
Journal of Obesity, 2014, 38, 887-905. 1.6 96

860 Genomic prediction for rust resistance in diverse wheat landraces. Theoretical and Applied Genetics,
2014, 127, 1795-1803. 1.8 114

861 Resolving the Effects of Maternal and Offspring Genotype on Dyadic Outcomes in Genome Wide
Complex Trait Analysis (â€œM-GCTAâ€•). Behavior Genetics, 2014, 44, 445-455. 1.4 67

862 Inbreeding Coefficient Estimation with Dense SNP Data: Comparison of Strategies and Application to
HapMap III. Human Heredity, 2014, 77, 49-62. 0.4 46

863 Defining the role of common variation in the genomic and biological architecture of adult human
height. Nature Genetics, 2014, 46, 1173-1186. 9.4 1,818

864 Prospecting sugarcane resistance to Sugarcane yellow leaf virus by genome-wide association.
Theoretical and Applied Genetics, 2014, 127, 1719-1732. 1.8 77

865 Conditions for the validity of SNP-based heritability estimation. Human Genetics, 2014, 133, 1011-1022. 1.8 35

866 Next generation modeling in GWAS: comparing different genetic architectures. Human Genetics, 2014,
133, 1235-1253. 1.8 17

867 Genetic Confounds in the Study of Sexual Orientation: Comment on Roberts, Glymour, and Koenen
(2014). Archives of Sexual Behavior, 2014, 43, 1675-1677. 1.2 4

868 Assessment of Parkinson's disease risk loci in Greece. Neurobiology of Aging, 2014, 35, 442.e9-442.e16. 1.5 18



49

Citation Report

# Article IF Citations

869 Genome-Wide Regression and Prediction with the BGLR Statistical Package. Genetics, 2014, 198, 483-495. 1.2 1,145

870 Pathogenic variants screening in five non-obstructive azoospermia-associated genes. Molecular
Human Reproduction, 2014, 20, 178-183. 1.3 14

871 Selection for complex traits leaves little or no classic signatures of selection. BMC Genomics, 2014,
15, 246. 1.2 124

872 Variance estimation in high-dimensional linear models. Biometrika, 2014, 101, 269-284. 1.3 51

873 A marker-derived gene network reveals the regulatory role of PPARGC1A, HNF4G, and FOXP3 in
intramuscular fat deposition of beef cattle1. Journal of Animal Science, 2014, 92, 2832-2845. 0.2 77

874 Research Review: Polygenic methods and their application to psychiatric traits. Journal of Child
Psychology and Psychiatry and Allied Disciplines, 2014, 55, 1068-1087. 3.1 578

875 Genome-Wide Association Studies of Refractive Error and Myopia, Lessons Learned, and Implications
for the Future. , 2014, 55, 3344. 65

876 Effective Genetic-Risk Prediction Using Mixed Models. American Journal of Human Genetics, 2014, 95,
383-393. 2.6 48

877 An Excess of Risk-Increasing Low-Frequency Variants Can Be a Signal of Polygenic Inheritance in
Complex Diseases. American Journal of Human Genetics, 2014, 94, 437-452. 2.6 55

878 Low-frequency copy-number variants and general cognitive ability: No evidence of association.
Intelligence, 2014, 42, 98-106. 1.6 10

879 A molecular basis for classic blond hair color in Europeans. Nature Genetics, 2014, 46, 748-752. 9.4 154

880 Why do we differ in number sense? Evidence from a genetically sensitive investigation. Intelligence,
2014, 43, 35-46. 1.6 44

881 Short communication: Validation of genomic breeding value predictions for feed intake and feed
efficiency traits. Journal of Dairy Science, 2014, 97, 537-542. 1.4 18

882 Molecular genetic contributions to socioeconomic status and intelligence. Intelligence, 2014, 44,
26-32. 1.6 156

883 Genome-wide association study identifies three loci for intramuscular fat in Hanwoo (Korean cattle).
Livestock Science, 2014, 165, 27-32. 0.6 7

884 Interleukin-23 receptor polymorphisms are associated with Alzheimer's disease in Han Chinese. Journal
of Neuroimmunology, 2014, 271, 43-48. 1.1 22

885
Imputation of genotypes from low density (50,000 markers) to high density (700,000 markers) of cows
from research herds in Europe, North America, and Australasia using 2 reference populations. Journal
of Dairy Science, 2014, 97, 1799-1811.

1.4 29

886 Common or Rare Variants for Complex Traits?. Biological Psychiatry, 2014, 75, 752-753. 0.7 43



50

Citation Report

# Article IF Citations

887 Using the unified relationship matrix adjusted by breed-wise allele frequencies in genomic evaluation
of a multibreed population. Journal of Dairy Science, 2014, 97, 1117-1127. 1.4 25

888 Genetic studies of Crohn's disease: Past, present and future. Bailliere's Best Practice and Research in
Clinical Gastroenterology, 2014, 28, 373-386. 1.0 87

889 Genetic influence on family socioeconomic status and children's intelligence. Intelligence, 2014, 42,
83-88. 1.6 155

890 Incorporating heifer feed efficiency in the Australian selection index using genomic selection. Journal
of Dairy Science, 2014, 97, 3883-3893. 1.4 31

891 On the limited increase in validation reliability using high-density genotypes in genomic best linear
unbiased prediction: Observations from Fleckvieh cattle. Journal of Dairy Science, 2014, 97, 487-496. 1.4 17

892 Fine-mapping QTLs in advanced intercross lines and other outbred populations. Mammalian Genome,
2014, 25, 271-292. 1.0 25

893 Genetic Evaluation of Short Stature. Journal of Clinical Endocrinology and Metabolism, 2014, 99,
3080-3092. 1.8 128

894 Evolutionary Constraints in High-Dimensional Trait Sets. American Naturalist, 2014, 184, 119-131. 1.0 55

895 Advantages and pitfalls in the application of mixed-model association methods. Nature Genetics, 2014,
46, 100-106. 9.4 876

896 Genetics of Coronary Artery Disease. Circulation Research, 2014, 114, 1890-1903. 2.0 111

897 Using genomics to characterize evolutionary potential for conservation of wild populations.
Evolutionary Applications, 2014, 7, 1008-1025. 1.5 207

898 A Genome-wide Association Meta-analysis of Preschool Internalizing Problems. Journal of the
American Academy of Child and Adolescent Psychiatry, 2014, 53, 667-676.e7. 0.3 54

899 Bidirectional links between Alzheimer's disease and Niemannâ€“Pick type C disease. Neurobiology of
Disease, 2014, 72, 37-47. 2.1 68

900 Multiple sclerosis genetics. Lancet Neurology, The, 2014, 13, 700-709. 4.9 319

901 Genomic selection for female reproduction in Australian tropically adapted beef cattle. Animal
Production Science, 2014, 54, 16. 0.6 32

902 Inbreeding and runs of homozygosity: A possible solution to an old problem. Livestock Science, 2014,
166, 26-34. 0.6 283

903 From genome to function by studying eQTLs. Biochimica Et Biophysica Acta - Molecular Basis of
Disease, 2014, 1842, 1896-1902. 1.8 137

904 Association Studies in Eucalyptus. , 2014, , 63-75. 0



51

Citation Report

# Article IF Citations

905 Language and biology. , 0, , 686-707. 2

907 Genomic prediction of weight and wool traits in a multi-breed sheep population. Animal Production
Science, 2014, 54, 544. 0.6 10

908 From genes to behavior: placing cognitive models in the context of biological pathways. Frontiers in
Neuroscience, 2014, 8, 336. 1.4 9

909 All Humans, Great or Small, Short or Tall. Molecular Syndromology, 2014, 5, 257-258. 0.3 0

910 Exact prior-free probabilistic inference on the heritability coefficient in a linear mixed model.
Electronic Journal of Statistics, 2014, 8, . 0.4 6

911 The bright future of applied statistics. , 2014, , 195-200. 0

912 BIOSOCIAL INHERITANCE: A FRAMEWORK FOR THE STUDY OF THE INTERGENERATIONAL TRANSMISSION OF
HEALTH DISPARITIES. Annals of Anthropological Practice, 2014, 38, 187-213. 0.1 37

913 Progress and promise in understanding the genetic basis of common diseases. Proceedings of the
Royal Society B: Biological Sciences, 2015, 282, 20151684. 1.2 147

914 Genetic differences among ethnic groups. BMC Genomics, 2015, 16, 1093. 1.2 109

915 JEPEGMIX: gene-level joint analysis of functional SNPs in cosmopolitan cohorts. Bioinformatics, 2016,
32, 295-297. 1.8 8

916 Contemporary Trends in Onset and Completion of Puberty, Gain in Height and Adiposity. Endocrine
Development, 2016, 29, 122-133. 1.3 37

917 Seven common mistakes in population genetics and how to avoid them. Molecular Ecology, 2015, 24,
3223-3231. 2.0 343

919 Implementation of genome-wide complex trait analysis to quantify the heritability in multiple myeloma.
Scientific Reports, 2015, 5, 12473. 1.6 16

920 Quantifying the heritability of glioma using genome-wide complex trait analysis. Scientific Reports,
2015, 5, 17267. 1.6 37

921 Copy number variations play important roles in heredity of common diseases: a novel method to
calculate heritability of a polymorphism. Scientific Reports, 2015, 5, 17156. 1.6 6

922 Heritability estimation in high dimensional sparse linear mixed models. Electronic Journal of
Statistics, 2015, 9, . 0.4 14

923 Polygenic Models for Risk Prediction in Human Genetics. Human Heredity, 2015, 80, 162-164. 0.4 9

924 The Use of the Linear Mixed Model in Human Genetics. Human Heredity, 2015, 80, 196-206. 0.4 18



52

Citation Report

# Article IF Citations

925 Childhood cognitive ability moderates later-life manifestation of type 2 diabetes genetic risk.. Health
Psychology, 2015, 34, 915-919. 1.3 7

926 Bayesian group Lasso for nonparametric varying-coefficient models with application to functional
genome-wide association studies. Annals of Applied Statistics, 2015, 9, 640-664. 0.5 49

927 Estimating heritability of drug-induced liver injury from common variants and implications for future
study designs. Scientific Reports, 2015, 4, 5762. 1.6 8

930 Pleiotropy across academic subjects at the end of compulsory education. Scientific Reports, 2015, 5,
11713. 1.6 46

932 Complex trait architecture: the pleiotropic model revisited. Scientific Reports, 2015, 5, 9351. 1.6 13

933 A Bayesian approach for inducing sparsity in generalized linear models with multi-category response.
BMC Bioinformatics, 2015, 16, S13. 1.2 2

934 Refining multivariate disease phenotypes for high chip heritability. BMC Medical Genomics, 2015, 8, S3. 0.7 3

935 Heritability in Inflammatory Bowel Disease. Inflammatory Bowel Diseases, 2015, 21, 1. 0.9 78

936 Incorporating Genetic Heterogeneity in Whole-Genome Regressions Using Interactions. Journal of
Agricultural, Biological, and Environmental Statistics, 2015, 20, 467-490. 0.7 32

937 The Biodemography of Fertility: A Review and Future Research Frontiers. Kolner Zeitschrift Fur
Soziologie Und Sozialpsychologie, 2015, 67, 397-424. 0.6 38

938 Genetic determination of height-mediated mate choice. Genome Biology, 2015, 16, 269. 3.8 33

939 Determination of nonlinear genetic architecture using compressed sensing. GigaScience, 2015, 4, 44. 3.3 11

940 Deep sequencing of Danish Holstein dairy cattle for variant detection and insight into potential
loss-of-function variants in protein coding genes. BMC Genomics, 2015, 16, 1043. 1.2 32

941 A genome-wide association study of asthma symptoms in Latin American children. BMC Genetics, 2015,
16, 141. 2.7 24

942 Investigation of regions impacting inbreeding depression and their association with the additive
genetic effect for United States and Australia Jersey dairy cattle. BMC Genomics, 2015, 16, 813. 1.2 22

943 Shared additive genetic influences on DSMâ€•IV criteria for alcohol dependence in subjects of European
ancestry. Addiction, 2015, 110, 1922-1931. 1.7 20

944 Design of a lowâ€•density <scp>SNP</scp> chip for the main Australian sheep breeds and its effect on
imputation and genomic prediction accuracy. Animal Genetics, 2015, 46, 544-556. 0.6 38

945 Genomeâ€•wide association and genome partitioning reveal novel genomic regions underlying variation
in gastrointestinal nematode burden in a wild bird. Molecular Ecology, 2015, 24, 4175-4192. 2.0 20



53

Citation Report

# Article IF Citations

946 Insights from GWAS: emerging landscape of mechanisms underlying complex trait disease. BMC
Genomics, 2015, 16, S4. 1.2 16

947 A computationally efficient algorithm for genomic prediction using a Bayesian model. Genetics
Selection Evolution, 2015, 47, 34. 1.2 23

948 Partitioning of genomic variance reveals biological pathways associated with udder health and milk
production traits in dairy cattle. Genetics Selection Evolution, 2015, 47, 60. 1.2 28

949 Impact of QTL minor allele frequency on genomic evaluation using real genotype data and simulated
phenotypes in Japanese Black cattle. BMC Genetics, 2015, 16, 134. 2.7 29

950 Multi-allelic haplotype model based on genetic partition for genomic prediction and variance
component estimation using SNP markers. BMC Genetics, 2015, 16, 144. 2.7 34

951 Construction of relatedness matrices using genotyping-by-sequencing data. BMC Genomics, 2015, 16,
1047. 1.2 122

952 Prediction of complex human diseases from pathway-focused candidate markers by joint estimation of
marker effects: case of chronic fatigue syndrome. Human Genomics, 2015, 9, 8. 1.4 0

953 Robust Inference of Population Structure for Ancestry Prediction and Correction of Stratification in
the Presence of Relatedness. Genetic Epidemiology, 2015, 39, 276-293. 0.6 330

954 Alcohol Dependence Genetics: Lessons Learned From Genome-Wide Association Studies (GWAS) and
Post-GWAS Analyses. Alcoholism: Clinical and Experimental Research, 2015, 39, 1312-1327. 1.4 121

955 The evolution of novel host use is unlikely to be constrained by tradeâ€•offs or a lack of genetic
variation. Molecular Ecology, 2015, 24, 2777-2793. 2.0 86

956 Field heritability of a plant adaptation to fire in heterogeneous landscapes. Molecular Ecology, 2015,
24, 5633-5642. 2.0 39

957 Temperatureâ€• and sexâ€•related effects of serine protease alleles on larval development in the Glanville
fritillary butterfly. Journal of Evolutionary Biology, 2015, 28, 2224-2235. 0.8 14

958 Analysis of Heritability and Shared Heritability Based on Genome-Wide Association Studies for
Thirteen Cancer Types. Journal of the National Cancer Institute, 2015, 107, djv279. 3.0 152

959 Genomic best linear unbiased prediction method reflecting the degree of linkage disequilibrium.
Journal of Animal Breeding and Genetics, 2015, 132, 357-365. 0.8 4

960 Genes mirror geography in <i>DaphniaÂ magna</i>. Molecular Ecology, 2015, 24, 4521-4536. 2.0 41

961
Alleles versus mutations: Understanding the evolution of genetic architecture requires a molecular
perspective on allelic origins. Evolution; International Journal of Organic Evolution, 2015, 69,
3025-3038.

1.1 44

962 Selection and sexâ€•biased dispersal in a coastal shark: the influence of philopatry on adaptive variation.
Molecular Ecology, 2015, 24, 5877-5885. 2.0 92

963
Heritability of heterozygosity offers a new way of understanding why dominant gene action
contributes to additive genetic variance. Evolution; International Journal of Organic Evolution, 2015,
69, 1948-1952.

1.1 8



54

Citation Report

# Article IF Citations

964 Highâ€•Density Single Nucleotide Polymorphism Linkage Maps of Lowland Switchgrass using
Genotypingâ€•byâ€•Sequencing. Plant Genome, 2015, 8, eplantgenome2014.10.0065. 1.6 8

965 The Genetic Architecture of Arsenic Metabolism Efficiency:A SNP-Based Heritability Study of
Bangladeshi Adults. Environmental Health Perspectives, 2015, 123, 985-992. 2.8 22

966 Potential Implications of Research on Genetic or Heritable Contributions to Pedophilia for the
Objectives of Criminal Law. Recent Advances in DNA & Gene Sequences, 2015, 8, 65-77. 0.7 9

967 The Evolutionary Foundations of Economics. SSRN Electronic Journal, 0, , . 0.4 1

968 Genetic analysis of within-litter variation in piglets' birth weight using genomic or pedigree
relationship matrices1. Journal of Animal Science, 2015, 93, 1471-1480. 0.2 12

969 Implications of pleiotropy: challenges and opportunities for mining Big Data in biomedicine. Frontiers
in Genetics, 2015, 6, 229. 1.1 41

970 Phenotypic variance explained by local ancestry in admixed African Americans. Frontiers in Genetics,
2015, 6, 324. 1.1 13

971 Genome-Wide Association Study of Parity in Bangladeshi Women. PLoS ONE, 2015, 10, e0118488. 1.1 13

972 A Permutation Test for Oligoset DNA Pooling Studies. PLoS ONE, 2015, 10, e0119096. 1.1 0

973 MTHFR 677C&gt;T Polymorphism Increases the Male Infertility Risk: A Meta-Analysis Involving 26 Studies.
PLoS ONE, 2015, 10, e0121147. 1.1 49

974 Assessment of Whole-Genome Regression for Type II Diabetes. PLoS ONE, 2015, 10, e0123818. 1.1 5

975 Netrin-1 â€“ DCC Signaling Systems and Age-Related Macular Degeneration. PLoS ONE, 2015, 10, e0125548. 1.1 2

976 Human Fertility, Molecular Genetics, and Natural Selection in Modern Societies. PLoS ONE, 2015, 10,
e0126821. 1.1 72

977 Accounting for Genetic Architecture Improves Sequence Based Genomic Prediction for a Drosophila
Fitness Trait. PLoS ONE, 2015, 10, e0126880. 1.1 50

978 The Influence of Age and Sex on Genetic Associations with Adult Body Size and Shape: A Large-Scale
Genome-Wide Interaction Study. PLoS Genetics, 2015, 11, e1005378. 1.5 331

979 Discovery and Fine-Mapping of Glycaemic and Obesity-Related Trait Loci Using High-Density Imputation.
PLoS Genetics, 2015, 11, e1005230. 1.5 77

980 "Missing" G x E Variation Controls Flowering Time in Arabidopsis thaliana. PLoS Genetics, 2015, 11,
e1005597. 1.5 87

981 Mapping of Craniofacial Traits in Outbred Mice Identifies Major Developmental Genes Involved in
Shape Determination. PLoS Genetics, 2015, 11, e1005607. 1.5 67



55

Citation Report

# Article IF Citations

982 Disproportionate Contributions of Select Genomic Compartments and Cell Types to Genetic Risk for
Coronary Artery Disease. PLoS Genetics, 2015, 11, e1005622. 1.5 70

983 An Empirical Bayes Mixture Model for Effect Size Distributions in Genome-Wide Association Studies.
PLoS Genetics, 2015, 11, e1005717. 1.5 22

984
Methodological Considerations in Estimation of Phenotype Heritability Using Genome-Wide SNP Data,
Illustrated by an Analysis of the Heritability of Height in a Large Sample of African Ancestry Adults.
PLoS ONE, 2015, 10, e0131106.

1.1 2

985 Identification of Promising Mutants Associated with Egg Production Traits Revealed by Genome-Wide
Association Study. PLoS ONE, 2015, 10, e0140615. 1.1 45

986 Rare Variants in Transcript and Potential Regulatory Regions Explain a Small Percentage of the
Missing Heritability of Complex Traits in Cattle. PLoS ONE, 2015, 10, e0143945. 1.1 16

987 A Critical Assessment of the Equal-Environment Assumption of the Twin Method for Schizophrenia.
Frontiers in Psychiatry, 2015, 6, 62. 1.3 37

988 Genotyping a new, national household panel study: White paper prepared for NSF-sponsored
Conference, May 2014. Journal of Economic and Social Measurement, 2015, 40, 375-395. 0.7 3

989 On the Estimation of Heritability with Family-Based and Population-Based Samples. BioMed Research
International, 2015, 2015, 1-9. 0.9 16

990 The Current and Future Use of Ridge Regression for Prediction in Quantitative Genetics. BioMed
Research International, 2015, 2015, 1-18. 0.9 67

991 Role of Genetic Alterations in the<i>NLRP3</i>and<i>CARD8</i>Genes in Health and Disease. Mediators
of Inflammation, 2015, 2015, 1-10. 1.4 57

993 Geneâ€“Environment Interplay. , 2015, , 825-833. 0

994 Technical note: Genetic principal component models for multitrait single-step genomic evaluation1.
Journal of Animal Science, 2015, 93, 4624-4628. 0.2 3

995 Meta-analysis of Genome-wide Association Studies for Neuroticism, and the Polygenic Association
With Major Depressive Disorder. JAMA Psychiatry, 2015, 72, 642. 6.0 289

996 A mixed blessing? Dual mediating mechanisms in the relationship between dopamine transporter gene
DAT1 and leadership role occupancy. Leadership Quarterly, 2015, 26, 671-686. 3.6 28

997 A kernel machine method for detecting effects of interaction between multidimensional variable sets:
An imaging genetics application. NeuroImage, 2015, 109, 505-514. 2.1 23

998 Whole-exome SNP array identifies 15 new susceptibility loci for psoriasis. Nature Communications,
2015, 6, 6793. 5.8 118

999 2HiGWAS: a unifying high-dimensional platform to infer the global genetic architecture of trait
development. Briefings in Bioinformatics, 2015, 16, 905-911. 3.2 20

1000 The association between lower educational attainment and depression owing to shared genetic
effects? Results in ~25â€‰000 subjects. Molecular Psychiatry, 2015, 20, 735-743. 4.1 59



56

Citation Report

# Article IF Citations

1001 Mendelian randomization study of height and risk of colorectal cancer. International Journal of
Epidemiology, 2015, 44, 662-672. 0.9 55

1002
Systems Genetics Analysis of Genome-Wide Association Study Reveals Novel Associations Between Key
Biological Processes and Coronary Artery Disease. Arteriosclerosis, Thrombosis, and Vascular
Biology, 2015, 35, 1712-1722.

1.1 72

1003 RAD Sequencing Highlights Polygenic Discrimination of Habitat Ecotypes in the Panmictic American
Eel. Current Biology, 2015, 25, 1666-1671. 1.8 88

1004 Comparison of Twin and Extended Pedigree Designs for Obtaining Heritability Estimates. Behavior
Genetics, 2015, 45, 461-466. 1.4 15

1005 Familial Aggregation and Childhood Blood Pressure. Current Hypertension Reports, 2015, 17, 509. 1.5 16

1006 The extraversion continuum in evolutionary perspective: A review of recent theory and evidence.
Personality and Individual Differences, 2015, 77, 186-192. 1.6 36

1007 A Multipurpose, High-Throughput Single-Nucleotide Polymorphism Chip for the Dengue and Yellow
Fever Mosquito, <i>Aedes aegypti</i>. G3: Genes, Genomes, Genetics, 2015, 5, 711-718. 0.8 56

1008 Mixture SNPs effect on phenotype in genome-wide association studies. BMC Genomics, 2015, 16, 3. 1.2 24

1009 Experimental evolution, behavior and genetics: Associative learning as a case study. Environmental
Epigenetics, 2015, 61, 226-241. 0.9 9

1010 Accuracy of Whole-Genome Prediction Using a Genetic Architecture-Enhanced Variance-Covariance
Matrix. G3: Genes, Genomes, Genetics, 2015, 5, 615-627. 0.8 89

1011 Is preterm birth a human-specific syndrome?. Evolution, Medicine and Public Health, 2015, 2015, 136-148. 1.1 27

1012 Genomic prediction of complex human traits: relatedness, trait architecture and predictive
meta-models. Human Molecular Genetics, 2015, 24, 4167-4182. 1.4 24

1013 Parente2: a fast and accurate method for detecting identity by descent. Genome Research, 2015, 25,
280-289. 2.4 18

1014 The Nature of Genetic Variation for Complex Traits Revealed by GWAS and Regional Heritability
Mapping Analyses. Genetics, 2015, 201, 1601-1613. 1.2 58

1015
Polymorphisms of large effect explain the majority of the host genetic contribution to variation of
HIV-1 virus load. Proceedings of the National Academy of Sciences of the United States of America,
2015, 112, 14658-14663.

3.3 154

1016 Contribution of Rare and Common Genetic Variants to Plasma Lipid Levels and Carotid Stiffness and
Geometry. Circulation: Cardiovascular Genetics, 2015, 8, 628-636. 5.1 21

1017 Do personality traits moderate the manifestation of type 2 diabetes genetic risk?. Journal of
Psychosomatic Research, 2015, 79, 303-308. 1.2 13

1018 The interface between genetics and psychology: lessons from developmental dyslexia. Proceedings of
the Royal Society B: Biological Sciences, 2015, 282, 20143139. 1.2 64



57

Citation Report

# Article IF Citations

1019 Prediction of human population responses to toxic compounds by a collaborative competition. Nature
Biotechnology, 2015, 33, 933-940. 9.4 88

1020 Heritability Studies: Methodological Flaws, Invalidated Dogmas, and Changing Paradigms. Advances in
Medical Sociology, 2015, , 1-44. 0.1 20

1021 Genetic Architecture of Complex Human Traits: What Have We Learned from Genome-Wide Association
Studies?. Current Genetic Medicine Reports, 2015, 3, 143-150. 1.9 3

1022 The Missing Heritability Paradigm: A Dramatic Resurgence of the GIGO Syndrome in Genetics. Human
Heredity, 2015, 79, 1-4. 0.4 13

1024 Genetic and environmental components of family history in type 2 diabetes. Human Genetics, 2015, 134,
259-267. 1.8 39

1025 A nonsynonymous SNP in BANK1 is associated with serum LDL cholesterol levels in three Korean
populations. Journal of Human Genetics, 2015, 60, 113-118. 1.1 6

1026 Marker-Based Estimation of Heritability in Immortal Populations. Genetics, 2015, 199, 379-398. 1.2 192

1027 New genetic loci link adipose and insulin biology to body fat distribution. Nature, 2015, 518, 187-196. 13.7 1,328

1028 The Origins of Savings Behavior. Journal of Political Economy, 2015, 123, 123-169. 3.3 103

1029 The genetics of osteoporosis. British Medical Bulletin, 2015, 113, 73-81. 2.7 41

1030 Architecture of the Genetic Risk for Autism. Key Issues in Mental Health, 0, , 80-96. 0.6 0

1031 Understanding variation in disease risk: the elusive concept of frailty. International Journal of
Epidemiology, 2015, 44, 1408-1421. 0.9 60

1032 What can genes tell us about the relationship between education and health?. Social Science and
Medicine, 2015, 127, 171-180. 1.8 57

1033 Massively expedited genome-wide heritability analysis (MEGHA). Proceedings of the National Academy
of Sciences of the United States of America, 2015, 112, 2479-2484. 3.3 69

1034 Dominance Genetic Variation Contributes Little to the Missing Heritability for Human Complex Traits.
American Journal of Human Genetics, 2015, 96, 377-385. 2.6 191

1035 Revisiting heritability accounting for shared environmental effects and maternal inheritance. Human
Genetics, 2015, 134, 169-179. 1.8 11

1036 Heritability of liver enzyme levels estimated from genome-wide SNP data. European Journal of Human
Genetics, 2015, 23, 1223-1228. 1.4 11

1037 Efficient Bayesian mixed-model analysis increases association power in large cohorts. Nature
Genetics, 2015, 47, 284-290. 9.4 1,285



58

Citation Report

# Article IF Citations

1038 Cladograms with Path to Event (ClaPTE): A novel algorithm to detect associations between genotypes
or phenotypes using phylogenies. Computers in Biology and Medicine, 2015, 58, 1-13. 3.9 1

1039
Discovering candidate genes that regulate resin canal number in <i><scp>P</scp>inus taeda</i> stems
by integrating genetic analysis across environments, ages, and populations. New Phytologist, 2015, 205,
627-641.

3.5 45

1040 Mouse-Human Experimental Epigenetic Analysis Unmasks Dietary Targets and Genetic Liability for
Diabetic Phenotypes. Cell Metabolism, 2015, 21, 138-149. 7.2 98

1041 Genome-Wide Significant Loci: HowÂ Important Are They?. Journal of the American College of
Cardiology, 2015, 65, 830-845. 1.2 129

1042 Graphical algorithm for integration of genetic and biological data: proof of principle using psoriasis
as a model. Bioinformatics, 2015, 31, 1243-1249. 1.8 10

1043 Identification of additive, dominant, and epistatic variation conferred by key genes in cellulose
biosynthesis pathway in Populus tomentosa. DNA Research, 2015, 22, 53-67. 1.5 46

1044 Effectiveness of Shrinkage and Variable Selection Methods for the Prediction of Complex Human
Traits using Data from Distantly Related Individuals. Annals of Human Genetics, 2015, 79, 122-135. 0.3 14

1045 Accurate liability estimation improves power in ascertained case-control studies. Nature Methods,
2015, 12, 332-334. 9.0 36

1046 The National Longitudinal Study of Adolescent to Adult Health (Add Health) Sibling Pairs
Genome-Wide Data. Behavior Genetics, 2015, 45, 12-23. 1.4 37

1047
Estimates of genetic variance and variance of predicted genetic merits using pedigree or genomic
relationship matrices in six Brown Swiss cattle populations for different traits. Journal of Animal
Breeding and Genetics, 2015, 132, 376-385.

0.8 20

1048 Genetic contributions to variation in general cognitive function: a meta-analysis of genome-wide
association studies in the CHARGE consortium (N=53â€‰949). Molecular Psychiatry, 2015, 20, 183-192. 4.1 344

1049 Obesity and genomics: role of technology in unraveling the complex genetic architecture of obesity.
Human Genetics, 2015, 134, 361-374. 1.8 25

1050 The role of regulatory variation in complex traits and disease. Nature Reviews Genetics, 2015, 16,
197-212. 7.7 864

1051 Empirical and deterministic accuracies of across-population genomic prediction. Genetics Selection
Evolution, 2015, 47, 5. 1.2 60

1052 IRF4, MC1R and TYR genes are risk factors for actinic keratosis independent of skin color. Human
Molecular Genetics, 2015, 24, 3296-3303. 1.4 36

1053 Genetic and Environmental Contributions to Stability in Adult Obsessive Compulsive Behavior. Twin
Research and Human Genetics, 2015, 18, 52-60. 0.3 12

1054 The genome as pharmacopeia: Association of genetic dose with phenotypic response. Biochemical
Pharmacology, 2015, 94, 229-240. 2.0 3

1055 Immunogenetics of systemic sclerosis: Defining heritability, functional variants and
shared-autoimmunity pathways. Journal of Autoimmunity, 2015, 64, 53-65. 3.0 61



59

Citation Report

# Article IF Citations

1056 Genome-wide association study identifies SNPs in the MHC class II loci that are associated with
self-reported history of whooping cough. Human Molecular Genetics, 2015, 24, 5930-5939. 1.4 9

1057 Do Molecular Markers Inform About Pleiotropy?. Genetics, 2015, 201, 23-29. 1.2 53

1058 More heritability probably captured by psoriasis genome-wide association study in Han Chinese. Gene,
2015, 573, 46-49. 1.0 6

1059
Dissecting the genetics of the human transcriptome identifies novel trait-related<i>trans</i>-eQTLs
and corroborates the regulatory relevance of non-protein coding loci. Human Molecular Genetics,
2015, 24, 4746-4763.

1.4 94

1060 Joint prediction of multiple quantitative traits using a Bayesian multivariate antedependence model.
Heredity, 2015, 115, 29-36. 1.2 63

1061 Heritability and the evolution of cognitive traits: Table 1. Behavioral Ecology, 2015, 26, 1447-1459. 1.0 104

1062
Genome-wide association study for crown rust (Puccinia coronata f. sp. avenae) and powdery mildew
(Blumeria graminis f. sp. avenae) resistance in an oat (Avena sativa) collection of commercial varieties
and landraces. Frontiers in Plant Science, 2015, 6, 103.

1.7 43

1063 An assessment of gene-by-gene interactions as a tool to unfold missing heritability in dyslexia. Human
Genetics, 2015, 134, 749-760. 1.8 20

1064 Contribution of Large Region Joint Associations to Complex Traits Genetics. PLoS Genetics, 2015, 11,
e1005103. 1.5 10

1065 Large-scale genomics unveil polygenic architecture of human cortical surface area. Nature
Communications, 2015, 6, 7549. 5.8 30

1066
A Fast Method that Uses Polygenic Scores to Estimate the Variance Explained by Genome-wide Marker
Panels and the Proportion of Variants Affecting a Trait. American Journal of Human Genetics, 2015, 97,
250-259.

2.6 212

1067 Rsu1 regulates ethanol consumption in <i>Drosophila</i> and humans. Proceedings of the National
Academy of Sciences of the United States of America, 2015, 112, E4085-93. 3.3 57

1068 Genetic variants in the ADAMTS13 and SUPT3H genes are associated with ADAMTS13 activity. Blood, 2015,
125, 3949-3955. 0.6 24

1069 Genomic Heritability: What Is It?. PLoS Genetics, 2015, 11, e1005048. 1.5 298

1070 Recent Coselection in Human Populations Revealed by Proteinâ€“Protein Interaction Network. Genome
Biology and Evolution, 2015, 7, 136-153. 1.1 19

1071 Simultaneous Discovery, Estimation and Prediction Analysis of Complex Traits Using a Bayesian
Mixture Model. PLoS Genetics, 2015, 11, e1004969. 1.5 339

1072 Genetics of Type 2 Diabetesâ€”Pitfalls and Possibilities. Genes, 2015, 6, 87-123. 1.0 337

1073 Heritability estimates on Hodgkinâ€™s lymphoma: a genomic- versus population-based approach. European
Journal of Human Genetics, 2015, 23, 824-830. 1.4 9



60

Citation Report

# Article IF Citations

1074 Short communication: Genetic variation of riboflavin content in bovine milk. Journal of Dairy
Science, 2015, 98, 3496-3501. 1.4 16

1075 Gene by Social-Environment Interaction for Youth Delinquency and Violence: Thirty-Nine
Aggression-Related Genes. Social Forces, 2015, 93, 881-903. 0.9 26

1076 A General Unified Framework to Assess the Sampling Variance of Heritability Estimates Using Pedigree
or Marker-Based Relationships. Genetics, 2015, 199, 223-232. 1.2 61

1077 Genetic architectures of seropositive and seronegative rheumatic diseases. Nature Reviews
Rheumatology, 2015, 11, 401-414. 3.5 39

1078 Bayesian semiparametric copula estimation with application to psychiatric genetics. Biometrical
Journal, 2015, 57, 468-484. 0.6 7

1079 A Genome-Wide Association Study of Myasthenia Gravis. JAMA Neurology, 2015, 72, 396. 4.5 139

1080
Genome-wide Analysis of Body Proportion Classifies Height-Associated Variants by Mechanism of
Action and Implicates Genes Important for Skeletal Development. American Journal of Human Genetics,
2015, 96, 695-708.

2.6 67

1081 Mixed Model with Correction for Case-Control Ascertainment Increases Association Power. American
Journal of Human Genetics, 2015, 96, 720-730. 2.6 60

1082 Heritability and genome-wide analyses of problematic peer relationships during childhood and
adolescence. Human Genetics, 2015, 134, 539-551. 1.8 13

1083 Discoveries and advances in plant and animal genomics. Functional and Integrative Genomics, 2015, 15,
121-129. 1.4 10

1084 Genetics and Brain Morphology. Neuropsychology Review, 2015, 25, 63-96. 2.5 49

1085
Improved precision of QTL mapping using a nonlinear Bayesian method in a multi-breed population
leads to greater accuracy of across-breed genomic predictions. Genetics Selection Evolution, 2015, 47,
29.

1.2 113

1086 Non-additive genetic variation in growth, carcass and fertility traits of beef cattle. Genetics Selection
Evolution, 2015, 47, 26. 1.2 56

1087 The effect of rare alleles on estimated genomic relationships from whole genome sequence data. BMC
Genetics, 2015, 16, 24. 2.7 46

1088 The IGF1 P2 promoter is an epigenetic QTL for circulating IGF1 and human growth. Clinical Epigenetics,
2015, 7, 22. 1.8 39

1089 The impact of host genetic variation on infection with HIV-1. Nature Immunology, 2015, 16, 577-583. 7.0 119

1090 Impact of QTL properties on the accuracy of multi-breed genomic prediction. Genetics Selection
Evolution, 2015, 47, 42. 1.2 49

1091 A comparison of genomic selection methods for breeding value prediction. Science Bulletin, 2015, 60,
925-935. 4.3 47



61

Citation Report

# Article IF Citations

1092 Does natural selection favour taller stature among the tallest people on earth?. Proceedings of the
Royal Society B: Biological Sciences, 2015, 282, 20150211. 1.2 66

1093 Genome-wide association analysis demonstrates the highly polygenic character of age-related hearing
impairment. European Journal of Human Genetics, 2015, 23, 110-115. 1.4 84

1094 Epigenetic variation in the Egfr gene generates quantitative variation in a complex trait in ants. Nature
Communications, 2015, 6, 6513. 5.8 99

1095 Shrinkage estimation of the genomic relationship matrix can improve genomic estimated breeding
values in the training set. Theoretical and Applied Genetics, 2015, 128, 693-703. 1.8 16

1096 Scripps Genome ADVISER: Annotation and Distributed Variant Interpretation SERver. PLoS ONE, 2015, 10,
e0116815. 1.1 17

1097 Efficient Multiple-Trait Association and Estimation of Genetic Correlation Using the Matrix-Variate
Linear Mixed Model. Genetics, 2015, 200, 59-68. 1.2 64

1098 A review of study designs and statistical methods for genomic epidemiology studies using next
generation sequencing. Frontiers in Genetics, 2015, 6, 149. 1.1 48

1099 Evolutionary behavioral genetics. Current Opinion in Behavioral Sciences, 2015, 2, 73-80. 2.0 26

1101 Marker-trait association study for sucrose and yield contributing traits in sugarcane (Saccharum spp.) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (hybrid). Euphytica, 2015, 205, 185-201.0.6 33

1102 Including overseas performance information in genomic evaluations of Australian dairy cattle.
Journal of Dairy Science, 2015, 98, 3443-3459. 1.4 21

1103 Polygenic Overlap Between C-Reactive Protein, Plasma Lipids, and Alzheimer Disease. Circulation, 2015,
131, 2061-2069. 1.6 145

1104 Human Adaptation to Arsenic-Rich Environments. Molecular Biology and Evolution, 2015, 32, 1544-1555. 3.5 113

1105 Half dozen of one, six billion of the other: What can small- and large-scale molecular systems biology
learn from one another?. Genome Research, 2015, 25, 1466-1472. 2.4 19

1106 Partitioning heritability by functional annotation using genome-wide association summary statistics.
Nature Genetics, 2015, 47, 1228-1235. 9.4 2,045

1107 An atlas of genetic correlations across human diseases and traits. Nature Genetics, 2015, 47, 1236-1241. 9.4 3,145

1108
Genome-wide association study of body weight in Australian Merino sheep reveals an orthologous
region on OAR6 to human and bovine genomic regions affecting height and weight. Genetics Selection
Evolution, 2015, 47, 66.

1.2 105

1109 Dearth of polymorphism associated with a sustained response to selection for flowering time in
maize. BMC Evolutionary Biology, 2015, 15, 103. 3.2 18

1110 Genetic influence on age at first birth of female twins born in the UK, 1919â€“68. Population Studies,
2015, 69, 129-145. 1.1 27



62

Citation Report

# Article IF Citations

1111 Contrasting genetic architectures of schizophrenia and other complex diseases using fast
variance-components analysis. Nature Genetics, 2015, 47, 1385-1392. 9.4 431

1112 MicroRNAs enrichment in GWAS of complex human phenotypes. BMC Genomics, 2015, 16, 304. 1.2 24

1113 Genes, psychological traits and civic engagement. Philosophical Transactions of the Royal Society B:
Biological Sciences, 2015, 370, 20150015. 1.8 24

1114 Genome-wide genetic homogeneity between sexes and populations for human height and body mass
index. Human Molecular Genetics, 2015, 24, 7445-7449. 1.4 67

1115 Genes associated with RSV lower respiratory tract infection and asthma: the application of genetic
epidemiological methods to understand causality. Future Virology, 2015, 10, 883-897. 0.9 32

1116 Meta-analysis of twin studies highlights the importance of genetic variation in primary school
educational achievement. Trends in Neuroscience and Education, 2015, 4, 69-76. 1.5 78

1117 SNPs and SNVs in forensic science. Forensic Science International: Genetics Supplement Series, 2015, 5,
e267-e268. 0.1 4

1118 Variation and covariation in strongyle infection in East African shorthorn zebu calves. Parasitology,
2015, 142, 499-511. 0.7 3

1119 Novel directions for GÂ Ã—Â E analysis in psychiatry. Epidemiology and Psychiatric Sciences, 2015, 24, 12-19. 1.8 10

1120 A Rosetta stone for epidemiology: genomic risk profile scores contain clues related to modifiable risk
factors. Epidemiology and Psychiatric Sciences, 2015, 24, 1-5. 1.8 15

1121 A Note on the Relations Between Spatio-Genetic Models. Journal of Computational Biology, 2015, 22,
905-917. 0.8 5

1122 Estimation of genetic parameters and detection of quantitative trait loci for minerals in Danish
Holstein and Danish Jersey milk. BMC Genetics, 2015, 16, 52. 2.7 33

1123 Two-Variance-Component Model Improves Genetic Prediction in Family Datasets. American Journal of
Human Genetics, 2015, 97, 677-690. 2.6 26

1124 Recent genomic heritage in Scotland. BMC Genomics, 2015, 16, 437. 1.2 46

1125 Genetic Architecture of White Matter Hyperintensities Differs in Hypertensive and Nonhypertensive
Ischemic Stroke. Stroke, 2015, 46, 348-353. 1.0 25

1126 Hot topic: Definition and implementation of a breeding value for feed efficiency in dairy cows. Journal
of Dairy Science, 2015, 98, 7340-7350. 1.4 99

1127 Genetic Architecture of Lacunar Stroke. Stroke, 2015, 46, 2407-2412. 1.0 33

1128 The Fourth Law of Behavior Genetics. Current Directions in Psychological Science, 2015, 24, 304-312. 2.8 314



63

Citation Report

# Article IF Citations

1129 Quantitative genetics of disease traits. Journal of Animal Breeding and Genetics, 2015, 132, 198-203. 0.8 13

1130 Heterogeneity of genetic architecture of body size traits in a freeâ€•living population. Molecular
Ecology, 2015, 24, 1810-1830. 2.0 72

1131 Genetic and environmental control of host-gut microbiota interactions. Genome Research, 2015, 25,
1558-1569. 2.4 288

1132
Single Nucleotide Polymorphism Heritability of Behavior Problems in Childhood: Genome-Wide
Complex Trait Analysis. Journal of the American Academy of Child and Adolescent Psychiatry, 2015, 54,
737-744.

0.3 40

1133 Ridge, Lasso and Bayesian additive-dominance genomic models. BMC Genetics, 2015, 16, 105. 2.7 53

1134 Heritability estimates of the Big Five personality traits based on common genetic variants.
Translational Psychiatry, 2015, 5, e604-e604. 2.4 176

1135 Iron and hepcidin as risk factors in atherosclerosis: what do the genes say?. BMC Genetics, 2015, 16, 79. 2.7 23

1136 Genomeâ€•wide association of droughtâ€•related and biomass traits with HapMap SNPs in <i>Medicago
truncatula</i>. Plant, Cell and Environment, 2015, 38, 1997-2011. 2.8 69

1137 Genetics of coronary artery disease: Short people at risk?. Expert Review of Cardiovascular Therapy,
2015, 13, 1169-1172. 0.6 5

1138
Reply to Lee: Downward bias in heritability estimation is not due to simplified linkage equilibrium SNP
simulation. Proceedings of the National Academy of Sciences of the United States of America, 2015, 112,
E5452-E5453.

3.3 1

1139 Using selection index theory to estimate consistency of multi-locus linkage disequilibrium across
populations. BMC Genetics, 2015, 16, 87. 2.7 14

1140 A GWAS assessment of the contribution of genomic imprinting to the variation of body mass index in
mice. BMC Genomics, 2015, 16, 576. 1.2 8

1141 C9orf72 hexanucleotide repeat expansions in Chinese sporadic amyotrophic lateral sclerosis.
Neurobiology of Aging, 2015, 36, 2660.e1-2660.e8. 1.5 50

1142 Genetic sharing and heritability of paediatric age of onset autoimmune diseases. Nature
Communications, 2015, 6, 8442. 5.8 58

1143 Genomic approaches to selection in outcrossing perennials: focus on essential oil crops. Theoretical
and Applied Genetics, 2015, 128, 2351-2365. 1.8 23

1144 Population Genomics for Understanding Adaptation in Wild Plant Species. Annual Review of Genetics,
2015, 49, 315-338. 3.2 94

1145 Genomic prediction using imputed whole-genome sequence data in Holstein Friesian cattle. Genetics
Selection Evolution, 2015, 47, 71. 1.2 104

1146 Epigenetic inheritance and the missing heritability. Human Genomics, 2015, 9, 17. 1.4 203



64

Citation Report

# Article IF Citations

1147 Heritability of Individual Psychotic Experiences Captured by Common Genetic Variants in a Community
Sample of Adolescents. Behavior Genetics, 2015, 45, 493-502. 1.4 31

1148 Height and Breast Cancer Risk: Evidence From Prospective Studies and Mendelian Randomization.
Journal of the National Cancer Institute, 2015, 107, djv219. 3.0 99

1149 Integrating Multiple Correlated Phenotypes for Genetic Association Analysis by Maximizing
Heritability. Human Heredity, 2015, 79, 93-104. 0.4 18

1150 Genetic variance estimation with imputed variants finds negligible missing heritability for human
height and body mass index. Nature Genetics, 2015, 47, 1114-1120. 9.4 709

1151 Modeling Epistasis in Genomic Selection. Genetics, 2015, 201, 759-768. 1.2 210

1152 Museum samples reveal rapid evolution by wild honey bees exposed to a novel parasite. Nature
Communications, 2015, 6, 7991. 5.8 81

1153 Predicting facial characteristics from complex polygenic variations. Forensic Science International:
Genetics, 2015, 19, 263-268. 1.6 11

1154 The Genome-Wide Influence on Human BMI Depends on Physical Activity, Life Course, and Historical
Period. Demography, 2015, 52, 1651-1670. 1.2 36

1155 JEPEG: a summary statistics based tool for gene-level joint testing of functional variants.
Bioinformatics, 2015, 31, 1176-1182. 1.8 27

1156 The UK10K project identifies rare variants in health and disease. Nature, 2015, 526, 82-90. 13.7 1,014

1157 Population genetic differentiation of height and body mass index across Europe. Nature Genetics, 2015,
47, 1357-1362. 9.4 227

1158 Common polygenic variation contributes to risk of migraine in the Norfolk Island population. Human
Genetics, 2015, 134, 1079-1087. 1.8 9

1159 Estimation of Genetic Relationships Between Individuals Across Cohorts and Platforms: Application
to Childhood Height. Behavior Genetics, 2015, 45, 514-528. 1.4 20

1160 Assessment of Genetic Heterogeneity in Structured Plant Populations Using Multivariate
Whole-Genome Regression Models. Genetics, 2015, 201, 323-337. 1.2 58

1161 Dominant Genetic Variation and Missing Heritability for Human Complex Traits: Insights from Twin
versus Genome-wide Common SNP Models. American Journal of Human Genetics, 2015, 97, 708-714. 2.6 45

1162 Genetic basis of transcriptome diversity in <i>Drosophila melanogaster</i>. Proceedings of the
National Academy of Sciences of the United States of America, 2015, 112, E6010-9. 3.3 134

1163 Characterizing homozygosity across United States, New Zealand and Australian Jersey cow and bull
populations. BMC Genomics, 2015, 16, 187. 1.2 22

1164 Analysis of runs of homozygosity and their relationship with inbreeding in five cattle breeds farmed
in Italy. Animal Genetics, 2015, 46, 110-121. 0.6 228



65

Citation Report

# Article IF Citations

1165 The distribution of genetic variance across phenotypic space and the response to selection. Molecular
Ecology, 2015, 24, 2056-2072. 2.0 58

1166 Exome sequencing followed by genotyping suggests SYPL2 as a susceptibility gene for morbid obesity.
European Journal of Human Genetics, 2015, 23, 1216-1222. 1.4 21

1167 Gray and white matter structures in the midcingulate cortex region contribute to body mass index in
Chinese young adults. Brain Structure and Function, 2015, 220, 319-329. 1.2 48

1168 Genetic variations in the serotoninergic system and environmental factors contribute to aggressive
behavior in Chinese adolescents. Physiology and Behavior, 2015, 138, 62-68. 1.0 6

1169 Genetics and intelligence differences: five special findings. Molecular Psychiatry, 2015, 20, 98-108. 4.1 488

1170 Genomic architecture of human neuroanatomical diversity. Molecular Psychiatry, 2015, 20, 1011-1016. 4.1 50

1171 Relatedness in the post-genomic era: is it still useful?. Nature Reviews Genetics, 2015, 16, 33-44. 7.7 228

1172 Genetics of Complex Traits in Psychiatry. Biological Psychiatry, 2015, 77, 36-42. 0.7 47

1173 A joint history of the nature of genetic variation and the nature of schizophrenia. Molecular
Psychiatry, 2015, 20, 77-83. 4.1 35

1174 Technical note: A successive over-relaxation preconditioner to solve mixed model equations for
genetic evaluation1. Journal of Animal Science, 2016, 94, 4530-4535. 0.2 2

1175 Understanding Pathophysiology of Sporadic Parkinson's Disease in Drosophila Model: Potential
Opportunities and Notable Limitations. , 0, , . 6

1176 Kernel machine regression in neuroimaging genetics. , 2016, , 31-68. 3

1177 Regulatory polymorphisms modulate the expression of HLA class II molecules and promote
autoimmunity. ELife, 2016, 5, . 2.8 113

1178 Common susceptibility variants are shared between schizophrenia and psoriasis in the Han Chinese
population. Journal of Psychiatry and Neuroscience, 2016, 41, 413-421. 1.4 19

1179 Genetics of stroke. , 0, , 129-144. 0

1180
Detection of genetic variation affecting milk coagulation properties in Danish Holstein dairy cattle by
analyses of pooled whole-genome sequences from phenotypically extreme samples (pool-seq)1. Journal
of Animal Science, 2016, 94, 1365-1376.

0.2 4

1181 Estimating Effect Sizes and Expected Replication Probabilities from GWAS Summary Statistics.
Frontiers in Genetics, 2016, 7, 15. 1.1 40

1182 Reflections on the Field of Human Genetics: A Call for Increased Disease Genetics Theory. Frontiers in
Genetics, 2016, 7, 106. 1.1 1



66

Citation Report

# Article IF Citations

1183 Genetic Causes of Autism Spectrum Disorders. , 2016, , 13-24. 6

1184 Cryptic Genetic Variation in Evolutionary Developmental Genetics. Biology, 2016, 5, 28. 1.3 21

1185 Prediction of non-muscle invasive bladder cancer outcomes assessed by innovative multimarker
prognostic models. BMC Cancer, 2016, 16, 351. 1.1 8

1186 Fitness consequences of polymorphic inversions in the zebra finch genome. Genome Biology, 2016, 17,
199. 3.8 50

1187 Genome-Wide Analysis Reveals Novel Regulators of Growth in Drosophila melanogaster. PLoS
Genetics, 2016, 12, e1005616. 1.5 55

1188 The Genetic Architecture of Quantitative Traits Cannot Be Inferred from Variance Component
Analysis. PLoS Genetics, 2016, 12, e1006421. 1.5 158

1189 On the Accuracy of Genomic Selection. PLoS ONE, 2016, 11, e0156086. 1.1 38

1190 An Upper Bound for Accuracy of Prediction Using GBLUP. PLoS ONE, 2016, 11, e0161054. 1.1 53

1191 A Data Fusion Approach to Enhance Association Study in Epilepsy. PLoS ONE, 2016, 11, e0164940. 1.1 4

1192 The Adapting Mind in the Genomic Era. Frontiers in Psychology, 2016, 7, 78. 1.1 4

1193 The genetic architecture of type 2 diabetes. Nature, 2016, 536, 41-47. 13.7 952

1194 Selection and explosive growth alter genetic architecture and hamper the detection of causal rare
variants. Genome Research, 2016, 26, 863-873. 2.4 63

1195 Partial genotyping at polymorphic markers can improve heritability estimates in sibling groups.
Molecular Ecology Resources, 2016, 16, 1340-1352. 2.2 4

1196 Childhood peer network characteristics: genetic influences and links with early mental health
trajectories. Journal of Child Psychology and Psychiatry and Allied Disciplines, 2016, 57, 687-694. 3.1 8

1197 The contribution of dominance to phenotype prediction in a pine breeding and simulated population.
Heredity, 2016, 117, 33-41. 1.2 72

1198 Genome-wide association study of behavioral, physiological and gene expression traits in outbred
CFW mice. Nature Genetics, 2016, 48, 919-926. 9.4 119

1199 Decomposing genomic variance using information from <scp>GWA</scp>,<scp> GWE</scp>Â and
<scp>eQTL</scp> analysis. Animal Genetics, 2016, 47, 165-173. 0.6 8

1200 Enrichment of SNPs in Functional Categories Reveals Genes Affecting Complex Traits. Human
Mutation, 2016, 37, 820-826. 1.1 3



67

Citation Report

# Article IF Citations

1201 Metaâ€•Analysis of Genomeâ€•Wide Association Studies with Correlated Individuals: Application to the
Hispanic Community Health Study/Study of Latinos (HCHS/SOL). Genetic Epidemiology, 2016, 40, 492-501. 0.6 16

1202 Preschool Drawing and School Mathematics: The Nature of the Association. Child Development, 2016,
87, 929-943. 1.7 6

1203 Linear mixed model for heritability estimation that explicitly addresses environmental variation.
Proceedings of the National Academy of Sciences of the United States of America, 2016, 113, 7377-7382. 3.3 75

1204 Evolutionary Biology in Economics: A Review. Economic Record, 2016, 92, 291-312. 0.2 19

1205 Association of polymorphisms in the aldosterone-regulated sodium reabsorption pathway with blood
pressure among Hispanics. BMC Proceedings, 2016, 10, 343-348. 1.8 2

1206 Skeletal variation in Tennessee Walking Horses maps to the<i>LCORL/NCAPG</i>gene region.
Physiological Genomics, 2016, 48, 325-335. 1.0 25

1207 Genomic prediction using preselected DNA variants from a GWAS with whole-genome sequence data in
Holsteinâ€“Friesian cattle. Genetics Selection Evolution, 2016, 48, 95. 1.2 89

1208 Genomic selection: A paradigm shift in animal breeding. Animal Frontiers, 2016, 6, 6-14. 0.8 332

1209 On high-dimensional misspecified mixed model analysis in genome-wide association study. Annals of
Statistics, 2016, 44, . 1.4 38

1211 Nature or Nurture â€“ Will Epigenomics Solve the Dilemma?. Studia Humana, 2016, 5, 13-36. 0.1 1

1212 A hybrid expectation maximisation and MCMC sampling algorithm to implement Bayesian mixture model
based genomic prediction and QTL mapping. BMC Genomics, 2016, 17, 744. 1.2 18

1213 Genome-wide single nucleotide polymorphism heritability of nicotine dependence as a
multidimensional phenotype. Psychological Medicine, 2016, 46, 2059-2069. 2.7 19

1214 Novel loci and pathways significantly associated with longevity. Scientific Reports, 2016, 6, 21243. 1.6 145

1215 Genomewide association study of methane emissions in Angus beef cattle with validation in dairy
cattle1. Journal of Animal Science, 2016, 94, 4151-4166. 0.2 41

1216 A method to estimate the contribution of regional genetic associations to complex traits from
summary association statistics. Scientific Reports, 2016, 6, 27644. 1.6 5

1217 BESSiE: a software for linear model BLUP and Bayesian MCMC analysis of large-scale genomic data.
Genetics Selection Evolution, 2016, 48, 63. 1.2 14

1218 KDSNP: A kernel-based approach to detecting high-order SNP interactions. Journal of Bioinformatics
and Computational Biology, 2016, 14, 1644003. 0.3 3

1219
Controlling the joint local false discovery rate is more powerful than meta-analysis methods in joint
analysis of summary statistics from multiple genome-wide association studies. Bioinformatics, 2017, 33,
500-507.

1.8 21



68

Citation Report

# Article IF Citations

1221 Genetic risk assessment of the joint effect of several genes: Critical appraisal. Russian Journal of
Genetics, 2016, 52, 757-769. 0.2 4

1222 Models for Genome Ã— Environment Interaction: Examples in Livestock. Crop Science, 2016, 56, 2251-2259. 0.8 43

1224 Estimation of number and size of QTL effects in forest tree traits. Tree Genetics and Genomes, 2016, 12,
1. 0.6 65

1225
Genomewide association analysis of sow lactation performance traits in lines of Yorkshire pigs
divergently selected for residual feed intake during growâ€“finish phase1. Journal of Animal Science,
2016, 94, 2317-2331.

0.2 6

1226 Improving Genetic Gain with Genomic Selection in Autotetraploid Potato. Plant Genome, 2016, 9,
plantgenome2016.02.0021. 1.6 115

1227 GWAS: a milestone in the road from genotypes to phenotypes. , 2016, , 12-25. 1

1228 Introduction to statistical methods in genome-wide association studies. , 0, , 26-52. 0

1229 Genome-wide association analysis in schizophrenia. , 0, , 106-122. 0

1230 Genome-wide association studies of growth traits in three dairy cattle breeds using whole-genome
sequence data1. Journal of Animal Science, 2016, 94, 1426-1437. 0.2 27

1231 An integrated genomic approach for the study of mandibular prognathism in the European seabass
(Dicentrarchus labrax). Scientific Reports, 2016, 6, 38673. 1.6 11

1232 Genomic heritabilities and genomic estimated breeding values for methane traits in Angus cattle1.
Journal of Animal Science, 2016, 94, 902-908. 0.2 43

1233 Genomic selection for tolerance to heat stress in Australian dairy cattle. Journal of Dairy Science,
2016, 99, 2849-2862. 1.4 143

1234 Genome-wide association study of cognitive functions and educational attainment in UK Biobank
(N=112â€‰151). Molecular Psychiatry, 2016, 21, 758-767. 4.1 317

1235 Genomic insights into ayurvedic and western approaches to personalized medicine. Journal of
Genetics, 2016, 95, 209-228. 0.4 59

1236 Population-based approaches to genetics of migraine. Cephalalgia, 2016, 36, 692-703. 1.8 11

1237 Genome-Wide Estimates of Heritability for Social Demographic Outcomes. Biodemography and Social
Biology, 2016, 62, 1-18. 0.4 8

1238 Advances in Exercise, Fitness, and Performance Genomics in 2015. Medicine and Science in Sports and
Exercise, 2016, 48, 1906-1916. 0.2 52

1239 Converging findings from linkage and association analyses on susceptibility genes for smoking and
other addictions. Molecular Psychiatry, 2016, 21, 992-1008. 4.1 33



69

Citation Report

# Article IF Citations

1240 The path from big data to precision medicine. Expert Review of Precision Medicine and Drug
Development, 2016, 1, 129-143. 0.4 37

1241 GWAS in myopia: insights into disease and implications for the clinic. Expert Review of
Ophthalmology, 2016, 11, 101-110. 0.3 5

1242 A general framework for meta-analyzing dependent studies with overlapping subjects in association
mapping. Human Molecular Genetics, 2016, 25, 1857-1866. 1.4 42

1243 A General Approximation for the Dynamics of Quantitative Traits. Genetics, 2016, 202, 1523-1548. 1.2 10

1244 Osteoporosis and Bone Mass Disorders: From Gene Pathways to Treatments. Trends in Endocrinology
and Metabolism, 2016, 27, 262-281. 3.1 108

1245 Accounting for dominance to improve genomic evaluations of dairy cows for fertility and milk
production traits. Genetics Selection Evolution, 2016, 48, 8. 1.2 74

1246 Factors influencing the effect size distribution of adaptive substitutions. Proceedings of the Royal
Society B: Biological Sciences, 2016, 283, 20153065. 1.2 84

1247 Common and rare forms of diabetes mellitus: towards a continuum of diabetes subtypes. Nature
Reviews Endocrinology, 2016, 12, 394-406. 4.3 112

1248 Assessing the genetic architecture of epithelial ovarian cancer histological subtypes. Human Genetics,
2016, 135, 741-756. 1.8 19

1250 Genetic variants associated with subjective well-being, depressive symptoms, and neuroticism
identified through genome-wide analyses. Nature Genetics, 2016, 48, 624-633. 9.4 870

1251
Estimating Telomere Length Heritability in an Unrelated Sample of Adults: Is Heritability of Telomere
Length Modified by Life Course Socioeconomic Status?. Biodemography and Social Biology, 2016, 62,
73-86.

0.4 22

1252 GenoMatrix: A Software Package for Pedigree-Based and Genomic Prediction Analyses on Complex
Traits. Journal of Heredity, 2016, 107, 372-379. 1.0 24

1253 Genome-wide analysis of over 106â€‰000 individuals identifies 9 neuroticism-associated loci. Molecular
Psychiatry, 2016, 21, 749-757. 4.1 220

1254 Pharmacogenomics in diabetes mellitus: insights into drug action and drug discovery. Nature Reviews
Endocrinology, 2016, 12, 337-346. 4.3 47

1255 Increased Proportion of Variance Explained and Prediction Accuracy of Survival of Breast Cancer
Patients with Use of Whole-Genome Multiomic Profiles. Genetics, 2016, 203, 1425-1438. 1.2 49

1256 Developing and evaluating polygenic risk prediction models for stratified disease prevention. Nature
Reviews Genetics, 2016, 17, 392-406. 7.7 559

1257 Runs of homozygosity and inbreeding in thyroid cancer. BMC Cancer, 2016, 16, 227. 1.1 17

1258 Opportunities and challenges of big data for the social sciences: The case of genomic data. Social
Science Research, 2016, 59, 13-22. 1.1 28



70

Citation Report

# Article IF Citations

1259 Separating the wheat from the chaff: systematic identification of functionally relevant noncoding
variants in ADHD. Molecular Psychiatry, 2016, 21, 1589-1598. 4.1 7

1260 Morphometricity as a measure of the neuroanatomical signature of a trait. Proceedings of the
National Academy of Sciences of the United States of America, 2016, 113, E5749-56. 3.3 53

1261 Examination of the Involvement of Cholinergic-Associated Genes in Nicotine Behaviors in European
and African Americans. Nicotine and Tobacco Research, 2016, 19, ntw200. 1.4 6

1262 Human Phenotypic Diversity. Current Topics in Developmental Biology, 2016, 119, 349-390. 1.0 6

1263 Detection of human adaptation during the past 2000 years. Science, 2016, 354, 760-764. 6.0 336

1264 Genome-wide associations for birth weight and correlations with adult disease. Nature, 2016, 538,
248-252. 13.7 406

1265 On the maintenance of genetic variation and adaptation to environmental change: considerations
from population genomics in fishes. Journal of Fish Biology, 2016, 89, 2519-2556. 0.7 187

1266 Study of the optimum haplotype length to build genomic relationship matrices. Genetics Selection
Evolution, 2016, 48, 75. 1.2 15

1267 What is the probability of replicating a statistically significant association in genome-wide
association studies?. Briefings in Bioinformatics, 2017, 18, bbw091. 3.2 3

1268 Quantitative magnetic resonance imaging traits as endophenotypes for genetic mapping in epilepsy.
NeuroImage: Clinical, 2016, 12, 526-534. 1.4 15

1269 Detecting polygenic selection in marine populations by combining population genomics and
quantitative genetics approaches. Environmental Epigenetics, 2016, 62, 603-616. 0.9 67

1270 Epigenetics and inheritance of phenotype variation in livestock. Epigenetics and Chromatin, 2016, 9, 31. 1.8 83

1271 Genomic prediction of coronary heart disease. European Heart Journal, 2016, 37, 3267-3278. 1.0 277

1272 Genetics of complex traits: prediction of phenotype, identification of causal polymorphisms and
genetic architecture. Proceedings of the Royal Society B: Biological Sciences, 2016, 283, 20160569. 1.2 118

1273 Genome-wide scans reveal variants at EDAR predominantly affecting hair straightness in Han Chinese
and Uyghur populations. Human Genetics, 2016, 135, 1279-1286. 1.8 27

1274 On the reconciliation of missing heritability for genome-wide association studies. European Journal
of Human Genetics, 2016, 24, 1810-1816. 1.4 11

1275 Specific alleles at immune genes, rather than genomeâ€•wide heterozygosity, are related to immunity and
survival in the critically endangered Attwater's prairieâ€•chicken. Molecular Ecology, 2016, 25, 4730-4744. 2.0 61

1276 The genetic architecture of resistance to virus infection in <i>Drosophila</i>. Molecular Ecology,
2016, 25, 5228-5241. 2.0 50



71

Citation Report

# Article IF Citations

1277 Shared genetic contribution to ischemic stroke and Alzheimer's disease. Annals of Neurology, 2016, 79,
739-747. 2.8 56

1278 Polygenic Epidemiology. Genetic Epidemiology, 2016, 40, 268-272. 0.6 160

1279 Genetics in Parkinson disease: Mendelian versus nonâ€•Mendelian inheritance. Journal of
Neurochemistry, 2016, 139, 59-74. 2.1 390

1280 Possible relationship between common genetic variation and white matter development in a pilot
study of preterm infants. Brain and Behavior, 2016, 6, e00434. 1.0 25

1281 Accuracy of genomic selection for age at puberty in a multiâ€•breed population of tropically adapted beef
cattle. Animal Genetics, 2016, 47, 3-11. 0.6 15

1282 Polyceraty (multiâ€•horns) in Damara sheep maps to ovine chromosome 2. Animal Genetics, 2016, 47,
263-266. 0.6 15

1283 Multiscale Modeling of Geneâ€“Behavior Associations in an Artificial Neural Network Model of
Cognitive Development. Cognitive Science, 2016, 40, 51-99. 0.8 10

1284
GCTA-GREML accounts for linkage disequilibrium when estimating genetic variance from genome-wide
SNPs. Proceedings of the National Academy of Sciences of the United States of America, 2016, 113,
E4579-80.

3.3 45

1285 Reply to Yang et al.: GCTA produces unreliable heritability estimates. Proceedings of the National
Academy of Sciences of the United States of America, 2016, 113, E4581. 3.3 7

1286 Robust logistic regression to narrow down the winnerâ€™s curse for rare and recessive susceptibility
variants. Briefings in Bioinformatics, 2016, 18, bbw074. 3.2 2

1287 Genomics advances the study of inbreeding depression in the wild. Evolutionary Applications, 2016, 9,
1205-1218. 1.5 200

1289 Effector-Triggered Immune Response in <i>Arabidopsis thaliana</i> Is a Quantitative Trait. Genetics,
2016, 204, 337-353. 1.2 38

1290 Gender and genetic contributions to weight identity among adolescents and young adults in the U.S..
Social Science and Medicine, 2016, 165, 99-107. 1.8 3

1291 Coding and noncoding variants in <i>HFM1</i>, <i>MLH3</i>, <i>MSH4</i>, <i>MSH5</i>, <i>RNF212</i>,
and <i>RNF212B</i> affect recombination rate in cattle. Genome Research, 2016, 26, 1323-1332. 2.4 77

1292 Multidimensional heritability analysis of neuroanatomical shape. Nature Communications, 2016, 7,
13291. 5.8 68

1293 Comparative analysis of the GBLUP, emBayesB, and GWAS algorithms to predict genetic values in large
yellow croaker (Larimichthys crocea). BMC Genomics, 2016, 17, 460. 1.2 43

1294 Modeling disease risk through analysis of physical interactions between genetic variants within
chromatin regulatory circuitry. Nature Genetics, 2016, 48, 1313-1320. 9.4 57

1295 Whole-exome sequencing to identify genetic risk variants underlying inhibitor development in severe
hemophilia A patients. Blood, 2016, 127, 2924-2933. 0.6 29



72

Citation Report

# Article IF Citations

1296 The genetic and phenotypic variability of interspecific hybrid bermudagrasses (Cynodon dactylon (L.)) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 742 Td (Pers. Ã— C. transvaalensis Burtt-Davy) used on golf course putting greens. Planta, 2016, 244, 761-773.1.6 18

1297 Associated effects of copy number variants on economically important traits in Spanish Holstein
dairy cattle. Journal of Dairy Science, 2016, 99, 6371-6380. 1.4 38

1298 Impact of fitting dominance and additive effects on accuracy of genomic prediction of breeding values
in layers. Journal of Animal Breeding and Genetics, 2016, 133, 334-346. 0.8 24

1299 Tunable Design of Gold(III)â€“Doxorubicin Complexâ€“PEGylated Nanocarrier. The Golden Doxorubicin
for Oncological Applications. ACS Applied Materials &amp; Interfaces, 2016, 8, 19946-19957. 4.0 49

1300 Contribution of Genetic Epidemiology to Our Understanding of Psychiatric Disorders. , 2016, , 27-50. 0

1301 Role of Genetic Factors in Pathophysiology of Multiple Sclerosis. , 2016, , 153-180. 2

1302
A novel method for quantifying the rate of embryogenesis uncovers considerable genetic variation
for the duration of embryonic development in Drosophila melanogaster. BMC Evolutionary Biology,
2016, 16, 200.

3.2 9

1303 Assessment of polygenic effects links primary open-angle glaucoma and age-related macular
degeneration. Scientific Reports, 2016, 6, 26885. 1.6 21

1304 Quantitative Genetic Variation, Comparing Patterns of. , 2016, , 377-387. 1

1305
SNP-based heritability estimates of the personality dimensions and polygenic prediction of both
neuroticism and major depression: findings from CONVERGE. Translational Psychiatry, 2016, 6,
e926-e926.

2.4 33

1306 GLITTER: a web-based application for gene link inspection through tissue-specific coexpression.
Scientific Reports, 2016, 6, 33460. 1.6 3

1307 Genetic Risk Factors for Ischemic and Hemorrhagic Stroke. Current Cardiology Reports, 2016, 18, 124. 1.3 109

1308 Differential Effects of Environmental and Genetic Factors on T and B Cell Immune Traits. Cell Reports,
2016, 17, 2474-2487. 2.9 154

1309 Toward Marker-assisted Breeding for Root Architecture Traits in Southern Highbush Blueberry.
Journal of the American Society for Horticultural Science, 2016, 141, 414-424. 0.5 6

1310 Atlas of prostate cancer heritability in European and African-American men pinpoints tissue-specific
regulation. Nature Communications, 2016, 7, 10979. 5.8 50

1311 Heritability of Recurrent Exertional Rhabdomyolysis in Standardbred and Thoroughbred Racehorses
Derived From SNP Genotyping Data. Journal of Heredity, 2016, 107, 537-543. 1.0 17

1312 Defining a Contemporary Ischemic Heart Disease Genetic Risk Profile Using Historical Data.
Circulation: Cardiovascular Genetics, 2016, 9, 521-530. 5.1 7

1313 Evidence for sex-specific genetic architectures across a spectrum of human complex traits. Genome
Biology, 2016, 17, 166. 3.8 83



73

Citation Report

# Article IF Citations

1314 Crowdsourced assessment of common genetic contribution to predicting anti-TNF treatment
response in rheumatoid arthritis. Nature Communications, 2016, 7, 12460. 5.8 73

1315 Introduction to Statistical Methods for Integrative Data Analysis in Genome-Wide Association
Studies. , 2016, , 3-23. 3

1316 A Functional Genomics Approach to Understand Variation in Cytokine Production in Humans. Cell,
2016, 167, 1099-1110.e14. 13.5 275

1317 Powerful decomposition of complex traits in a diploid model. Nature Communications, 2016, 7, 13311. 5.8 34

1318 Empirical determination of breed-of-origin of alleles in three-breed cross pigs. Genetics Selection
Evolution, 2016, 48, 55. 1.2 31

1321 Genome-Wide Association Studies with a Genomic Relationship Matrix: A Case Study with Wheat and
<i>Arabidopsis</i>. G3: Genes, Genomes, Genetics, 2016, 6, 3241-3256. 0.8 32

1322 Identifying genetically driven clinical phenotypes using linear mixed models. Nature Communications,
2016, 7, 11433. 5.8 12

1323 Accuracy of heritability estimations in presence of hidden population stratification. Scientific
Reports, 2016, 6, 26471. 1.6 19

1324 Whole genome prediction and heritability of childhood asthma phenotypes. Immunity, Inflammation
and Disease, 2016, 4, 487-496. 1.3 2

1325 variancePartition: interpreting drivers of variation in complex gene expression studies. BMC
Bioinformatics, 2016, 17, 483. 1.2 441

1326
Estimation of genetic parameters and detection of chromosomal regions affecting the major milk
proteins and their post translational modifications in Danish Holstein and Danish Jersey cattle. BMC
Genetics, 2016, 17, 114.

2.7 59

1327 Characterization and management of long runs of homozygosity in parental nucleus lines and their
associated crossbred progeny. Genetics Selection Evolution, 2016, 48, 91. 1.2 25

1328 Efficient Genome-Wide Sequencing and Low-Coverage Pedigree Analysis from Noninvasively Collected
Samples. Genetics, 2016, 203, 699-714. 1.2 76

1329 Genetic Techniques in the Evaluation of Short Stature. Endocrinology and Metabolism Clinics of
North America, 2016, 45, 345-358. 1.2 6

1330 Dissimilarity based Partial Least Squares (DPLS) for genomic prediction from SNPs. BMC Genomics,
2016, 17, 324. 1.2 4

1331 Fast and Accurate Construction of Confidence Intervals for Heritability. American Journal of Human
Genetics, 2016, 98, 1181-1192. 2.6 31

1332 Inter-tissue coexpression network analysis reveals DPP4 as an important gene in heart to blood
communication. Genome Medicine, 2016, 8, 15. 3.6 24

1333 Transethnic Genetic-Correlation Estimates from Summary Statistics. American Journal of Human
Genetics, 2016, 99, 76-88. 2.6 265



74

Citation Report

# Article IF Citations

1334 Identification of Gene Loci That Overlap Between Schizophrenia and Educational Attainment.
Schizophrenia Bulletin, 2017, 43, sbw085. 2.3 56

1335 A comparison of DMET Plus microarray and genome-wide technologies by assessing population
substructure. Pharmacogenetics and Genomics, 2016, 26, 147-153. 0.7 9

1336 The Genetics of Autism Spectrum Disorders. Research and Perspectives in Endocrine Interactions, 2016,
, 101-129. 0.2 47

1337 On the genetic bias of the quarter of birth instrument. Economics and Human Biology, 2016, 21, 137-146. 0.7 8

1338 Whole genome sequencing and its applications in medical genetics. Quantitative Biology, 2016, 4,
115-128. 0.3 7

1339 The IL6R gene polymorphisms are associated with sIL-6R, IgE and lung function in Chinese patients with
asthma. Gene, 2016, 585, 51-57. 1.0 16

1340 Differential contribution of genomic regions to marked genetic variation and prediction of
quantitative traits in broiler chickens. Genetics Selection Evolution, 2016, 48, 10. 1.2 26

1341 Whole-genome sequence data uncover loss of genetic diversity due to selection. Genetics Selection
Evolution, 2016, 48, 33. 1.2 33

1342 Exploiting biological priors and sequence variants enhances QTL discovery and genomic prediction of
complex traits. BMC Genomics, 2016, 17, 144. 1.2 266

1343 Multiple testing correction in linear mixed models. Genome Biology, 2016, 17, 62. 3.8 72

1344 Application of linear mixed models to study genetic stability of height and body mass index across
countries and time. International Journal of Epidemiology, 2016, 45, 417-423. 0.9 5

1345 Socio-Genomic Research Using Genome-Wide Molecular Data. Annual Review of Sociology, 2016, 42,
275-299. 3.1 48

1346 Multikernel linear mixed models for complex phenotype prediction. Genome Research, 2016, 26, 969-979. 2.4 57

1347 Genomic signatures of the plateless phenotype in the threespine stickleback. Ecology and Evolution,
2016, 6, 3161-3173. 0.8 4

1348 Accuracy of genomic prediction using imputed wholeâ€•genome sequence data in white layers. Journal of
Animal Breeding and Genetics, 2016, 133, 167-179. 0.8 61

1349 Genomics of local adaptation with gene flow. Molecular Ecology, 2016, 25, 2144-2164. 2.0 320

1350 Genomic analysis reveals depression due to both individual and maternal inbreeding in a freeâ€•living
mammal population. Molecular Ecology, 2016, 25, 3152-3168. 2.0 79

1351 Genome-wide association mapping of sexual incompatibility genes in cacao (Theobroma cacao L.). Tree
Genetics and Genomes, 2016, 12, 1. 0.6 22



75

Citation Report

# Article IF Citations

1352 Contrasting the Genetic Architecture of 30 Complex Traits from Summary Association Data. American
Journal of Human Genetics, 2016, 99, 139-153. 2.6 348

1353 Evolutionary perspectives on human height variation. Biological Reviews, 2016, 91, 206-234. 4.7 153

1354 Size Matters. Journal of Interpersonal Violence, 2016, 31, 1274-1292. 1.3 12

1355 Complex disease and phenotype mapping in the domestic dog. Nature Communications, 2016, 7, 10460. 5.8 220

1356 Data-Driven Reversible Jump for QTL Mapping. Genetics, 2016, 202, 25-36. 1.2 5

1357 New statistical approaches exploit the polygenic architecture of schizophreniaâ€”implications for the
underlying neurobiology. Current Opinion in Neurobiology, 2016, 36, 89-98. 2.0 53

1358 Uncovering the Genetic Architectures of Quantitative Traits. Computational and Structural
Biotechnology Journal, 2016, 14, 28-34. 1.9 39

1359 Genome-wide analysis of genetic correlation in dementia with Lewy bodies, Parkinson's and
Alzheimer's diseases. Neurobiology of Aging, 2016, 38, 214.e7-214.e10. 1.5 78

1360 Abundant contribution of short tandem repeats to gene expression variation in humans. Nature
Genetics, 2016, 48, 22-29. 9.4 291

1361 Assessing statistical significance in multivariable genome wide association analysis. Bioinformatics,
2016, 32, 1990-2000. 1.8 39

1362 Controversial opinion: evaluation of EGR1 and LAMA2 loci for high myopia in Chinese populations.
Journal of Zhejiang University: Science B, 2016, 17, 225-235. 1.3 4

1363 Chorionicity and Heritability Estimates from Twin Studies: The Prenatal Environment of Twins and
Their Resemblance Across a Large Number of Traits. Behavior Genetics, 2016, 46, 304-314. 1.4 28

1364 Population genomics of divergence among extreme and intermediate color forms in a polymorphic
insect. Ecology and Evolution, 2016, 6, 1075-1091. 0.8 31

1365 Exploring the Genetic Patterns of Complex Diseases via the Integrative Genome-Wide Approach.
IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2016, 13, 557-564. 1.9 10

1366 Statistical Analysis of GWAS. Computational Biology, 2016, , 105-161. 0.1 0

1367
A study of common Mendelian disease carriers across ageing British cohorts: meta-analyses reveal
heterozygosity for alpha 1-antitrypsin deficiency increases respiratory capacity and height. Journal of
Medical Genetics, 2016, 53, 280-288.

1.5 9

1368 Phenotypes and Genotypes. Computational Biology, 2016, , . 0.1 11

1369 A multiple-phenotype imputation method for genetic studies. Nature Genetics, 2016, 48, 466-472. 9.4 93



76

Citation Report

# Article IF Citations

1370 Integrative approaches for large-scale transcriptome-wide association studies. Nature Genetics, 2016,
48, 245-252. 9.4 1,618

1371 Disease and Polygenic Architecture: Avoid Trio Design and Appropriately Account for Unscreened
Control Subjects for Common Disease. American Journal of Human Genetics, 2016, 98, 382-391. 2.6 41

1372 Age-Specific Race and Ethnicity Disparities in HIV Infection and Awareness Among Men Who Have Sex
With Menâ€”20 US Cities, 2008â€“2014. Journal of Infectious Diseases, 2016, 213, 776-783. 1.9 61

1373 Assessing the genetic overlap between BMI and cognitive function. Molecular Psychiatry, 2016, 21,
1477-1482. 4.1 39

1374 Genome-Wide Association Mapping and Genomic Prediction Elucidate the Genetic Architecture of
Morphological Traits in Arabidopsis. Plant Physiology, 2016, 170, 2187-2203. 2.3 77

1375 Limitations of GCTA as a solution to the missing heritability problem. Proceedings of the National
Academy of Sciences of the United States of America, 2016, 113, E61-70. 3.3 84

1376 The Effects of Sequence Variation on Genome-wide NRF2 Bindingâ€”New Target Genes and Regulatory
SNPs. Nucleic Acids Research, 2016, 44, 1760-1775. 6.5 30

1377 An Overview of Genome-Wide Association Studies in Alzheimerâ€™s Disease. Neuroscience Bulletin, 2016,
32, 183-190. 1.5 72

1378 GWASeq: targeted re-sequencing follow up to GWAS. BMC Genomics, 2016, 17, 176. 1.2 7

1379 Multivariate Analysis of Genotypeâ€“Phenotype Association. Genetics, 2016, 202, 1345-1363. 1.2 33

1380
Identification of a novel susceptibility locus at 13q34 and refinement of the 20p12.2 region as a
multi-signal locus associated with bladder cancer risk in individuals of European ancestry. Human
Molecular Genetics, 2016, 25, 1203-1214.

1.4 38

1381 A post-hoc genome-wide association study using matched samples. International Journal of Data
Mining and Bioinformatics, 2016, 14, 197. 0.1 0

1382 Fast Principal-Component Analysis Reveals Convergent Evolution of ADH1B in Europe and East Asia.
American Journal of Human Genetics, 2016, 98, 456-472. 2.6 335

1383 Local True Discovery Rate Weighted Polygenic Scores Using GWAS Summary Data. Behavior Genetics,
2016, 46, 573-582. 1.4 15

1384 Power estimation and sample size determination for replication studies of genome-wide association
studies. BMC Genomics, 2016, 17, 3. 1.2 17

1385 Estimating genomic heritabilities at the level of family-pool samples of perennial ryegrass using
genotyping-by-sequencing. Theoretical and Applied Genetics, 2016, 129, 45-52. 1.8 51

1386 Adult height, nutrition, and population health. Nutrition Reviews, 2016, 74, 149-165. 2.6 272

1387 The Dimensionality of Genomic Information and Its Effect on Genomic Prediction. Genetics, 2016, 203,
573-581. 1.2 81



77

Citation Report

# Article IF Citations

1388 Is Continued Genetic Improvement of Livestock Sustainable?. Genetics, 2016, 202, 877-881. 1.2 75

1389 A Statistical Approach for Testing Cross-Phenotype Effects of Rare Variants. American Journal of
Human Genetics, 2016, 98, 525-540. 2.6 75

1390 A new method for estimating effect size distribution and heritability from genome-wide association
summary results. Human Genetics, 2016, 135, 171-184. 1.8 5

1391 Genome-wide estimate of the heritability of Multiple System Atrophy. Parkinsonism and Related
Disorders, 2016, 22, 35-41. 1.1 42

1392 An Equation to Predict the Accuracy of Genomic Values by Combining Data from Multiple Traits,
Populations, or Environments. Genetics, 2016, 202, 799-823. 1.2 54

1393 Genetical Genomics of Behavior: A Novel Chicken Genomic Model for Anxiety Behavior. Genetics, 2016,
202, 327-340. 1.2 51

1394 Model-free Estimation of Recent Genetic Relatedness. American Journal of Human Genetics, 2016, 98,
127-148. 2.6 331

1395 Misspecification in Mixed-Model-Based Association Analysis. Genetics, 2016, 202, 363-366. 1.2 4

1396 Integrating Nonadditive Genomic Relationship Matrices into the Study of Genetic Architecture of
Complex Traits. Journal of Heredity, 2016, 107, 153-162. 1.0 13

1397 The genetics and neurobiology of ESSENCE: The third Birgit Olsson lecture. Nordic Journal of
Psychiatry, 2016, 70, 1-9. 0.7 16

1398 Prenatal and early life influences on epigenetic age in children: a study of motherâ€“offspring pairs
from two cohort studies. Human Molecular Genetics, 2016, 25, 191-201. 1.4 205

1399 Genetic link between family socioeconomic status and childrenâ€™s educational achievement estimated
from genome-wide SNPs. Molecular Psychiatry, 2016, 21, 437-443. 4.1 128

1400 Meta-analysis of Genome-Wide Association Studies for Extraversion: Findings from the Genetics of
Personality Consortium. Behavior Genetics, 2016, 46, 170-182. 1.4 178

1401 Schizophrenia: A critical view on genetic effects. Psychosis, 2016, 8, 72-84. 0.4 4

1402 Comparing estimates of genetic variance across different relationship models. Theoretical Population
Biology, 2016, 107, 26-30. 0.5 81

1403 Cohort Effects in the Genetic Influence on Smoking. Behavior Genetics, 2016, 46, 31-42. 1.4 31

1404 The Relationship of Common Risk Variants and Polygenic Risk for Schizophrenia to Sensorimotor
Gating. Biological Psychiatry, 2016, 79, 988-996. 0.7 44

1405 Pharmacogenomic variants have larger effect sizes than genetic variants associated with other
dichotomous complex traits. Pharmacogenomics Journal, 2016, 16, 388-392. 0.9 56



78

Citation Report

# Article IF Citations

1406 Estimating Variance Components in Functional Linear Models With Applications to Genetic
Heritability. Journal of the American Statistical Association, 2016, 111, 407-422. 1.8 12

1407
Genomeâ€•wide association study of generalized anxiety symptoms in the Hispanic Community Health
Study/Study of Latinos. American Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2017,
174, 132-143.

1.1 37

1408 Efficient Estimation of Realized Kinship from Single Nucleotide Polymorphism Genotypes. Genetics,
2017, 205, 1063-1078. 1.2 55

1409 Deciphering the genomic architecture of the stickleback brain with a novel multilocus geneâ€•mapping
approach. Molecular Ecology, 2017, 26, 1557-1575. 2.0 20

1410 Genome-wide association study with additional genetic and post-transcriptional analyses reveals
novel regulators of plasma factor XI levels. Human Molecular Genetics, 2017, 26, ddw401. 1.4 35

1411 Guidance for the utility of linear models in meta-analysis of genetic association studies of binary
phenotypes. European Journal of Human Genetics, 2017, 25, 240-245. 1.4 40

1412 Discovery and functional prioritization of Parkinsonâ€™s disease candidate genes from large-scale
whole exome sequencing. Genome Biology, 2017, 18, 22. 3.8 96

1413 Gray matter heritability in familyâ€•based and populationâ€•based studies using voxelâ€•based morphometry.
Human Brain Mapping, 2017, 38, 2408-2423. 1.9 9

1414 Genomic predictions can accelerate selection for resistance against Piscirickettsia salmonis in
Atlantic salmon (Salmo salar). BMC Genomics, 2017, 18, 121. 1.2 140

1415 Human Facial Shape and Size Heritability and Genetic Correlations. Genetics, 2017, 205, 967-978. 1.2 70

1416 Association mapping of morphological traits in wild and captive zebra finches: reliable within, but
not between populations. Molecular Ecology, 2017, 26, 1285-1305. 2.0 18

1417 A systematic SNP selection approach to identify mechanisms underlying disease aetiology: linking
height to post-menopausal breast and colorectal cancer risk. Scientific Reports, 2017, 7, 41034. 1.6 10

1418 Using information of relatives in genomic prediction to apply effective stratified medicine. Scientific
Reports, 2017, 7, 42091. 1.6 38

1419 Phenotypic and Genetic Relationship Between BMI and Drinking in a Sample of UK Adults. Behavior
Genetics, 2017, 47, 290-297. 1.4 10

1420 A genomic view of short tandem repeats. Current Opinion in Genetics and Development, 2017, 44, 9-16. 1.5 123

1421 What can genomeâ€•wide association studies tell us about the evolutionary forces maintaining genetic
variation for quantitative traits?. New Phytologist, 2017, 214, 21-33. 3.5 75

1422 Personalized medicine: Genetic risk prediction of drug response. , 2017, 175, 75-90. 47

1423 Genomic prediction of reproduction traits for Merino sheep. Animal Genetics, 2017, 48, 338-348. 0.6 11



79

Citation Report

# Article IF Citations

1424 Association analysis of molecular markers with traits under drought stress in safflower. Crop and
Pasture Science, 2017, 68, 167. 0.7 26

1425 Genome-wide analyses identify common variants associated with macular telangiectasia type 2. Nature
Genetics, 2017, 49, 559-567. 9.4 105

1426 Genetic Regulation of Adipose Gene Expression and Cardio-Metabolic Traits. American Journal of
Human Genetics, 2017, 100, 428-443. 2.6 141

1427 An experimental validation of genomic selection in octoploid strawberry. Horticulture Research,
2017, 4, 16070. 2.9 79

1428 A Guide to Genomeâ€•Wide Association Mapping in Plants. Current Protocols in Plant Biology, 2017, 2,
22-38. 2.8 75

1429 Heritability of vaccine-induced measles neutralizing antibody titers. Vaccine, 2017, 35, 1390-1394. 1.7 13

1430 Genomic and pedigree-based prediction for leaf, stem, and stripe rust resistance in wheat. Theoretical
and Applied Genetics, 2017, 130, 1415-1430. 1.8 99

1431 Long noncoding RNA LINC00305 promotes inflammation by activating the AHRR-NF-ÎºB pathway in human
monocytes. Scientific Reports, 2017, 7, 46204. 1.6 53

1432 Research in Computational Molecular Biology. Lecture Notes in Computer Science, 2017, 10229, 389-390. 1.0 1

1433 Shared genetic influences between dimensional ASD and ADHD symptoms during child and adolescent
development. Molecular Autism, 2017, 8, 18. 2.6 73

1434 Missing heritability: is the gap closing? An analysis of 32 complex traits in the Lifelines Cohort Study.
European Journal of Human Genetics, 2017, 25, 877-885. 1.4 67

1435 Leveraging cell type specific regulatory regions to detect SNPs associated with tissue factor pathway
inhibitor plasma levels. Genetic Epidemiology, 2017, 41, 455-466. 0.6 1

1436 The Yin and Yang of Autism Genetics: How Rare De Novo and Common Variations Affect Liability.
Annual Review of Genomics and Human Genetics, 2017, 18, 167-187. 2.5 44

1437 Mitigation of inbreeding while preserving genetic gain in genomic breeding programs for outbred
plants. Theoretical and Applied Genetics, 2017, 130, 969-980. 1.8 53

1438 A decade of progress on the genetic basis of coronary artery disease. Practical insights for the
internist. European Journal of Internal Medicine, 2017, 41, 10-17. 1.0 14

1439 Investigating the Genetic Architecture of the PR Interval Using Clinical Phenotypes. Circulation:
Cardiovascular Genetics, 2017, 10, . 5.1 8

1440 Inference on the Genetic Basis of Eye and Skin Color in an Admixed Population via Bayesian Linear
Mixed Models. Genetics, 2017, 206, 1113-1126. 1.2 30

1441 Genetic Characterization of Dog Personality Traits. Genetics, 2017, 206, 1101-1111. 1.2 67



80

Citation Report

# Article IF Citations

1442 IGESS: a statistical approach to integrating individual-level genotype data and summary statistics in
genome-wide association studies. Bioinformatics, 2017, 33, 2882-2889. 1.8 12

1443 Heritability of Heart Rate Response to Arousals in Twins. Sleep, 2017, 40, . 0.6 21

1444
Heritability analysis with repeat measurements and its application to resting-state functional
connectivity. Proceedings of the National Academy of Sciences of the United States of America, 2017,
114, 5521-5526.

3.3 122

1445 Genoâ€•Diver: A combined coalescence and forwardâ€•inâ€•time simulator for populations undergoing
selection for complex traits. Journal of Animal Breeding and Genetics, 2017, 134, 553-563. 0.8 8

1446 Flexible results for quadratic forms with applications to variance components estimation. Annals of
Statistics, 2017, 45, . 1.4 14

1447 Animal breeding strategies can improve meat quality attributes within entire populations. Meat
Science, 2017, 132, 6-18. 2.7 36

1448
Variable Susceptibility to Cigarette Smokeâ€“Induced Emphysema in 34 Inbred Strains of Mice Implicates
<i>Abi3bp</i> in Emphysema Susceptibility. American Journal of Respiratory Cell and Molecular
Biology, 2017, 57, 367-375.

1.4 22

1449 Functional characterization of a multi-cancer risk locus on chr5p15.33 reveals regulation of TERT by
ZNF148. Nature Communications, 2017, 8, 15034. 5.8 40

1450 Analysis of Quantitative Trait Loci. Methods in Molecular Biology, 2017, 1526, 191-203. 0.4 1

1451 An Expanded View of Complex Traits: From Polygenic to Omnigenic. Cell, 2017, 169, 1177-1186. 13.5 2,336

1452
Lipid drug conjugate nanoparticle as a potential nanocarrier for the oral delivery of pemetrexed
diacid: Formulation design, characterization, ex vivo , and in vivo assessment. International Journal of
Biological Macromolecules, 2017, 103, 139-151.

3.6 34

1453 Genomic variance estimates: With or without disequilibrium covariances?. Journal of Animal Breeding
and Genetics, 2017, 134, 232-241. 0.8 64

1454 A comparison of identityâ€•byâ€•descent and identityâ€•byâ€•state matrices that are used for genetic evaluation
and estimation of variance components. Journal of Animal Breeding and Genetics, 2017, 134, 213-223. 0.8 15

1455 Orthogonal Estimates of Variances for Additive, Dominance, and Epistatic Effects in Populations.
Genetics, 2017, 206, 1297-1307. 1.2 125

1456 Cancer is an adaptation that selects in animals against energy dissipation. Medical Hypotheses, 2017,
104, 104-115. 0.8 12

1457 Regulatory element-based prediction identifies new susceptibility regulatory variants for
osteoporosis. Human Genetics, 2017, 136, 963-974. 1.8 11

1458 Why the missing heritability might not be in the DNA. BioEssays, 2017, 39, 1700067. 1.2 43

1460 Composite measures of selection can improve the signalâ€•toâ€•noise ratio in genome scans. Methods in
Ecology and Evolution, 2017, 8, 717-727. 2.2 48



81

Citation Report

# Article IF Citations

1461 Increased Power To Dissect Adaptive Traits in Global Sorghum Diversity Using a Nested Association
Mapping Population. Genetics, 2017, 206, 573-585. 1.2 152

1462 Genome-wide association study identifies multiple risk loci for renal cell carcinoma. Nature
Communications, 2017, 8, 15724. 5.8 106

1463 Reevaluation of SNP heritability in complex human traits. Nature Genetics, 2017, 49, 986-992. 9.4 427

1464 Genomics of coloration in natural animal populations. Philosophical Transactions of the Royal
Society B: Biological Sciences, 2017, 372, 20160337. 1.8 54

1465 Polygenic Risk, Personality Dimensions, and Adolescent Alcohol Use Problems: A Longitudinal Study.
Journal of Studies on Alcohol and Drugs, 2017, 78, 442-451. 0.6 27

1466 Genetics of rheumatoid arthritis susceptibility, severity, and treatment response. Seminars in
Immunopathology, 2017, 39, 395-408. 2.8 73

1467 Invited review: Inbreeding in the genomics era: Inbreeding, inbreeding depression, and management of
genomic variability. Journal of Dairy Science, 2017, 100, 6009-6024. 1.4 122

1468 Insights into the genetic architecture of morphological traits in two passerine bird species. Heredity,
2017, 119, 197-205. 1.2 44

1469 Genetic tests in major psychiatric disordersâ€”integrating molecular medicine with clinical
psychiatryâ€”why is it so difficult?. Translational Psychiatry, 2017, 7, e1151-e1151. 2.4 44

1470 Genetic Basis of Chronotype in Humans: Insights From Three Landmark GWAS. Sleep, 2017, 40, . 0.6 141

1471
A genomeâ€•wide linkage and association analysis of imputed insertions and deletions with
cardiometabolic phenotypes in Mexican Americans: The Insulin Resistance Atherosclerosis Family
Study. Genetic Epidemiology, 2017, 41, 353-362.

0.6 8

1472 The genetic architecture of molecular traits. Current Opinion in Systems Biology, 2017, 1, 25-31. 1.3 6

1473 Genetics and educational attainment. Npj Science of Learning, 2017, 2, 4. 1.5 111

1474
Systematical analyses of variants in DNase I hypersensitive sites to identify hepatocellular carcinoma
susceptibility loci in a Chinese population. Journal of Gastroenterology and Hepatology (Australia),
2017, 32, 1887-1894.

1.4 2

1475 The Relationship between Genes, Personality Traits, and Political Interest. Political Research
Quarterly, 2017, 70, 467-479. 1.1 18

1476 Functional Architectures of Local and Distal Regulation of Gene Expression in Multiple Human
Tissues. American Journal of Human Genetics, 2017, 100, 605-616. 2.6 76

1477
Inbreeding depression maintained by recessive lethal mutations interacting with stabilizing selection
on quantitative characters in a partially self-fertilizing population. Evolution; International Journal
of Organic Evolution, 2017, 71, 1191-1204.

1.1 13

1479 Exome sequence genotype imputation in globally diverse hexaploid wheat accessions. Theoretical and
Applied Genetics, 2017, 130, 1393-1404. 1.8 25



82

Citation Report

# Article IF Citations

1480 Estimating Seven Coefficients of Pairwise Relatedness Using Population-Genomic Data. Genetics, 2017,
206, 105-118. 1.2 33

1481 Human Demographic History Impacts Genetic Risk Prediction across Diverse Populations. American
Journal of Human Genetics, 2017, 100, 635-649. 2.6 1,120

1482 Using Patterns of Genetic Association to Elucidate Shared Genetic Etiologies Across Psychiatric
Disorders. Behavior Genetics, 2017, 47, 405-415. 1.4 3

1483 Assessing connectivity related injury burden in diffuse traumatic brain injury. Human Brain Mapping,
2017, 38, 2913-2922. 1.9 24

1484
Genome-wide estimation of heritability and its functional components for flowering, defense,
ionomics, and developmental traits in a geographically diverse population of Arabidopsis thaliana.
Genome, 2017, 60, 572-580.

0.9 7

1485 Genomeâ€•wide survey in African Americans demonstrates potential epistasis of fitness in the human
genome. Genetic Epidemiology, 2017, 41, 122-135. 0.6 9

1486 SOME USES OF MODELS OF QUANTITATIVE GENETIC SELECTION IN SOCIAL SCIENCE. Journal of Biosocial
Science, 2017, 49, 15-30. 0.5 0

1487 Mating strategies with genomic information reduce rates of inbreeding in animal breeding schemes
without compromising genetic gain. Animal, 2017, 11, 547-555. 1.3 16

1488 Impact of genotyping errors on statistical power of association tests in genomic analyses: A case
study. Genetic Epidemiology, 2017, 41, 152-162. 0.6 12

1489 Genome-wide Association Studies in Maize: Praise and Stargaze. Molecular Plant, 2017, 10, 359-374. 3.9 334

1490 Identification of marker-trait associations for morphological descriptors and yield component traits
in sugarcane. Physiology and Molecular Biology of Plants, 2017, 23, 185-196. 1.4 24

1491 Genomic prediction for carcass traits in Japanese Black cattle using single nucleotide polymorphism
markers of different densities. Animal Production Science, 2017, 57, 1631. 0.6 15

1492 Genome-wide association study of primary sclerosing cholangitis identifies new risk loci and
quantifies the genetic relationship with inflammatory bowel disease. Nature Genetics, 2017, 49, 269-273. 9.4 230

1493 SNPâ€•Based Heritability Estimates of Common and Specific Variance in Selfâ€• and Informantâ€•Reported
Neuroticism Scales. Journal of Personality, 2017, 85, 906-919. 1.8 8

1494 Inferring Relevant Cell Types for Complex Traits by Using Single-Cell Gene Expression. American
Journal of Human Genetics, 2017, 101, 686-699. 2.6 102

1495 Local Genetic Correlation Gives Insights into the Shared Genetic Architecture of Complex Traits.
American Journal of Human Genetics, 2017, 101, 737-751. 2.6 220

1496 Estimating Heritability from Nuclear Family and Pedigree Data. Methods in Molecular Biology, 2017,
1666, 195-210. 0.4 6

1497 Regional variation in health is predominantly driven by lifestyle rather than genetics. Nature
Communications, 2017, 8, 801. 5.8 15



83

Citation Report

# Article IF Citations

1498 A machine-learning heuristic to improve gene score prediction of polygenic traits. Scientific Reports,
2017, 7, 12665. 1.6 69

1499 A novel haplotype of low-frequency variants in the aldosterone synthase gene among northern Han
Chinese with essential hypertension. Medicine (United States), 2017, 96, e8150. 0.4 7

1500 A Resource of Genome-Wide Single Nucleotide Polymorphisms (Snps) for the Conservation and
Management of Golden Eagles. Journal of Raptor Research, 2017, 51, 368-377. 0.2 8

1501 Loci associated with skin pigmentation identified in African populations. Science, 2017, 358, . 6.0 260

1502 Genome-wide association studies of cancer: current insights and future perspectives. Nature Reviews
Cancer, 2017, 17, 692-704. 12.8 285

1503 RL-SKAT: An Exact and Efficient Score Test for Heritability and Set Tests. Genetics, 2017, 207, 1275-1283. 1.2 19

1504 Polygenic Risk Scores in Psychiatry. Biological Psychiatry, 2017, 82, 698-699. 0.7 14

1505 Genomic Quantitative Genetics to Study Evolution in the Wild. Trends in Ecology and Evolution, 2017,
32, 897-908. 4.2 127

1506 Widespread covariation of early environmental exposures and trait-associated polygenic variation.
Proceedings of the National Academy of Sciences of the United States of America, 2017, 114, 11727-11732. 3.3 68

1507 Genetic parameters for health traits using data collected from genomic information nucleus herds.
Journal of Dairy Science, 2017, 100, 9643-9655. 1.4 20

1508 A Comparison of Heritability Estimates by Classical Twin Modeling and Based on Genome-Wide Genetic
Relatedness for Cardiac Conduction Traits. Twin Research and Human Genetics, 2017, 20, 489-498. 0.3 14

1509 Loci Contributing to Boric Acid Toxicity in Two Reference Populations of <i>Drosophila
melanogaster</i>. G3: Genes, Genomes, Genetics, 2017, 7, 1631-1641. 0.8 24

1510 Population Stratification in Genetic Association Studies. Current Protocols in Human Genetics, 2017,
95, 1.22.1-1.22.23. 3.5 108

1511 Invited review: A perspective on the future of genomic selection in dairy cattle. Journal of Dairy
Science, 2017, 100, 8633-8644. 1.4 75

1512 Concepts, estimation and interpretation of SNP-based heritability. Nature Genetics, 2017, 49, 1304-1310. 9.4 378

1513 Accuracies of breeding values for dry matter intake using nongenotyped animals and predictor traits
in different lactations. Journal of Dairy Science, 2017, 100, 9103-9114. 1.4 10

1514 Genome-wide analysis of health-related biomarkers in the UK Household Longitudinal Study reveals
novel associations. Scientific Reports, 2017, 7, 11008. 1.6 88

1515 Artificial Selection to Increase the Phenotypic Variance in<i><b>g</b></i><sub>max</sub>Fails.
American Naturalist, 2017, 190, 707-723. 1.0 15



84

Citation Report

# Article IF Citations

1516 Genome-wide compound heterozygote analysis highlights alleles associated with adult height in
Europeans. Human Genetics, 2017, 136, 1407-1417. 1.8 19

1517 Iterative hard thresholding for model selection in genomeâ€•wide association studies. Genetic
Epidemiology, 2017, 41, 756-768. 0.6 6

1518 Non-parametric genetic prediction of complex traits with latent Dirichlet process regression models.
Nature Communications, 2017, 8, 456. 5.8 102

1519 Linkage disequilibriumâ€“dependent architecture of human complex traits shows action of negative
selection. Nature Genetics, 2017, 49, 1421-1427. 9.4 400

1520 Hidden heritability due to heterogeneity across seven populations. Nature Human Behaviour, 2017, 1,
757-765. 6.2 137

1521 Will Big Data Close the Missing Heritability Gap?. Genetics, 2017, 207, 1135-1145. 1.2 56

1522 Genomic Relationships and GBLUP. , 2017, , 311-354. 3

1523
Towards Precision Medicine for Hypertension: A Review of Genomic, Epigenomic, and Microbiomic
Effects on Blood Pressure in Experimental Rat Models and Humans. Physiological Reviews, 2017, 97,
1469-1528.

13.1 85

1524 Genomic Prediction Within and Across Biparental Families: Means and Variances of Prediction
Accuracy and Usefulness of Deterministic Equations. G3: Genes, Genomes, Genetics, 2017, 7, 3571-3586. 0.8 34

1525 Cross-ethnic meta-analysis identifies association of the GPX3-TNIP1 locus with amyotrophic lateral
sclerosis. Nature Communications, 2017, 8, 611. 5.8 93

1526 The Impact of Research on the Future of Dental Education: How Research and Innovation Shape Dental
Education and the Dental Profession. Journal of Dental Education, 2017, 81, eS108-eS127. 0.7 21

1527 Genetic Associations with Gestational Duration and Spontaneous Preterm Birth. New England Journal
of Medicine, 2017, 377, 1156-1167. 13.9 309

1528 Body Height and Incident Risk of Venous Thromboembolism. Circulation: Cardiovascular Genetics,
2017, 10, . 5.1 9

1529 Risk Prediction Modeling on Family-Based Sequencing Data Using a Random Field Method. Genetics,
2017, 207, 63-73. 1.2 8

1530 Short communication: Implementation of a breeding value for heat tolerance in Australian dairy
cattle. Journal of Dairy Science, 2017, 100, 7362-7367. 1.4 50

1531 A genome-wide association study suggests that<i>MAPK14</i>is associated with diabetic foot ulcers.
British Journal of Dermatology, 2017, 177, 1664-1670. 1.4 30

1532 A Unified Characterization of Population Structure and Relatedness. Genetics, 2017, 206, 2085-2103. 1.2 135

1533 Leveraging Multi-ethnic Evidence for Risk Assessment of Quantitative Traits in Minority Populations.
American Journal of Human Genetics, 2017, 101, 218-226. 2.6 75



85

Citation Report

# Article IF Citations

1534 Novel genetic variation associated to CSN3 strongly affects rennet-induced milk coagulation.
International Dairy Journal, 2017, 71, 122-130. 1.5 13

1535 A robust DF-REML framework for variance components estimation in genetic studies. Bioinformatics,
2017, 33, 3584-3594. 1.8 11

1536 The infinitesimal model: Definition, derivation, and implications. Theoretical Population Biology, 2017,
118, 50-73. 0.5 250

1537 Detection and quantification of inbreeding depression for complex traits from SNP data. Proceedings
of the National Academy of Sciences of the United States of America, 2017, 114, 8602-8607. 3.3 48

1538 Large meta-analysis of genome-wide association studies identifies five loci for lean body mass. Nature
Communications, 2017, 8, 80. 5.8 147

1539 Common variants of T-cells contribute differently to phenotypic variation in sarcoidosis. Scientific
Reports, 2017, 7, 5623. 1.6 9

1540 Whole exome sequencing reveals inherited and de novo variants in autism spectrum disorder: a trio
study from Saudi families. Scientific Reports, 2017, 7, 5679. 1.6 70

1541 Endocrinology Meets Metabolomics: Achievements, Pitfalls, and Challenges. Trends in Endocrinology
and Metabolism, 2017, 28, 705-721. 3.1 29

1542 Uncoupling associations of risk alleles with endophenotypes and phenotypes: insights from the
<i>ApoB</i> locus and heartâ€•related traits. Aging Cell, 2017, 16, 61-72. 3.0 26

1543 EigenPrism: Inference for High Dimensional Signal-to-Noise Ratios. Journal of the Royal Statistical
Society Series B: Statistical Methodology, 2017, 79, 1037-1065. 1.1 37

1544 Glittering gold and the quest for Isla de Muerta. Journal of Evolutionary Biology, 2017, 30, 1509-1511. 0.8 19

1545 Range Expansion Compromises Adaptive Evolution in an Outcrossing Plant. Current Biology, 2017, 27,
2544-2551.e4. 1.8 75

1546 LLR: a latent low-rank approach to colocalizing genetic risk variants in multiple GWAS.
Bioinformatics, 2017, 33, 3878-3886. 1.8 6

1547
Genetic evaluation of feed efficiency in the breeding population of Fenneropenaeus chinensis
â€œHuanghai No. 2â€• using phenotypic, pedigree and genomic information. Aquaculture International,
2017, 25, 2189-2200.

1.1 8

1548 A modelâ€•based approach to characterize individual inbreeding at both global and local genomic scales.
Molecular Ecology, 2017, 26, 5820-5841. 2.0 72

1549 Heritable Bovine Rumen Bacteria Are Phylogenetically Related and Correlated with the Cowâ€™s Capacity
To Harvest Energy from Its Feed. MBio, 2017, 8, . 1.8 110

1550 Multi-population Genomic Relationships for Estimating Current Genetic Variances Within and Genetic
Correlations Between Populations. Genetics, 2017, 207, 503-515. 1.2 43

1551 Genotype-environment interaction on human cognitive function conditioned on the status of
breastfeeding and maternal smoking around birth. Scientific Reports, 2017, 7, 6087. 1.6 9



86

Citation Report

# Article IF Citations

1552 Genome-wide haplotype-based association analysis of major depressive disorder in Generation
Scotland and UK Biobank. Translational Psychiatry, 2017, 7, 1263. 2.4 23

1553 A Powerful Approach to Estimating Annotation-Stratified Genetic Covariance via GWAS Summary
Statistics. American Journal of Human Genetics, 2017, 101, 939-964. 2.6 141

1554 Integrating Clinical and Multiple Omics Data for Prognostic Assessment across Human Cancers.
Scientific Reports, 2017, 7, 16954. 1.6 79

1555 Bayesian large-scale multiple regression with summary statistics from genome-wide association
studies. Annals of Applied Statistics, 2017, 11, 1561-1592. 0.5 128

1556 Novel Common Variants Associated with Obesity and Type 2 Diabetes Detected Using a cFDR Method.
Scientific Reports, 2017, 7, 16397. 1.6 11

1557 An Unexpectedly Complex Architecture for Skin Pigmentation in Africans. Cell, 2017, 171, 1340-1353.e14. 13.5 134

1558 Early life undernutrition and adult height: The Dutch famine of 1944â€“45. Economics and Human
Biology, 2017, 27, 339-348. 0.7 37

1559 Cis-SNPs Set Testing and PrediXcan Analysis for Gene Expression Data using Linear Mixed Models.
Scientific Reports, 2017, 7, 15237. 1.6 6

1560 Height associated variants demonstrate assortative mating in human populations. Scientific Reports,
2017, 7, 15689. 1.6 15

1561 Independent Maternal and Fetal Genetic Effects on Midgestational Circulating Levels of
Environmental Pollutants. G3: Genes, Genomes, Genetics, 2017, 7, 1287-1299. 0.8 18

1562 Quantifying the Genetic Correlation between Multiple Cancer Types. Cancer Epidemiology Biomarkers
and Prevention, 2017, 26, 1427-1435. 1.1 48

1563 Identification of genetic outliers due to sub-structure and cryptic relationships. Bioinformatics, 2017,
33, 1972-1979. 1.8 19

1564 Heritability of connectivity and disconnectivity of the brain in a population-based study. , 2017, , . 0

1565
How do the type of QTL effect and the form of the residual term influence QTL detection in
multi-parent populations? A case study in the maize EU-NAM population. Theoretical and Applied
Genetics, 2017, 130, 1753-1764.

1.8 32

1566 Genotypeâ€“covariate interaction effects and the heritability of adult body mass index. Nature Genetics,
2017, 49, 1174-1181. 9.4 119

1567 Genomic Selection in Commercial Perennial Crops: Applicability and Improvement in Oil Palm (Elaeis) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 142 Td (guineensis Jacq.). Scientific Reports, 2017, 7, 2872.1.6 46

1568 Identifying tools for comparing simulations and observations of spectral-line data cubes. Monthly
Notices of the Royal Astronomical Society, 2017, 471, 1506-1530. 1.6 20

1569 Measuring shared variants in cohorts of discordant siblings with applications to autism. Proceedings
of the National Academy of Sciences of the United States of America, 2017, 114, 7073-7076. 3.3 9



87

Citation Report

# Article IF Citations

1570 Prediction of gene expression with cis-SNPs using mixed models and regularization methods. BMC
Genomics, 2017, 18, 368. 1.2 29

1571 In-depth genome characterization of a Brazilian common bean core collection using DArTseq
high-density SNP genotyping. BMC Genomics, 2017, 18, 423. 1.2 81

1572
Partitioning the heritability of coronary artery disease highlights the importance of immune-mediated
processes and epigenetic sites associated with transcriptional activity. Cardiovascular Research, 2017,
113, 973-983.

1.8 31

1573 10 Years of GWAS Discovery: Biology, Function, and Translation. American Journal of Human Genetics,
2017, 101, 5-22. 2.6 2,793

1574 Sexual dimorphism in the genetic influence on human childlessness. European Journal of Human
Genetics, 2017, 25, 1067-1074. 1.4 10

1575 Improving the detection of pathways in genome-wide association studies by combined effects of SNPs
from Linkage Disequilibrium blocks. Scientific Reports, 2017, 7, 3512. 1.6 9

1576 Genome-wide association study for conformation traits in three Danish pig breeds. Genetics Selection
Evolution, 2017, 49, 12. 1.2 45

1577 Tag SNP selection for prediction of tick resistance in Brazilian Braford and Hereford cattle breeds
using Bayesian methods. Genetics Selection Evolution, 2017, 49, 49. 1.2 31

1578 PopPAnTe: population and pedigree association testing for quantitative data. BMC Genomics, 2017, 18,
150. 1.2 6

1579 Are genetic markers of interest for economic research?. IZA Journal of Labor Policy, 2017, 6, . 0.3 7

1580 Controlling the Rate of GWAS False Discoveries. Genetics, 2017, 205, 61-75. 1.2 93

1581
A GBS-SNP-based linkage map and quantitative trait loci (QTL) associated with resistance to Fusarium
oxysporum f. sp. niveum race 2 identified in Citrullus lanatus var. citroides. Theoretical and Applied
Genetics, 2017, 130, 319-330.

1.8 38

1582 Microbial genome-wide association studies: lessons from human GWAS. Nature Reviews Genetics, 2017,
18, 41-50. 7.7 239

1583 Dissecting the genetics of complex traits using summary association statistics. Nature Reviews
Genetics, 2017, 18, 117-127. 7.7 379

1584 Regional heritability mapping and genomeâ€•wide association identify loci for complex growth, wood
and disease resistance traits in <i>Eucalyptus</i>. New Phytologist, 2017, 213, 1287-1300. 3.5 95

1585 No evidence of large genetic effects on steroid response in asthma patients. Journal of Allergy and
Clinical Immunology, 2017, 139, 797-803.e7. 1.5 35

1586 Endophenotype best practices. International Journal of Psychophysiology, 2017, 111, 115-144. 0.5 62

1587
Conservation priorities for the different lines of Dutch Red and White Friesian cattle change when
relationships with other breeds are taken into account. Journal of Animal Breeding and Genetics, 2017,
134, 69-77.

0.8 6



88

Citation Report

# Article IF Citations

1588 Personalized risk prediction for type 2 diabetes: the potential of genetic risk scores. Genetics in
Medicine, 2017, 19, 322-329. 1.1 127

1589 Genomeâ€•wide association study reveals putative regulators of bioenergy traits in <i>Populus
deltoides</i>. New Phytologist, 2017, 213, 799-811. 3.5 89

1590 The â€˜heritabilityâ€™ of domestication and its functional partitioning in the pig. Heredity, 2017, 118, 160-168. 1.2 7

1591 Estimation of heritability for nine common cancers using data from genomeâ€•wide association studies
in Chinese population. International Journal of Cancer, 2017, 140, 329-336. 2.3 66

1592
Genomic distribution and estimation of nucleotide diversity in natural populations: perspectives from
the collared flycatcher (<i>Ficedula albicollis</i>) genome. Molecular Ecology Resources, 2017, 17,
586-597.

2.2 38

1593
LD Hub: a centralized database and web interface to perform LD score regression that maximizes the
potential of summary level GWAS data for SNP heritability and genetic correlation analysis.
Bioinformatics, 2017, 33, 272-279.

1.8 822

1594 Identification of loci controlling forage yield and nutritive value in diploid alfalfa using GBS-GWAS.
Theoretical and Applied Genetics, 2017, 130, 261-268. 1.8 58

1596 Estimation of total genetic effects for survival time in crossbred laying hens showing cannibalism,
using pedigree or genomic information. Journal of Animal Breeding and Genetics, 2017, 134, 60-68. 0.8 11

1597 Height, height-related SNPs, and risk of non-melanoma skin cancer. British Journal of Cancer, 2017, 116,
134-140. 2.9 8

1598 Genetic and genomic analysis of hyperthelia in Brown Swiss cattle. Journal of Dairy Science, 2017, 100,
402-411. 1.4 10

1599 <scp>minotaur</scp>: A platform for the analysis and visualization of multivariate results from
genome scans with R Shiny. Molecular Ecology Resources, 2017, 17, 33-43. 2.2 45

1600
Temporary and lasting effects of childhood deprivation on male stature. Late adolescent stature and
catch-up growth in Woerden (The Netherlands) in the first half of the nineteenth century. The
History of the Family, 2017, 22, 196-213.

0.2 29

1601 Genome-Wide Association Study of Loneliness Demonstrates a Role for Common Variation.
Neuropsychopharmacology, 2017, 42, 811-821. 2.8 75

1602 Semiparametric covariate-modulated local false discovery rate for genome-wide association studies.
Annals of Applied Statistics, 2017, 11, . 0.5 4

1603 Modeling prior information of common genetic variants improves gene discovery for neuroticism.
Human Molecular Genetics, 2017, 26, 4530-4539. 1.4 10

1604 Numericware i: Identical by State Matrix Calculator. Evolutionary Bioinformatics, 2017, 13,
117693431668866. 0.6 6

1605 Polygenicity and Epistasis Underlie Fitness-Proximal Traits in the<i>Caenorhabditis
elegans</i>Multiparental Experimental Evolution (CeMEE) Panel. Genetics, 2017, 207, 1663-1685. 1.2 81

1607 Heritability of Atrial Fibrillation. Circulation: Cardiovascular Genetics, 2017, 10, . 5.1 72



89

Citation Report

# Article IF Citations

1608 A unified framework for variance component estimation with summary statistics in genome-wide
association studies. Annals of Applied Statistics, 2017, 11, 2027-2051. 0.5 98

1609 Dissolving the Missing Heritability Problem. Philosophy of Science, 2017, 84, 1055-1067. 0.5 22

1610
Simultaneous inference of phenotype-associated genes and relevant tissues from GWAS data via
Bayesian integration of multiple tissue-specific gene networks. Journal of Molecular Cell Biology,
2017, 9, 436-452.

1.5 10

1611 Putative enhancer sites in the bovine genome are enriched with variants affecting complex traits.
Genetics Selection Evolution, 2017, 49, 56. 1.2 41

1612 Genetic influences on the human oral microbiome. BMC Genomics, 2017, 18, 659. 1.2 66

1613
Accelerating wheat breeding for end-use quality with multi-trait genomic predictions incorporating
near infrared and nuclear magnetic resonance-derived phenotypes. Theoretical and Applied Genetics,
2017, 130, 2505-2519.

1.8 98

1614 An efficient unified model for genome-wide association studies and genomic selection. Genetics
Selection Evolution, 2017, 49, 64. 1.2 30

1615
Long-Term Impact of Optimum Contribution Selection Strategies on Local Livestock Breeds with
Historical Introgression Using the Example of German Angler Cattle. G3: Genes, Genomes, Genetics,
2017, 7, 4009-4018.

0.8 17

1616 Heritability of Personality. Psihologijske Teme, 2017, 26, 1-24. 0.1 17

1618 Behavioral genetics. , 0, , 758-763. 1

1619 Genetic association with B-cell acute lymphoblastic leukemia in allogeneic transplant patients differs
by age and sex. Blood Advances, 2017, 1, 1717-1728. 2.5 15

1620 Genetics of Rheumatic Diseases. , 2017, , 327-343. 0

1621 Genomic prediction in contrast to a genome-wide association study in explaining heritable variation
of complex growth traits in breeding populations of Eucalyptus. BMC Genomics, 2017, 18, 524. 1.2 76

1622 Genome-Wide Association Mapping of Flowering and Ripening Periods in Apple. Frontiers in Plant
Science, 2017, 8, 1923. 1.7 73

1623 Application of a Bayesian non-linear model hybrid scheme to sequence data for genomic prediction
and QTL mapping. BMC Genomics, 2017, 18, 618. 1.2 17

1624 Using Machine Learning to Discover Latent Social Phenotypes in Free-Ranging Macaques. Brain
Sciences, 2017, 7, 91. 1.1 13

1625 Genomic Prediction of Genotypic Effects with Epistasis and Environment Interactions for
Yield-Related Traits of Rapeseed (Brassica napus L.). Frontiers in Genetics, 2017, 8, 15. 1.1 36

1626
Comparison of Models and Wholeâ€•Genome Profiling Approaches for Genomicâ€•Enabled Prediction of
Septoria Tritici Blotch, Stagonospora Nodorum Blotch, and Tan Spot Resistance in Wheat. Plant
Genome, 2017, 10, plantgenome2016.08.0082.

1.6 48



90

Citation Report

# Article IF Citations

1627 Absence of population structure across elevational gradients despite large phenotypic variation in
mountain chickadees (<i>Poecile gambeli</i>). Royal Society Open Science, 2017, 4, 170057. 1.1 21

1628 Genome-wide association study reveals putative role of gga-miR-15a in controlling feed conversion
ratio in layer chickens. BMC Genomics, 2017, 18, 699. 1.2 19

1629 Heritability Estimation using a Regularized Regression Approach (HERRA): Applicable to continuous,
dichotomous or age-at-onset outcome. PLoS ONE, 2017, 12, e0181269. 1.1 10

1630 Pleiotropy of genetic variants on obesity and smoking phenotypes: Results from the Oncoarray
Project of The International Lung Cancer Consortium. PLoS ONE, 2017, 12, e0185660. 1.1 11

1631 Essentially Biased. Advances in Experimental Social Psychology, 2017, , 137-192. 2.0 49

1632 Genetic prediction of male pattern baldness. PLoS Genetics, 2017, 13, e1006594. 1.5 89

1633 graph-GPA: A graphical model for prioritizing GWAS results and investigating pleiotropic
architecture. PLoS Computational Biology, 2017, 13, e1005388. 1.5 12

1634 Meta-GWAS Accuracy and Power (MetaGAP) Calculator Shows that Hiding Heritability Is Partially Due
to Imperfect Genetic Correlations across Studies. PLoS Genetics, 2017, 13, e1006495. 1.5 78

1635 Detecting epistasis with the marginal epistasis test in genetic mapping studies of quantitative traits.
PLoS Genetics, 2017, 13, e1006869. 1.5 100

1636 Estimation of kinship coefficient in structured and admixed populations using sparse sequencing data.
PLoS Genetics, 2017, 13, e1007021. 1.5 27

1637 Evaluation of methods and marker Systems in Genomic Selection of oil palm (Elaeis guineensis Jacq.).
BMC Genetics, 2017, 18, 107. 2.7 17

1638 Contribution of rare and low-frequency whole-genome sequence variants to complex traits variation
in dairy cattle. Genetics Selection Evolution, 2017, 49, 60. 1.2 15

1639 Multiple-trait QTL mapping and genomic prediction for wool traits in sheep. Genetics Selection
Evolution, 2017, 49, 62. 1.2 46

1640 Age-based partitioning of individual genomic inbreeding levels in Belgian Blue cattle. Genetics
Selection Evolution, 2017, 49, 92. 1.2 30

1641 On the impact of relatedness on SNP association analysis. BMC Genetics, 2017, 18, 104. 2.7 3

1642 Comparative review of human and canine osteosarcoma: morphology, epidemiology, prognosis,
treatment and genetics. Acta Veterinaria Scandinavica, 2017, 59, 71. 0.5 192

1643 Genome-wide meta-analysis in Japanese populations identifies novel variants at the TMC6â€“TMC8 and
SIX3â€“SIX2 loci associated with HbA1c. Scientific Reports, 2017, 7, 16147. 1.6 28

1644 The Beavis Effect in Next-Generation Mapping Panels in<i>Drosophila melanogaster</i>. G3: Genes,
Genomes, Genetics, 2017, 7, 1643-1652. 0.8 59



91

Citation Report

# Article IF Citations

1645 Can (and Should) We Personalize Education Along Genetic Lines? Lessons from Behavioral Genetics. ,
0, , 63-85. 2

1646 Of Two Minds: Old Questions and Fresh Answers. , 2017, , 263-283. 0

1647 Evolution and the Future of Medicine. , 2017, , 695-705. 1

1648 Genomic dissection of inbreeding depression: a gate to new opportunities. Revista Brasileira De
Zootecnia, 2017, 46, 773-782. 0.3 26

1649 High-density linkage mapping of vitamin E content in maize grain. Molecular Breeding, 2018, 38, 1. 1.0 10

1650 Prostate Cancer Risk: Single Nucleotide Polymorphisms (SNPs). Molecular Pathology Library, 2018, ,
117-128. 0.1 0

1651 Improving accuracies of genomic predictions for drought tolerance in maize by joint modeling of
additive and dominance effects in multi-environment trials. Heredity, 2018, 121, 24-37. 1.2 68

1652 Nature vs. nurture in human sociality: multi-level genomic analyses of social conformity. Journal of
Human Genetics, 2018, 63, 605-619. 1.1 13

1653 Genetic Variance Partitioning and Genome-Wide Prediction with Allele Dosage Information in
Autotetraploid Potato. Genetics, 2018, 209, 77-87. 1.2 117

1654 Beyond heritability: improving discoverability in imaging genetics. Human Molecular Genetics, 2018, 27,
R22-R28. 1.4 19

1655
Partitioning the Pleiotropy Between Coronary Artery Disease and Body Mass Index Reveals the
Importance of Low Frequency Variants and Central Nervous Systemâ€“Specific Functional Elements.
Circulation Genomic and Precision Medicine, 2018, 11, e002050.

1.6 16

1656 Environment dominates over host genetics in shaping human gut microbiota. Nature, 2018, 555, 210-215. 13.7 1,958

1657
Identification of seven novel loci associated with amino acid levels using single-variant and
gene-based tests in 8545 Finnish men from the METSIM study. Human Molecular Genetics, 2018, 27,
1664-1674.

1.4 30

1658 Tobacco Smoking Addiction: Epidemiology, Genetics, Mechanisms, and Treatment. , 2018, , . 7

1659 A practical introduction to Random Forest for genetic association studies in ecology and evolution.
Molecular Ecology Resources, 2018, 18, 755-766. 2.2 87

1660 Heritability estimates from genomewide relatedness matrices in wild populations: Application to a
passerine, using a small sample size. Molecular Ecology Resources, 2018, 18, 838-853. 2.2 41

1661
Genetic instrumental variable regression: Explaining socioeconomic and health outcomes in
nonexperimental data. Proceedings of the National Academy of Sciences of the United States of
America, 2018, 115, E4970-E4979.

3.3 59

1662
Genome-wide association meta-analysis of individuals of European ancestry identifies new loci
explaining a substantial fraction of hair color variation and heritability. Nature Genetics, 2018, 50,
652-656.

9.4 86



92

Citation Report

# Article IF Citations

1663 Signatures of negative selection in the genetic architecture of human complex traits. Nature
Genetics, 2018, 50, 746-753. 9.4 304

1664 Conservation of a domestic metapopulation structured into related and partly admixed strains.
Molecular Ecology, 2018, 27, 1633-1650. 2.0 23

1665 Contrasting results from GWAS and QTL mapping on wing length in great reed warblers. Molecular
Ecology Resources, 2018, 18, 867-876. 2.2 42

1666 Genomic selection methods for crop improvement: Current status and prospects. Crop Journal, 2018,
6, 330-340. 2.3 191

1667 Biospecimens and the ABCD study: Rationale, methods of collection, measurement and early data.
Developmental Cognitive Neuroscience, 2018, 32, 97-106. 1.9 88

1668 Cooperative research sheds light on population structure and listing status of threatened and
endangered rockfish species. Conservation Genetics, 2018, 19, 865-878. 0.8 20

1669 Narrow-sense heritability estimation of complex traits using identity-by-descent information.
Heredity, 2018, 121, 616-630. 1.2 20

1670 Genetic influence on social outcomes during and after the Soviet era in Estonia. Nature Human
Behaviour, 2018, 2, 269-275. 6.2 74

1671 Improved estimation of SNP heritability using Bayesian multiple-phenotype models. European Journal of
Human Genetics, 2018, 26, 723-734. 1.4 2

1672 Effect of genetic architecture on the prediction accuracy of quantitative traits in samples of
unrelated individuals. Heredity, 2018, 120, 500-514. 1.2 59

1673 Improving heritability estimation by a variable selection approach in sparse high dimensional linear
mixed models. Journal of the Royal Statistical Society Series C: Applied Statistics, 2018, 67, 813-839. 0.5 4

1674 Genomic Selection. Population Genomics, 2018, , 427-480. 0.2 4

1675 Formalising recall by genotype as an efficient approach to detailed phenotyping and causal inference.
Nature Communications, 2018, 9, 711. 5.8 54

1676 Meta-analysis of genome-wide association studies for cattle stature identifies common genes that
regulate body size in mammals. Nature Genetics, 2018, 50, 362-367. 9.4 286

1677 Evolutionary Perspectives on Genetic and Environmental Risk Factors for Psychiatric Disorders.
Annual Review of Clinical Psychology, 2018, 14, 471-493. 6.3 31

1678 Power Analysis for Genetic Association Test (PAGEANT) provides insights to challenges for rare
variant association studies. Bioinformatics, 2018, 34, 1506-1513. 1.8 18

1679 Missing compared to what? Revisiting heritability, genes and culture. Philosophical Transactions of
the Royal Society B: Biological Sciences, 2018, 373, 20170064. 1.8 55

1680 Genomic Selection in Rice Breeding. , 2018, , 473-496. 16



93

Citation Report

# Article IF Citations

1681 Using partitioned heritability methods to explore genetic architecture. Nature Reviews Genetics, 2018,
19, 185-185. 7.7 9

1682 Genetics of Blood Pressure and Hypertension. Updates in Hypertension and Cardiovascular
Protection, 2018, , 135-154. 0.1 0

1683 A genome-wide association study in the Japanese population identifies the 12q24 locus for habitual
coffee consumption: The J-MICC Study. Scientific Reports, 2018, 8, 1493. 1.6 32

1684 Detecting the genomic signal of polygenic adaptation and the role of epistasis in evolution.
Molecular Ecology, 2018, 27, 606-612. 2.0 73

1685 Capturing pair-wise epistatic effects associated with three agronomic traits in barley. Genetica, 2018,
146, 161-170. 0.5 4

1686 The nature of nurture: Effects of parental genotypes. Science, 2018, 359, 424-428. 6.0 720

1687 A novel linkage-disequilibrium corrected genomic relationship matrix for SNP-heritability estimation
and genomic prediction. Heredity, 2018, 120, 356-368. 1.2 29

1688 Genome-wide meta-analyses of stratified depression in Generation Scotland and UK Biobank.
Translational Psychiatry, 2018, 8, 9. 2.4 66

1689 Estimating Realized Heritability in Panmictic Populations. Genetics, 2018, 208, 89-95. 1.2 4

1690 Genomic analysis of family data reveals additional genetic effects on intelligence and personality.
Molecular Psychiatry, 2018, 23, 2347-2362. 4.1 131

1691 A network approach to exploring the functional basis of geneâ€“gene epistatic interactions in disease
susceptibility. Bioinformatics, 2018, 34, 1741-1749. 1.8 11

1692 De novo mutations implicate novel genes in systemic lupus erythematosus. Human Molecular Genetics,
2018, 27, 421-429. 1.4 52

1693 Genetic and Environmental Contributions to the Covariation Between Cardiometabolic Traits. Journal
of the American Heart Association, 2018, 7, . 1.6 1

1694 Genome-wide Analysis of Large-scale Longitudinal Outcomes using Penalization â€”GALLOP algorithm.
Scientific Reports, 2018, 8, 6815. 1.6 13

1695 High Levels of Copy Number Variation of Ampliconic Genes across Major Human Y Haplogroups.
Genome Biology and Evolution, 2018, 10, 1333-1350. 1.1 15

1696 Genomic evaluation of feed efficiency component traits in Duroc pigs using 80K, 650K and
whole-genome sequence variants. Genetics Selection Evolution, 2018, 50, 14. 1.2 57

1697 Genome-wide scan for commons SNPs affecting bovine leukemia virus infection level in dairy cattle.
BMC Genomics, 2018, 19, 142. 1.2 18

1698 Variance explained by whole genome sequence variants in coding and regulatory genome annotations
for six dairy traits. BMC Genomics, 2018, 19, 237. 1.2 19



94

Citation Report

# Article IF Citations

1699 JEPEGMIX2: improved gene-level joint analysis of eQTLs in cosmopolitan cohorts. Bioinformatics, 2018,
34, 286-288. 1.8 6

1700 Comparison of methods that use whole genome data to estimate the heritability and genetic
architecture of complex traits. Nature Genetics, 2018, 50, 737-745. 9.4 205

1701
Inference of genetic architecture from chromosome partitioning analyses is sensitive to genome
variation, sample size, heritability and effect size distribution. Molecular Ecology Resources, 2018, 18,
767-777.

2.2 10

1702 Haplotype Heritability Mapping Method Uncovers Missing Heritability of Complex Traits. Scientific
Reports, 2018, 8, 4982. 1.6 14

1703 Statistical methods and challenges in connectome genetics. Statistics and Probability Letters, 2018,
136, 83-86. 0.4 6

1704 Genome-wide association analysis identifies new candidate risk loci for familial intracranial aneurysm
in the French-Canadian population. Scientific Reports, 2018, 8, 4356. 1.6 12

1705 Facial Wrinkles in Europeans: AÂ Genome-Wide Association Study. Journal of Investigative Dermatology,
2018, 138, 1877-1880. 0.3 8

1706 Haplotype-Based Genome-Wide Prediction Models Exploit Local Epistatic Interactions Among Markers.
G3: Genes, Genomes, Genetics, 2018, 8, 1687-1699. 0.8 50

1707 Genome-Wide Association Studies and Heritability Estimation in the Functional Genomics Era.
Population Genomics, 2018, , 361-425. 0.2 6

1708 The genomics of local adaptation in trees: are we out of the woods yet?. Tree Genetics and Genomes,
2018, 14, 1. 0.6 87

1709 A Simple Test Identifies Selection on Complex Traits. Genetics, 2018, 209, 321-333. 1.2 18

1710 Functional Validation of Candidate Genes Detected by Genomic Feature Models. G3: Genes, Genomes,
Genetics, 2018, 8, 1659-1668. 0.8 14

1711 Using the <i>Mus musculus</i> hybrid zone to assess covariation and genetic architecture of limb
bone lengths. Molecular Ecology Resources, 2018, 18, 908-921. 2.2 8

1712 Genome, transcriptome and proteome: the rise of omics data and their integration in biomedical
sciences. Briefings in Bioinformatics, 2018, 19, 286-302. 3.2 498

1713 Determination and regulation of body composition in elite athletes. British Journal of Sports
Medicine, 2018, 52, 219-229. 3.1 15

1714 ASD and schizophrenia show distinct developmental profiles in common genetic overlap with
population-based social communication difficulties. Molecular Psychiatry, 2018, 23, 263-270. 4.1 107

1715 INVOLVEMENT OF MULTIPLE MOLECULAR PATHWAYS IN THE GENETICS OF OCULAR REFRACTION AND
MYOPIA. Retina, 2018, 38, 91-101. 1.0 25

1716 Largest GWAS of PTSD (N=20â€‰070) yields genetic overlap with schizophrenia and sex differences in
heritability. Molecular Psychiatry, 2018, 23, 666-673. 4.1 374



95

Citation Report

# Article IF Citations

1717
Jointly determining significance levels of primary and replication studies by controlling the false
discovery rate in two-stage genome-wide association studies. Statistical Methods in Medical Research,
2018, 27, 2795-2808.

0.7 1

1718 Genetic contributions to self-reported tiredness. Molecular Psychiatry, 2018, 23, 609-620. 4.1 45

1719 Heritability and genome-wide associations studies of cerebral blood flow in the general population.
Journal of Cerebral Blood Flow and Metabolism, 2018, 38, 1598-1608. 2.4 14

1720 Genes, Personality Traits, and the Sense of Civic Duty. American Politics Research, 2018, 46, 47-76. 0.9 19

1721 Proper joint analysis of summary association statistics requires the adjustment of heterogeneity in
SNP coverage pattern. Briefings in Bioinformatics, 2018, 19, 1337-1343. 3.2 2

1722
Protective Factors in Risk Assessment Schemes for Adolescents in Mental Health and Criminal Justice
Populations: A Systematic Review and Meta-Analysis of their Predictive Efficacy. Adolescent Research
Review, 2018, 3, 95-112.

2.3 15

1723 Quantitative trait locus mapping and analysis of heritable variation in affiliative social behavior and
coâ€•occurring traits. Genes, Brain and Behavior, 2018, 17, e12431. 1.1 46

1724
Developmental Changes Within the Genetic Architecture of Social Communication Behavior: A
Multivariate Study of Genetic Variance in Unrelated Individuals. Biological Psychiatry, 2018, 83,
598-606.

0.7 30

1725 Maternal and fetal genetic contribution to gestational weight gain. International Journal of Obesity,
2018, 42, 775-784. 1.6 36

1726 Identification of autism spectrum disorder using deep learning and the ABIDE dataset. NeuroImage:
Clinical, 2018, 17, 16-23. 1.4 594

1727 Embracing polygenicity: a review of methods and tools for psychiatric genetics research.
Psychological Medicine, 2018, 48, 1055-1067. 2.7 66

1728 Charting the genotypeâ€“phenotype map: lessons from the <i>Drosophila melanogaster</i> Genetic
Reference Panel. Wiley Interdisciplinary Reviews: Developmental Biology, 2018, 7, e289. 5.9 121

1729 Variants in chondroitin sulfate metabolism genes in thrombotic storm. Thrombosis Research, 2018,
161, 43-51. 0.8 5

1730 Gene expression profiles indicate tissue-specific obesity regulation changes and strong obesity
relevant tissues. International Journal of Obesity, 2018, 42, 363-369. 1.6 12

1731 Collective effects of common single nucleotide polymorphisms and genetic risk prediction in type 1
diabetes. Clinical Genetics, 2018, 93, 1069-1074. 1.0 8

1732
Obesity and obesogenic growth are both highly heritable and modified by diet in a nonhuman primate
model, the African green monkey (Chlorocebus aethiops sabaeus). International Journal of Obesity,
2018, 42, 765-774.

1.6 41

1733 Metabolome-wide association studies for agronomic traits of rice. Heredity, 2018, 120, 342-355. 1.2 33

1734 Genomic prediction and GWAS of Gibberella ear rot resistance traits in dent and flint lines of a public
maize breeding program. Euphytica, 2018, 214, 1. 0.6 32



96

Citation Report

# Article IF Citations

1735 Investigating the genetic architecture of dementia with Lewy bodies: a two-stage genome-wide
association study. Lancet Neurology, The, 2018, 17, 64-74. 4.9 195

1736 The SNP rs4252548 (R112H) which is associated with reduced human height compromises the stability
of IL-11. Biochimica Et Biophysica Acta - Molecular Cell Research, 2018, 1865, 496-506. 1.9 21

1737 The genetic architecture of ecological adaptation: intraspecific variation in host plant use by the
lepidopteran crop pest Chloridea virescens. Heredity, 2018, 120, 234-250. 1.2 7

1738 Genome-wide association study of depressive symptoms in the Hispanic Community Health Study/Study
of Latinos. Journal of Psychiatric Research, 2018, 99, 167-176. 1.5 15

1739 An ancestryâ€•based approach for detecting interactions. Genetic Epidemiology, 2018, 42, 49-63. 0.6 17

1740 Which Individuals To Choose To Update the Reference Population? Minimizing the Loss of Genetic
Diversity in Animal Genomic Selection Programs. G3: Genes, Genomes, Genetics, 2018, 8, 113-121. 0.8 18

1741 Short communication: Genomic prediction using imputed whole-genome sequence variants in Brown
Swiss Cattle. Journal of Dairy Science, 2018, 101, 1292-1296. 1.4 35

1742 Genetic Predisposition, Clinical Risk Factor Burden, and Lifetime Risk of Atrial Fibrillation.
Circulation, 2018, 137, 1027-1038. 1.6 196

1743 PCA-Based Multiple-Trait GWAS Analysis: A Powerful Model for Exploring Pleiotropy. Animals, 2018, 8,
239. 1.0 23

1744 An ensemble-based likelihood ratio approach for family-based genomic risk prediction. Journal of
Zhejiang University: Science B, 2018, 19, 935-947. 1.3 0

1745 Accounting for heteroscedasticity and censoring in chromosome partitioning analyses. Evolution
Letters, 2018, 2, 599-609. 1.6 5

1746
Genomic Prediction Using Prior Quantitative Trait Loci Information Reveals a Large Reservoir of
Underutilised Blackleg Resistance in Diverse Canola (<i>Brassica napus</i> L.) Lines. Plant Genome,
2018, 11, 170100.

1.6 40

1747 Replication and discovery of musculoskeletal QTLs in LG/J and SM/J advanced intercross lines.
Physiological Reports, 2018, 6, e13561. 0.7 10

1750 Including Phenotypic Causal Networks in Genome-Wide Association Studies Using Mixed Effects
Structural Equation Models. Frontiers in Genetics, 2018, 9, 455. 1.1 26

1751 The genetic basis of size in pet dogs: The study of quantitative genetic variation in an undergraduate
laboratory practical. Biochemistry and Molecular Biology Education, 2018, 46, 623-629. 0.5 1

1752 Detecting heritable phenotypes without a model using fast permutation testing for heritability and
set-tests. Nature Communications, 2018, 9, 4919. 5.8 6

1753 A scalable estimator of SNP heritability for biobank-scale data. Bioinformatics, 2018, 34, i187-i194. 1.8 37

1754 Heritability informed power optimization (HIPO) leads to enhanced detection of genetic associations
across multiple traits. PLoS Genetics, 2018, 14, e1007549. 1.5 36



97

Citation Report

# Article IF Citations

1755 Population structure in genetic studies: Confounding factors and mixed models. PLoS Genetics, 2018,
14, e1007309. 1.5 164

1756 Detecting the dominance component of heritability in isolated and outbred human populations.
Scientific Reports, 2018, 8, 18048. 1.6 3

1757 GWAS identifies 14 loci for device-measured physical activity and sleep duration. Nature
Communications, 2018, 9, 5257. 5.8 241

1758 Widespread Cumulative Influence of Small Effect Size Mutations on Yeast Quantitative Traits. Cell
Systems, 2018, 7, 590-600.e6. 2.9 7

1759 Required properties for markers used to calculate unbiased estimates of the genetic correlation
between populations. Genetics Selection Evolution, 2018, 50, 65. 1.2 11

1760 The Genetic Diagnosis of Neurodegenerative Diseases and Therapeutic Perspectives. Brain Sciences,
2018, 8, 222. 1.1 23

1761 Dissection of genetic variation and evidence for pleiotropy in male pattern baldness. Nature
Communications, 2018, 9, 5407. 5.8 65

1762 Detection and evaluation of selection signatures in sheep. Pesquisa Agropecuaria Brasileira, 2018, 53,
527-539. 0.9 7

1763 Genome-wide mega-analysis identifies 16 loci and highlights diverse biological mechanisms in the
common epilepsies. Nature Communications, 2018, 9, 5269. 5.8 331

1764 Genome-wide study of hair colour in UK Biobank explains most of the SNP heritability. Nature
Communications, 2018, 9, 5271. 5.8 96

1765 Functional architecture of low-frequency variants highlights strength of negative selection across
coding and non-coding annotations. Nature Genetics, 2018, 50, 1600-1607. 9.4 132

1766 Understanding the potential bias of variance components estimators when using genomic models.
Genetics Selection Evolution, 2018, 50, 41. 1.2 7

1767 The Small World of Adult Hippocampal Neurogenesis. Frontiers in Neuroscience, 2018, 12, 641. 1.4 7

1768 Analysis of porcine body size variation using re-sequencing data of miniature and large pigs. BMC
Genomics, 2018, 19, 687. 1.2 12

1769 Genomic Analyses of Visual Cognition: Perceptual Rivalry and Top-Down Control. Journal of
Neuroscience, 2018, 38, 9668-9678. 1.7 11

1770
Genome-wide association study and prediction of genomic breeding values for fatty-acid composition
in Korean Hanwoo cattle using a high-density single-nucleotide polymorphism array1. Journal of
Animal Science, 2018, 96, 4063-4075.

0.2 13

1771 Reliability of genomic predictions of complex human phenotypes. BMC Proceedings, 2018, 12, 51. 1.8 7

1772 Phenotype-Specific Enrichment of Mendelian Disorder Genes near GWAS Regions across 62 Complex
Traits. American Journal of Human Genetics, 2018, 103, 535-552. 2.6 90



98

Citation Report

# Article IF Citations

1773 Computational mechanisms in genetic regulation by RNA. Journal of Theoretical Biology, 2018, 458,
156-168. 0.8 1

1774 Two high-risk susceptibility loci at 6p25.3 and 14q32.13 for WaldenstrÃ¶m macroglobulinemia. Nature
Communications, 2018, 9, 4182. 5.8 15

1775 Imputation-Based Whole-Genome Sequence Association Study Reveals Constant and Novel Loci for
Hematological Traits in a Large-Scale Swine F2 Resource Population. Frontiers in Genetics, 2018, 9, 401. 1.1 28

1776 Association analysis for seed yield, forage yield and traits related to drought tolerance in
orchardgrass (Dactylis glomerata). Crop and Pasture Science, 2018, 69, 1150. 0.7 7

1777 Recovery of novel association loci in Arabidopsis thaliana and Drosophila melanogaster through
leveraging INDELs association and integrated burden test. PLoS Genetics, 2018, 14, e1007699. 1.5 16

1778 Genetic Architecture of Adaptive Immune System Identifies Key Immune Regulators. Cell Reports, 2018,
25, 798-810.e6. 2.9 36

1779 Personalized Approach to Statin Selection in Primary Prevention: Genetic Risk Scores Vs Imaging Risk
Scores. Current Cardiovascular Risk Reports, 2018, 12, 1. 0.8 0

1780 An atlas of genetic associations in UK Biobank. Nature Genetics, 2018, 50, 1593-1599. 9.4 499

1781 Shared Genomic Regions Underlie Natural Variation in Diverse Toxin Responses. Genetics, 2018, 210,
1509-1525. 1.2 39

1782 A study paradigm integrating prospective epidemiologic cohorts and electronic health records to
identify disease biomarkers. Nature Communications, 2018, 9, 3522. 5.8 13

1783 The stability of educational achievement across school years is largely explained by genetic factors.
Npj Science of Learning, 2018, 3, 16. 1.5 62

1784 Accurate Genomic Prediction of Human Height. Genetics, 2018, 210, 477-497. 1.2 120

1785 Sustaining the Future of Plant Breeding: The Critical Role of the USDAâ€•ARS National Plant Germplasm
System. Crop Science, 2018, 58, 451-468. 0.8 91

1786 Common DNA Variants Accurately Rank an Individual of Extreme Height. International Journal of
Genomics, 2018, 2018, 1-7. 0.8 5

1787 Effect of genomic prediction on response to selection in forest tree breeding. Tree Genetics and
Genomes, 2018, 14, 1. 0.6 12

1788 Challenges and Strategies for Breeding Resistance in Capsicum annuum to the Multifarious Pathogen,
Phytophthora capsici. Frontiers in Plant Science, 2018, 9, 628. 1.7 83

1789 Additional common variants associated with type 2 diabetes and coronary artery disease detected
using a pleiotropic cFDR method. Journal of Diabetes and Its Complications, 2018, 32, 1105-1112. 1.2 5

1790 Independent erosion of conserved transcription factor binding sites points to shared hindlimb, vision
and external testes loss in different mammals. Nucleic Acids Research, 2018, 46, 9299-9308. 6.5 15



99

Citation Report

# Article IF Citations

1791 The Genetics of Human Behavior. , 2018, , . 0

1792 Microevolution Among the Yanadi Tribe: Population Structure and Sex Differences in Anthropometric
and Dermatoglyphic Characters. , 2018, , 129-174. 0

1793 MHC-Dependent Mate Selection within 872 Spousal Pairs of European Ancestry from the Health and
Retirement Study. Genes, 2018, 9, 53. 1.0 8

1794 Largeâ€•effect loci affect survival in Tasmanian devils (<i>Sarcophilus harrisii</i>) infected with a
transmissible cancer. Molecular Ecology, 2018, 27, 4189-4199. 2.0 45

1795 Can Deep Learning Improve Genomic Prediction of Complex Human Traits?. Genetics, 2018, 210, 809-819. 1.2 160

1796 Genome-wide variants of Eurasian facial shape differentiation and a prospective model of DNA based
face prediction. Journal of Genetics and Genomics, 2018, 45, 419-432. 1.7 38

1797 Study of 300,486 individuals identifies 148 independent genetic loci influencing general cognitive
function. Nature Communications, 2018, 9, 2098. 5.8 484

1798 From genome-wide associations to candidate causal variants by statistical fine-mapping. Nature
Reviews Genetics, 2018, 19, 491-504. 7.7 611

1799 Genome-wide analyses identify 68 new loci associated with intraocular pressure and improve risk
prediction for primary open-angle glaucoma. Nature Genetics, 2018, 50, 778-782. 9.4 214

1800 The personal and clinical utility of polygenic risk scores. Nature Reviews Genetics, 2018, 19, 581-590. 7.7 1,102

1801 Wild GWASâ€”association mapping in natural populations. Molecular Ecology Resources, 2018, 18,
729-738. 2.2 79

1802 GWAS on family history of Alzheimerâ€™s disease. Translational Psychiatry, 2018, 8, 99. 2.4 406

1803 The impact of using old germplasm on genetic merit and diversityâ€”A cattle breed case study. Journal
of Animal Breeding and Genetics, 2018, 135, 311-322. 0.8 17

1804 Global genetic differentiation of complex traits shaped by natural selection in humans. Nature
Communications, 2018, 9, 1865. 5.8 70

1805 GWAS by GBLUP: Single and Multimarker EMMAX and Bayes Factors, with an Example in Detection of a
Major Gene for Horse Gait. G3: Genes, Genomes, Genetics, 2018, 8, 2301-2308. 0.8 35

1806 Genome-wide association analysis identifies a meningioma risk locus at 11p15.5. Neuro-Oncology, 2018,
20, 1485-1493. 0.6 23

1807 Estimating SNP-Based Heritability and Genetic Correlation in Case-Control Studies Directly and with
Summary Statistics. American Journal of Human Genetics, 2018, 103, 89-99. 2.6 102

1808 ALS-associated missense and nonsense TBK1 mutations can both cause loss of kinase function.
Neurobiology of Aging, 2018, 71, 266.e1-266.e10. 1.5 59



100

Citation Report

# Article IF Citations

1809 Age at first birth in women is genetically associated with increased risk of schizophrenia. Scientific
Reports, 2018, 8, 10168. 1.6 17

1810 Association between Growth Hormone-Insulin-Like Growth Factor-1 Axis Gene Polymorphisms and
Short Stature in Chinese Children. BioMed Research International, 2018, 2018, 1-6. 0.9 2

1811 Genomeâ€•wide association analysis links multiple psychiatric liability genes to oscillatory brain activity.
Human Brain Mapping, 2018, 39, 4183-4195. 1.9 50

1812 Using Stochastic Approximation Techniques to Efficiently Construct Confidence Intervals for
Heritability. Journal of Computational Biology, 2018, 25, 794-808. 0.8 11

1813 Genome-wide pleiotropy and shared biological pathways for resistance to bovine pathogens. PLoS
ONE, 2018, 13, e0194374. 1.1 4

1814 Massive variation of short tandem repeats with functional consequences across strains of
<i>Arabidopsis thaliana</i>. Genome Research, 2018, 28, 1169-1178. 2.4 34

1815 Weak effects of common genetic variation in oxytocin and vasopressin receptor genes on rhesus
macaque social behavior. American Journal of Primatology, 2018, 80, e22873. 0.8 16

1816 Genome-Wide Association Studies. , 2018, , 33-41. 3

1817 Mitogenome phylogeographic analysis of a planktonic crustacean. Molecular Phylogenetics and
Evolution, 2018, 129, 138-148. 1.2 36

1818 Consortium-based genome-wide meta-analysis for childhood dental caries traits. Human Molecular
Genetics, 2018, 27, 3113-3127. 1.4 32

1819 Estimating realized heritability for growth in Zhikong scallop (Chlamys farreri) using genome-wide
complex trait analysis. Aquaculture, 2018, 497, 103-108. 1.7 15

1820 The Behavioral Genetics of Aggression and Violent Behavior. , 0, , 83-105. 1

1821 Population structure and genetic diversity of 25 Russian sheep breeds based on whole-genome
genotyping. Genetics Selection Evolution, 2018, 50, 29. 1.2 76

1822 Using whole genome scores to compare three clinical phenotyping methods in complex diseases.
Scientific Reports, 2018, 8, 11360. 1.6 9

1823 Landscape Genomic Conservation Assessment of a Narrow-Endemic and a Widespread Morning Glory
From Amazonian Savannas. Frontiers in Plant Science, 2018, 9, 532. 1.7 48

1824 Genome-wide detection of selection signatures in Chinese indigenous Laiwu pigs revealed candidate
genes regulating fat deposition in muscle. BMC Genetics, 2018, 19, 31. 2.7 40

1825 Genome-wide association study of intraocular pressure uncovers new pathways to glaucoma. Nature
Genetics, 2018, 50, 1067-1071. 9.4 152

1826 snpReady: a tool to assist breeders in genomic analysis. Molecular Breeding, 2018, 38, 1. 1.0 85



101

Citation Report

# Article IF Citations

1827 BGGE: A New Package for Genomic-Enabled Prediction Incorporating Genotype Ã— Environment
Interaction Models. G3: Genes, Genomes, Genetics, 2018, 8, 3039-3047. 0.8 47

1828 Using Multi-Scale Genetic, Neuroimaging and Clinical Data for Predicting Alzheimerâ€™s Disease and
Reconstruction of Relevant Biological Mechanisms. Scientific Reports, 2018, 8, 11173. 1.6 59

1829 Genomic Prediction Using Individual-Level Data and Summary Statistics from Multiple Populations.
Genetics, 2018, 210, 53-69. 1.2 15

1830 Family-Based Genome-Wide Association Study of South Indian Pedigrees Supports<i>WNT7B</i>as a
Central Corneal Thickness Locus. , 2018, 59, 2495. 11

1831 Genomic prediction of the polled and horned phenotypes in Merino sheep. Genetics Selection
Evolution, 2018, 50, 28. 1.2 12

1832 Decomposing Additive Genetic Variance Revealed Novel Insights into Trait Evolution in Synthetic
Hexaploid Wheat. Frontiers in Genetics, 2018, 9, 27. 1.1 17

1833 Determining Genetic Causal Variants Through Multivariate Regression Using Mixture Model Penalty.
Frontiers in Genetics, 2018, 9, 77. 1.1 2

1834 Prediction of Complex Traits: Robust Alternatives to Best Linear Unbiased Prediction. Frontiers in
Genetics, 2018, 9, 195. 1.1 29

1835 Detection of Significant Association Between Variants in Cannabinoid Receptor 1 Gene (CNR1) and
Personality in Africanâ€“American Population. Frontiers in Genetics, 2018, 9, 199. 1.1 13

1836 Genetic Architecture of Feeding Behavior and Feed Efficiency in a Duroc Pig Population. Frontiers in
Genetics, 2018, 9, 220. 1.1 105

1837 Evaluation and application of summary statistic imputation to discover new height-associated loci.
PLoS Genetics, 2018, 14, e1007371. 1.5 43

1838 Multi-level genomic analyses suggest new genetic variants involved in human memory. European
Journal of Human Genetics, 2018, 26, 1668-1678. 1.4 5

1839 Determining the genetic basis of anthracycline-cardiotoxicity by molecular response QTL mapping in
induced cardiomyocytes. ELife, 2018, 7, . 2.8 94

1840 Enabling Precision Medicine through Integrative Network Models. Journal of Molecular Biology, 2018,
430, 2913-2923. 2.0 15

1841 Polymorphisms in the DAD1 and OXA1L genes are associated with asthma and atopy in a South American
population. Molecular Immunology, 2018, 101, 294-302. 1.0 8

1842 Genetic Contribution to Variation in Risk Taking: A Functional MRI Twin Study of the Balloon
Analogue Risk Task. Psychological Science, 2018, 29, 1679-1691. 1.8 27

1843 Dissection of complicate genetic architecture and breeding perspective of cottonseed traits by
genome-wide association study. BMC Genomics, 2018, 19, 451. 1.2 22

1844 Education, Smoking, and Cohort Change: Forwarding a Multidimensional Theory of the Environmental
Moderation of Genetic Effects. American Sociological Review, 2018, 83, 802-832. 2.8 50



102

Citation Report

# Article IF Citations

1845 Fuzzy set-based generalized multifactor dimensionality reduction analysis of gene-gene interactions.
BMC Medical Genomics, 2018, 11, 32. 0.7 8

1846 An Association Mapping Framework To Account for Potential Sex Difference in Genetic Architectures.
Genetics, 2018, 209, 685-698. 1.2 5

1847 Simulating variance heterogeneity in quantitative genome wide association studies. BMC
Bioinformatics, 2018, 19, 72. 1.2 6

1848 WISARD: workbench for integrated superfast association studies for related datasets. BMC Medical
Genomics, 2018, 11, 39. 0.7 11

1849 Genetic risk for Alzheimerâ€™s disease is concentrated in specific macrophage and microglial
transcriptional networks. Genome Medicine, 2018, 10, 14. 3.6 83

1850 A systematic review of genome-wide research on psychotic experiences and negative symptom traits:
new revelations and implications for psychiatry. Human Molecular Genetics, 2018, 27, R136-R152. 1.4 27

1851 Single-cell RNA-seq of human induced pluripotent stem cells reveals cellular heterogeneity and cell
state transitions between subpopulations. Genome Research, 2018, 28, 1053-1066. 2.4 102

1852 Use of Genotypes of Common Variants for Genome-Wide Regional Association Analysis. Russian
Journal of Genetics, 2018, 54, 250-258. 0.2 0

1853 Comparison of Genotypic and Phenotypic Correlations: Cheverudâ€™s Conjecture in Humans. Genetics,
2018, 209, 941-948. 1.2 117

1854
The relationship between serum anti-MÃ¼llerian hormone concentrations and fertility, and
genome-wide associations for anti-MÃ¼llerian hormone in Holstein cows. Journal of Dairy Science,
2018, 101, 7563-7574.

1.4 30

1855 Statistical properties of simple random-effects models for genetic heritability. Electronic Journal of
Statistics, 2018, 12, 321-356. 0.4 10

1856 Genome-Wide Association Study and Selection Signatures Detect Genomic Regions Associated with
Seed Yield and Oil Quality in Flax. International Journal of Molecular Sciences, 2018, 19, 2303. 1.8 49

1857 An Introduction to Tools, Databases, and Practical Guidelines for NGS Data Analysis. , 2018, , 61-89. 0

1858 Estimation of complex effect-size distributions using summary-level statistics from genome-wide
association studies across 32 complex traits. Nature Genetics, 2018, 50, 1318-1326. 9.4 225

1859 Trans-Ethnic Polygenic Analysis Supports Genetic Overlaps of Lumbar Disc Degeneration With Height,
Body Mass Index, and Bone Mineral Density. Frontiers in Genetics, 2018, 9, 267. 1.1 8

1860 Reduced-representation sequencing identifies small effective population sizes of Anopheles gambiae in
the north-western Lake Victoria basin, Uganda. Malaria Journal, 2018, 17, 285. 0.8 7

1861 Meta-analysis of genome-wide association studies for height and body mass index in âˆ¼700000 individuals
of European ancestry. Human Molecular Genetics, 2018, 27, 3641-3649. 1.4 1,541

1862 How to estimate kinship. Molecular Ecology, 2018, 27, 4121-4135. 2.0 87



103

Citation Report

# Article IF Citations

1863 Complex-Trait Prediction in the Era of Big Data. Trends in Genetics, 2018, 34, 746-754. 2.9 48

1864 A simple genetic basis of adaptation to a novel thermal environment results in complex metabolic
rewiring in Drosophila. Genome Biology, 2018, 19, 119. 3.8 71

1865 Estimates of genetic trend for single-step genomic evaluations. Genetics Selection Evolution, 2018, 50,
39. 1.2 13

1866 Exploitation of data from breeding programs supports rapid implementation of genomic selection for
key agronomic traits in perennial ryegrass. Theoretical and Applied Genetics, 2018, 131, 1891-1902. 1.8 49

1867 Heritability and longitudinal outcomes of spelling skills in individuals with histories of early speech
and language disorders. Learning and Individual Differences, 2018, 65, 1-11. 1.5 18

1868 Host genetics and microbiome associations through the lens of genome wide association studies.
Current Opinion in Microbiology, 2018, 44, 9-19. 2.3 33

1869 Genetic studies of gestational duration and preterm birth. Best Practice and Research in Clinical
Obstetrics and Gynaecology, 2018, 52, 33-47. 1.4 41

1870
Williams Syndrome neuroanatomical score associates with GTF2IRD1 in large-scale magnetic
resonance imaging cohorts: a proof of concept for multivariate endophenotypes. Translational
Psychiatry, 2018, 8, 114.

2.4 6

1871 Population genetics and GWAS: A primer. PLoS Biology, 2018, 16, e2005485. 2.6 36

1872
Germline Variation and Breast Cancer Incidence: A Gene-Based Association Study and Whole-Genome
Prediction of Early-Onset Breast Cancer. Cancer Epidemiology Biomarkers and Prevention, 2018, 27,
1057-1064.

1.1 9

1873 The genetic architecture of type 1 diabetes mellitus. Molecular and Cellular Endocrinology, 2018, 477,
70-80. 1.6 51

1874 GWASinlps: non-local prior based iterative SNP selection tool for genome-wide association studies.
Bioinformatics, 2019, 35, 1-11. 1.8 26

1875 What genome-wide association studies reveal about the association between intelligence and physical
health, illness, and mortality. Current Opinion in Psychology, 2019, 27, 6-12. 2.5 45

1876 What genome-wide association studies reveal about the association between intelligence and mental
health. Current Opinion in Psychology, 2019, 27, 25-30. 2.5 36

1877 Heritability estimation and differential analysis of count data with generalized linear mixed models in
genomic sequencing studies. Bioinformatics, 2019, 35, 487-496. 1.8 60

1878 Associations between loneliness and personality are mostly driven by a genetic association with
Neuroticism. Journal of Personality, 2019, 87, 386-397. 1.8 66

1879 Genome-Wide Association Study of Metabolic Syndrome Reveals Primary Genetic Variants at CETP
Locus in Indians. Biomolecules, 2019, 9, 321. 1.8 16

1880 Extreme Polygenicity of Complex Traits Is Explained by Negative Selection. American Journal of Human
Genetics, 2019, 105, 456-476. 2.6 175



104

Citation Report

# Article IF Citations

1881 To clean or not to clean phenotypic datasets for outlier plants in genetic analyses?. Journal of
Experimental Botany, 2019, 70, 3693-3698. 2.4 7

1882 GWAS of Behavioral Traits. Current Topics in Behavioral Neurosciences, 2019, 42, 1-34. 0.8 0

1883 Genome-wide association studies of severe P. falciparum malaria susceptibility: progress, pitfalls and
prospects. BMC Medical Genomics, 2019, 12, 120. 0.7 28

1886 Genomic and transcriptomic association studies identify 16 novel susceptibility loci for venous
thromboembolism. Blood, 2019, 134, 1645-1657. 0.6 162

1887 Estimating variance components in population scale family trees. PLoS Genetics, 2019, 15, e1008124. 1.5 11

1888 Solving the missing heritability problem. PLoS Genetics, 2019, 15, e1008222. 1.5 164

1889 Conservation, acquisition, and functional impact of sex-biased gene expression in mammals. Science,
2019, 365, . 6.0 152

1890 Single-Locus and Multi-Locus Genome-Wide Association Studies for Intramuscular Fat in Duroc Pigs.
Frontiers in Genetics, 2019, 10, 619. 1.1 47

1891 Heritability estimation of dichotomous phenotypes using a liability threshold model on ascertained
familyâ€•based samples. Genetic Epidemiology, 2019, 43, 761-775. 0.6 2

1892 Reconciling S-LDSC and LDAK functional enrichment estimates. Nature Genetics, 2019, 51, 1202-1204. 9.4 77

1893 Thinking About the Evolution of Complex Traits in the Era of Genome-Wide Association Studies.
Annual Review of Genomics and Human Genetics, 2019, 20, 461-493. 2.5 186

1894 A Guide for Using Deep Learning for Complex Trait Genomic Prediction. Genes, 2019, 10, 553. 1.0 116

1895 A Random Forests Framework for Modeling Haplotypes as Mosaics of Reference Haplotypes. Frontiers
in Genetics, 2019, 10, 562. 1.1 4

1896
Multiple auto- and allopolyploidisations marked the Pleistocene history of the widespread Eurasian
steppe plant Astragalus onobrychis (Fabaceae). Molecular Phylogenetics and Evolution, 2019, 139,
106572.

1.2 27

1897 Realized Genome Sharing in Heritability Estimation Using Random Effects Models. G3: Genes, Genomes,
Genetics, 2019, 9, 1385-1391. 0.8 3

1898 Non-coding variability at the APOE locus contributes to the Alzheimerâ€™s risk. Nature Communications,
2019, 10, 3310. 5.8 91

1899 Accurate estimation of SNP-heritability from biobank-scale data irrespective of genetic architecture.
Nature Genetics, 2019, 51, 1244-1251. 9.4 69

1900 Heritability of human visual contour integrationâ€”an integrated genomic study. European Journal of
Human Genetics, 2019, 27, 1867-1875. 1.4 2



105

Citation Report

# Article IF Citations

1901 â€œ Arte et Labore â€•â€”A Blackburn Rovers fan's legacy in human complex trait genetics. Journal of Animal
Breeding and Genetics, 2019, 136, 273-278. 0.8 1

1902 Modeling the temporal dynamics of the gut microbial community in adults and infants. PLoS
Computational Biology, 2019, 15, e1006960. 1.5 42

1903 Frequentist p-values for large-scale-single step genome-wide association, with an application to birth
weight in American Angus cattle. Genetics Selection Evolution, 2019, 51, 28. 1.2 97

1904 A subset of topologically associating domains fold into mesoscale core-periphery networks.
Scientific Reports, 2019, 9, 9526. 1.6 9

1905 A heritable subset of the core rumen microbiome dictates dairy cow productivity and emissions.
Science Advances, 2019, 5, eaav8391. 4.7 218

1906 Association Mapping and Disease: Evolutionary Perspectives. Methods in Molecular Biology, 2019, 1910,
533-553. 0.4 0

1907 International meta-analysis of PTSD genome-wide association studies identifies sex- and
ancestry-specific genetic risk loci. Nature Communications, 2019, 10, 4558. 5.8 363

1908 Genomic prediction of serum biomarkers of health in early lactation. Journal of Dairy Science, 2019,
102, 11142-11152. 1.4 13

1909 Genetic interaction networks mediate individual statin drug response in Saccharomyces cerevisiae.
Npj Systems Biology and Applications, 2019, 5, 35. 1.4 11

1910 Autosomal and X-linked additive genetic effects on body weight, body measurements and
efficiency-related traits in sheep. Small Ruminant Research, 2019, 180, 21-26. 0.6 7

1911
Analysis of pooled genome sequences from Djallonke and Sahelian sheep of Ghana reveals
co-localisation of regions of reduced heterozygosity with candidate genes for disease resistance and
adaptation to a tropical environment. BMC Genomics, 2019, 20, 816.

1.2 10

1912
Genome-wide association analysis of 19,629 individuals identifies variants influencing regional brain
volumes and refines their genetic co-architecture with cognitive and mental health traits. Nature
Genetics, 2019, 51, 1637-1644.

9.4 186

1913 Impact of merging commercial breeding lines on the genetic diversity of Landrace pigs. Genetics
Selection Evolution, 2019, 51, 60. 1.2 18

1914 Effect of F1 and F2 generations on genetic variability and working steps of doubled haploid
production in maize. PLoS ONE, 2019, 14, e0224631. 1.1 11

1915 Natural Variation Reveals a Key Role for Rhamnogalacturonan I in Seed Outer Mucilage and
Underlying Genes. Plant Physiology, 2019, 181, 1498-1518. 2.3 23

1916 A mating advice system in dairy cattle incorporating genomic information. Journal of Dairy Science,
2019, 102, 8210-8220. 1.4 21

1917 The Pathogenesis of Endometriosis: Molecular and Cell Biology Insights. International Journal of
Molecular Sciences, 2019, 20, 5615. 1.8 270

1918 Geneâ€•based association analysis of survival traits via functional regressionâ€•based mixed effect cox
models for related samples. Genetic Epidemiology, 2019, 43, 952-965. 0.6 4



106

Citation Report

# Article IF Citations

1919 Genetic Contributions to Health Literacy. Twin Research and Human Genetics, 2019, 22, 131-139. 0.3 0

1920 Complex Phenotypes: Mechanisms Underlying Variation in Human Stature. Current Osteoporosis
Reports, 2019, 17, 301-323. 1.5 11

1921 Early progression to active tuberculosis is a highly heritable trait driven by 3q23 in Peruvians. Nature
Communications, 2019, 10, 3765. 5.8 43

1922 Improved precision of epigenetic clock estimates across tissues and its implication for biological
ageing. Genome Medicine, 2019, 11, 54. 3.6 191

1923 Gene-set association and epistatic analyses reveal complex gene interaction networks affecting
flowering time in a worldwide barley collection. Journal of Experimental Botany, 2019, 70, 5603-5616. 2.4 49

1924 An overview of myopia genetics. Experimental Eye Research, 2019, 188, 107778. 1.2 79

1925 Ultrarare variants drive substantial cis heritability of human gene expression. Nature Genetics, 2019,
51, 1349-1355. 9.4 98

1926 Functional disease architectures reveal unique biological role of transposable elements. Nature
Communications, 2019, 10, 4054. 5.8 14

1927
Quantifying the contribution of sequence variants with regulatory and evolutionary significance to
34 bovine complex traits. Proceedings of the National Academy of Sciences of the United States of
America, 2019, 116, 19398-19408.

3.3 99

1928 Genome-wide association meta-analyses and fine-mapping elucidate pathways influencing albuminuria.
Nature Communications, 2019, 10, 4130. 5.8 133

1929 Natural variation in Arabidopsis shoot branching plasticity in response to nitrate supply affects
fitness. PLoS Genetics, 2019, 15, e1008366. 1.5 29

1930 Evaluation of the Genetic Variance of Alzheimerâ€™s Disease Explained by the Disease-Associated
Chromosomal Regions. Journal of Alzheimer's Disease, 2019, 70, 907-915. 1.2 3

1931 Quantitative analyses of adiposity dynamics in zebrafish. Adipocyte, 2019, 8, 330-338. 1.3 5

1932 Classifying the fertility of dairy cows using milk mid-infrared spectroscopy. Journal of Dairy Science,
2019, 102, 10460-10470. 1.4 24

1933 Genome-Wide Association and Gene Co-expression Network Analyses Reveal Complex Genetics of
Resistance to Gossâ€™s Wilt of Maize. G3: Genes, Genomes, Genetics, 2019, 9, 3139-3152. 0.8 6

1934 Atrial Fibrillation Genetics Update: Toward Clinical Implementation. Frontiers in Cardiovascular
Medicine, 2019, 6, 127. 1.1 26

1935 Predicting women's height from their socioeconomic status: A machine learning approach. Social
Science and Medicine, 2019, 238, 112486. 1.8 19

1936 Multiple sclerosis genomic map implicates peripheral immune cells and microglia in susceptibility.
Science, 2019, 365, . 6.0 710



107

Citation Report

# Article IF Citations

1937 Marked variation in heritability estimates of left ventricular mass depending on modality of
measurement. Scientific Reports, 2019, 9, 13556. 1.6 3

1938 Evaluation of Genomic Prediction for Pasmo Resistance in Flax. International Journal of Molecular
Sciences, 2019, 20, 359. 1.8 45

1939 Assessment of breeding programs sustainability: application of phenotypic and genomic indicators to a
North European grain maize program. Theoretical and Applied Genetics, 2019, 132, 1321-1334. 1.8 26

1940 Shared heritability and functional enrichment across six solid cancers. Nature Communications, 2019,
10, 431. 5.8 88

1941 Prioritizing Crohnâ€™s disease genes by integrating association signals with gene expression implicates
monocyte subsets. Genes and Immunity, 2019, 20, 577-588. 2.2 16

1942 A genome-wide association study of shared risk across psychiatric disorders implicates gene
regulation during fetal neurodevelopment. Nature Neuroscience, 2019, 22, 353-361. 7.1 173

1943 Reducing inbreeding rates with a breeding circle: Theory and practice in Veluws Heideschaap. Journal
of Animal Breeding and Genetics, 2019, 136, 51-62. 0.8 6

1944 Multiple QTL underlie milk phenotypes at the CSF2RB locus. Genetics Selection Evolution, 2019, 51, 3. 1.2 18

1945 Coâ€•inheritance of sea age at maturity and iteroparity in the Atlantic salmon <i>vgll3</i> genomic
region. Journal of Evolutionary Biology, 2019, 32, 343-355. 0.8 20

1946 Population structure of human gut bacteria in a diverse cohort from rural Tanzania and Botswana.
Genome Biology, 2019, 20, 16. 3.8 66

1947 Systematic identification and characterization of candidate genes for the regulation of plant height
in maize. Euphytica, 2019, 215, 1. 0.6 4

1948 Disentangling polygenic associations between attention-deficit/hyperactivity disorder, educational
attainment, literacy and language. Translational Psychiatry, 2019, 9, 35. 2.4 25

1949 SNP variable selection by generalized graph domination. PLoS ONE, 2019, 14, e0203242. 1.1 7

1950 Heritability of fetal hemoglobin, white cell count, and other clinical traits from a sickle cell disease
family cohort. American Journal of Hematology, 2019, 94, 522-527. 2.0 6

1951 Phenotype and Environment Matter: Discovering the Genetic and Epigenetic Architecture of Alcohol
Use Disorders. American Journal of Psychiatry, 2019, 176, 92-95. 4.0 3

1952 Quantifying betweenâ€•cohort and betweenâ€•sex genetic heterogeneity in major depressive disorder.
American Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2019, 180, 439-447. 1.1 35

1953 The Effects of Epistasis and Pleiotropy on Genome-Wide Scans for Adaptive Outlier Loci. Journal of
Heredity, 2019, 110, 494-513. 1.0 3

1954 A genome-wide association study reveals specific transferases as candidate loci for bovine milk
oligosaccharides synthesis. BMC Genomics, 2019, 20, 404. 1.2 14



108

Citation Report

# Article IF Citations

1955 Comprehensive Multiple eQTL Detection and Its Application to GWAS Interpretation. Genetics, 2019, 212,
905-918. 1.2 23

1957 Validation of Genome-Wide Polygenic Risk Scores for Coronary Artery Disease in French Canadians.
Circulation Genomic and Precision Medicine, 2019, 12, e002481. 1.6 59

1958 The etiology of DSM-5 alcohol use disorder: Evidence of shared and non-shared additive genetic
effects. Drug and Alcohol Dependence, 2019, 201, 147-154. 1.6 7

1959 The Genome-Wide Study of Human Social Behavior and Its Application in Sociology. Frontiers in
Sociology, 2019, 4, 53. 1.0 2

1960 Heritability analysis of nontraditional glycemic biomarkers in the Atherosclerosis Risk in
Communities Study. Genetic Epidemiology, 2019, 43, 776-785. 0.6 8

1961
A comprehensive overview of the developmental basis and adaptive significance of a textbook
polymorphism: head asymmetry in the cichlid fish Perissodus microlepis. Hydrobiologia, 2019, 832,
65-84.

1.0 13

1962 Use of a Bayesian model including QTL markers increases prediction reliability when test animals are
distant from the reference population. Journal of Dairy Science, 2019, 102, 7237-7247. 1.4 13

1963 Germline variants and somatic mutation signatures of breast cancer across populations of African
and European ancestry in the US and Nigeria. International Journal of Cancer, 2019, 145, 3321-3333. 2.3 16

1964
Gene and environment interplay in cognition: Evidence from twin and molecular studies, future
directions and suggestions for effective candidate gene x environment (cGxE) research. Multiple
Sclerosis and Related Disorders, 2019, 33, 121-130.

0.9 3

1965 Comprehensive analysis of coding variants highlights genetic complexity in developmental and
epileptic encephalopathy. Nature Communications, 2019, 10, 2506. 5.8 46

1966 Association of taller stature with lower cardiovascular disease mortality in Asian people: a
systematic review. Journal of Physiological Anthropology, 2019, 38, 6. 1.0 5

1967 Contribution of Gene Regulatory Networks to Heritability of CoronaryÂ Artery Disease. Journal of the
American College of Cardiology, 2019, 73, 2946-2957. 1.2 45

1968 Genetic correlations of polygenic disease traits: from theory to practice. Nature Reviews Genetics,
2019, 20, 567-581. 7.7 236

1969 Gene Regulatory Networks to Explain Coronary Artery Disease Heritability. Journal of the American
College of Cardiology, 2019, 73, 2958-2960. 1.2 0

1970
A local score approach improves GWAS resolution and detects minor QTL: application to Medicago
truncatula quantitative disease resistance to multiple Aphanomyces euteiches isolates. Heredity, 2019,
123, 517-531.

1.2 36

1971 OSCA: a tool for omic-data-based complex trait analysis. Genome Biology, 2019, 20, 107. 3.8 105

1972 Inferring the Nature of Missing Heritability in Human Traits Using Data from the GWAS Catalog.
Genetics, 2019, 212, 891-904. 1.2 34

1973 The Fallacy of Equating the Hereditarian Hypothesis with Racism. Psych, 2019, 1, 262-278. 0.7 7



109

Citation Report

# Article IF Citations

1974 Estimation of metabolic syndrome heritability in three large populations including full pedigree and
genomic information. Human Genetics, 2019, 138, 739-748. 1.8 4

1975 Genome Wide Association Study and Next Generation Sequencing: A Glimmer of Light Toward New
Possible Horizons in Frontotemporal Dementia Research. Frontiers in Neuroscience, 2019, 13, 506. 1.4 23

1976 Systemic Sclerosis. Rare Diseases of the Immune System, 2019, , 19-35. 0.1 0

1978 Genomeâ€•wide association study reveals candidate genes associated with body measurement traits in
Chinese Wagyu beef cattle. Animal Genetics, 2019, 50, 386-390. 0.6 32

1979 What Is the Heritability of Periodontitis? A Systematic Review. Journal of Dental Research, 2019, 98,
632-641. 2.5 63

1980 Accelerated estimation and permutation inference for ACE modeling. Human Brain Mapping, 2019, 40,
3488-3507. 1.9 19

1981 Genomic selection on breeding time in a wild bird population. Evolution Letters, 2019, 3, 142-151. 1.6 40

1982 Benefits and limitations of genome-wide association studies. Nature Reviews Genetics, 2019, 20,
467-484. 7.7 1,226

1983 Genomic evidence of genetic variation with pleiotropic effects on caterpillar fitness and plant traits
in a model legume. Molecular Ecology, 2019, 28, 2967-2985. 2.0 19

1984 Genetics of Vascular Diseases. Learning Materials in Biosciences, 2019, , 245-269. 0.2 0

1985 RADâ€•sequencing for estimating genomic relatedness matrixâ€•based heritability in the wild: A case study
in roe deer. Molecular Ecology Resources, 2019, 19, 1205-1217. 2.2 18

1986 Genetic and phenotypic analyses indicate that resistance to flooding stress is uncoupled from
performance in cultivated sunflower. New Phytologist, 2019, 223, 1657-1670. 3.5 14

1987 Translational Potential of Neuroimaging Genomic Analyses to Diagnosis and Treatment in Mental
Disorders. Proceedings of the IEEE, 2019, 107, 912-927. 16.4 4

1988 Reliable heritability estimation using sparse regularization in ultrahigh dimensional genome-wide
association studies. BMC Bioinformatics, 2019, 20, 219. 1.2 7

1989 Analysis of Heritability and Genetic Architecture of Pancreatic Cancer: A PanC4 Study. Cancer
Epidemiology Biomarkers and Prevention, 2019, 28, 1238-1245. 1.1 48

1990 Polygenic adaptation on height is overestimated due to uncorrected stratification in genome-wide
association studies. ELife, 2019, 8, . 2.8 276

1991 Polygenic prediction via Bayesian regression and continuous shrinkage priors. Nature
Communications, 2019, 10, 1776. 5.8 832

1992 Correlations between relatives: From Mendelian theory to complete genome sequence. Genetic
Epidemiology, 2019, 43, 577-591. 0.6 3



110

Citation Report

# Article IF Citations

1993 Genetic architecture of socioeconomic outcomes: Educational attainment, occupational status, and
wealth. Social Science Research, 2019, 82, 137-147. 1.1 8

1994 Trans Effects on Gene Expression Can Drive Omnigenic Inheritance. Cell, 2019, 177, 1022-1034.e6. 13.5 385

1995 Reconstructing recent population history while mapping rare variants using haplotypes. Scientific
Reports, 2019, 9, 5849. 1.6 4

1996 The evolution of microendemism in a reef fish (<i>Hypoplectrus maya</i>). Molecular Ecology, 2019,
28, 2872-2885. 2.0 10

1997 Genome-wide sexually antagonistic variants reveal long-standing constraints on sexual dimorphism
in fruit flies. PLoS Biology, 2019, 17, e3000244. 2.6 82

1998 The genetics of depression: successful genome-wide association studies introduce new challenges.
Translational Psychiatry, 2019, 9, 114. 2.4 75

1999 Genetics of Axial Spondyloarthritis. , 2019, , 67-85. 0

2001 Efficient Implementation of Penalized Regression for Genetic Risk Prediction. Genetics, 2019, 212, 65-74. 1.2 51

2002 Genomic Medicineâ€“Progress, Pitfalls, and Promise. Cell, 2019, 177, 45-57. 13.5 143

2003 Genome-wide association study of blood lipids in Indians confirms universality of established
variants. Journal of Human Genetics, 2019, 64, 573-587. 1.1 22

2004 SummaryAUC: a tool for evaluating the performance of polygenic risk prediction models in validation
datasets with only summary level statistics. Bioinformatics, 2019, 35, 4038-4044. 1.8 15

2005 Idiopathic short stature and growth hormone sensitivity in prepubertal children. Clinical
Endocrinology, 2019, 91, 110-117. 1.2 6

2006 Landscape genomics to the rescue of a tropical bee threatened by habitat loss and climate change.
Evolutionary Applications, 2019, 12, 1164-1177. 1.5 41

2008 Restriction-site associated DNA sequencing supports a sister group relationship of Nigritella and
Gymnadenia (Orchidaceae). Molecular Phylogenetics and Evolution, 2019, 136, 21-28. 1.2 24

2009 Fast Model-Fitting of Bayesian Variable Selection Regression Using the Iterative Complex Factorization
Algorithm. Bayesian Analysis, 2019, 14, 573-594. 1.6 5

2010 Identification of genetic heterogeneity of Alzheimer's disease across age. Neurobiology of Aging, 2019,
84, 243.e1-243.e9. 1.5 34

2011 Dissection of Complex, Fitness-Related Traits in Multiple<i>Drosophila</i>Mapping Populations Offers
Insight into the Genetic Control of Stress Resistance. Genetics, 2019, 211, 1449-1467. 1.2 22

2012 Integrating Gene Expression Data Into Genomic Prediction. Frontiers in Genetics, 2019, 10, 126. 1.1 57



111

Citation Report

# Article IF Citations

2013 2018 William Allan Award: Discovering the Genes for Common Disease: From Families to Populations.
American Journal of Human Genetics, 2019, 104, 375-383. 2.6 0

2014 Heritability estimates of individual psychological distress symptoms from genetic variation. Journal
of Affective Disorders, 2019, 252, 413-420. 2.0 9

2015 Reverse GWAS: Using genetics to identify and model phenotypic subtypes. PLoS Genetics, 2019, 15,
e1008009. 1.5 34

2016 Transcriptome profiling of four candidate milk genes in milk and tissue samples of temperate and
tropical cattle. Journal of Genetics, 2019, 98, 1. 0.4 3

2017 Computational Approaches for Identification of Pleiotropic Biomarker Profiles in Psychiatry.
Advances in Experimental Medicine and Biology, 2019, 1134, 111-128. 0.8 0

2018 Heritability and individuality of the plasma sodium concentration: a twin study in the United States
veteran population. American Journal of Physiology - Renal Physiology, 2019, 316, F1114-F1123. 1.3 5

2019 Genome-wide association study reveals sex-specific genetic architecture of facial attractiveness. PLoS
Genetics, 2019, 15, e1007973. 1.5 5

2020 Predicting male fertility in dairy cattle using markers with large effect and functional annotation
data. BMC Genomics, 2019, 20, 258. 1.2 44

2021 Estimating the purebred-crossbred genetic correlation of body weight in broiler chickens with
pedigree or genomic relationships. Genetics Selection Evolution, 2019, 51, 6. 1.2 16

2022 Genetic redundancy fuels polygenic adaptation in Drosophila. PLoS Biology, 2019, 17, e3000128. 2.6 212

2023 Genome wide association study of body weight and feed efficiency traits in a commercial broiler
chicken population, a re-visitation. Scientific Reports, 2019, 9, 922. 1.6 28

2024
Genome-wide associations and detection of potential candidate genes for direct genetic and maternal
genetic effects influencing dairy cattle body weight at different ages. Genetics Selection Evolution,
2019, 51, 4.

1.2 33

2025 Exposing the Causal Effect of Body Mass Index on the Risk of Type 2 Diabetes Mellitus: A Mendelian
Randomization Study. Frontiers in Genetics, 2019, 10, 94. 1.1 55

2026 Haplotype and Haplotype-Environment Interaction Analysis Revealed Roles of SPRY2 for NSCL/P among
Chinese Populations. International Journal of Environmental Research and Public Health, 2019, 16, 557. 1.2 4

2027 Genomewide association study of C-peptide surfaces key regulatory genes in Indians. Journal of
Genetics, 2019, 98, 1. 0.4 7

2028 Efficient cross-trait penalized regression increases prediction accuracy in large cohorts using
secondary phenotypes. Nature Communications, 2019, 10, 569. 5.8 50

2029 Design of training populations for selective phenotyping in genomic prediction. Scientific Reports,
2019, 9, 1446. 1.6 70

2030 Identification of common genetic risk variants for autism spectrum disorder. Nature Genetics, 2019, 51,
431-444. 9.4 1,538



112

Citation Report

# Article IF Citations

2031 A Multivariate Genome-Wide Association Study of Wing Shape in <i>Drosophila melanogaster</i>.
Genetics, 2019, 211, 1429-1447. 1.2 54

2032 Genomic Predictors of Asthma Phenotypes and Treatment Response. Frontiers in Pediatrics, 2019, 7, 6. 0.9 61

2033 Quantification of frequency-dependent genetic architectures in 25 UK Biobank traits reveals action of
negative selection. Nature Communications, 2019, 10, 790. 5.8 98

2034 Genomic Selection with Allele Dosage in <i>Panicum maximum</i> Jacq.. G3: Genes, Genomes, Genetics,
2019, 9, 2463-2475. 0.8 57

2035 Graph-structured Sparse Mixed Models for Genetic Association with Confounding Factors
Correction. , 2019, , . 0

2036 Best Prediction of the Additive Genomic Variance in Random-Effects Models. Genetics, 2019, 213, 379-394. 1.2 8

2037 Historical Introgressions from a Wild Relative of Modern Cassava Improved Important Traits and May
Be Under Balancing Selection. Genetics, 2019, 213, 1237-1253. 1.2 27

2038 Improved polygenic prediction by Bayesian multiple regression on summary statistics. Nature
Communications, 2019, 10, 5086. 5.8 291

2039 Optimal sequencing depth design for whole genome re-sequencing in pigs. BMC Bioinformatics, 2019,
20, 556. 1.2 28

2040
Anti-MÃ¼llerian hormone in grazing dairy cows: Identification of factors affecting plasma
concentration, relationship with phenotypic fertility, and genome-wide associations. Journal of Dairy
Science, 2019, 102, 11622-11635.

1.4 19

2041 Habitat Loss Does Not Always Entail Negative Genetic Consequences. Frontiers in Genetics, 2019, 10,
1011. 1.1 32

2042 A Weighted Genomic Relationship Matrix Based on Fixation Index (FST) Prioritized SNPs for Genomic
Selection. Genes, 2019, 10, 922. 1.0 6

2043 Molecular characterization, computational analysis and expression profiling of<i>Dmrt1</i>gene in
Indian major carp,<i>Labeo rohita</i>(Hamilton 1822). Animal Biotechnology, 2021, 32, 413-426. 0.7 17

2044 Genetic Bases of Intelligence. , 2019, , 101-123. 2

2045 Population Structure and Genetic Diversity of Sheep Breeds in the Kyrgyzstan. Frontiers in Genetics,
2019, 10, 1311. 1.1 34

2046 Leveraging Breeding Values Obtained from Random Regression Models for Genetic Inference of
Longitudinal Traits. Plant Genome, 2019, 12, 180075. 1.6 37

2047 Genome-Wide identification of doublesex and Mab-3-Related transcription factor (DMRT) genes in nile
tilapia (oreochromis niloticus). Biotechnology Reports (Amsterdam, Netherlands), 2019, 24, e00398. 2.1 15

2048 Genome-Wide Association Study of Meat Quality Traits in Hanwoo Beef Cattle Using Imputed
Whole-Genome Sequence Data. Frontiers in Genetics, 2019, 10, 1235. 1.1 30



113

Citation Report

# Article IF Citations

2049 Genomic prediction based on selected variants from imputed whole-genome sequence data in
Australian sheep populations. Genetics Selection Evolution, 2019, 51, 72. 1.2 54

2050 Reading and writing: the evolution of molecular pain genetics. Pain, 2019, 160, 2177-2185. 2.0 2

2051 A Prospective Analysis of Genetic Variants Associated with Human Lifespan. G3: Genes, Genomes,
Genetics, 2019, 9, 2863-2878. 0.8 40

2052 Genomic Prediction and Association Analysis with Models Including Dominance Effects for Important
Traits in Chinese Simmental Beef Cattle. Animals, 2019, 9, 1055. 1.0 11

2053 Insight into the genetic architecture of back pain and its risk factors from a study of 509,000
individuals. Pain, 2019, 160, 1361-1373. 2.0 74

2054 Identification of epistasis loci underlying rice flowering time by controlling population
stratification and polygenic effect. DNA Research, 2019, 26, 119-130. 1.5 21

2055 Leveraging Polygenic Functional Enrichment to Improve GWAS Power. American Journal of Human
Genetics, 2019, 104, 65-75. 2.6 715

2056 Predicting Polygenic Risk of Psychiatric Disorders. Biological Psychiatry, 2019, 86, 97-109. 0.7 252

2057 A proposed conceptualization of talent in sport: The first step in a long and winding road. Psychology
of Sport and Exercise, 2019, 43, 27-33. 1.1 55

2058 Current perspectives in assessing humoral immunity after measles vaccination. Expert Review of
Vaccines, 2019, 18, 75-87. 2.0 39

2059 Genetic correlation of fatty acid composition with growth, carcass, fat deposition and meat quality
traits based on GWAS data in six pig populations. Meat Science, 2019, 150, 47-55. 2.7 85

2060 Industrial Enzymes as Feed Supplementsâ€”Advantages to Nutrition and Global Environment. Energy,
Environment, and Sustainability, 2019, , 293-304. 0.6 9

2061 Shades of complexity: New perspectives on the evolution and genetic architecture of human skin.
American Journal of Physical Anthropology, 2019, 168, 4-26. 2.1 45

2062 Semiautomated Feature Extraction from RGB Images for Sorghum Panicle Architecture GWAS. Plant
Physiology, 2019, 179, 24-37. 2.3 53

2063 Unravelling the genetic loci for growth and carcass traits in Chinese Bamaxiang pigs based on a 1.4
million SNP array. Journal of Animal Breeding and Genetics, 2019, 136, 3-14. 0.8 46

2064 Genotype and Phenotype. , 2019, , 237-279. 0

2065 Comparison of diversity parameters from SNP, microsatellites and pedigree records in the Lidia cattle
breed. Livestock Science, 2019, 219, 80-85. 0.6 14

2066 Genomic updates in understanding PTSD. Progress in Neuro-Psychopharmacology and Biological
Psychiatry, 2019, 90, 197-203. 2.5 23



114

Citation Report

# Article IF Citations

2067 Bias in heritability estimates from genomic restricted maximum likelihood methods under different
genotyping strategies. Journal of Animal Breeding and Genetics, 2019, 136, 40-50. 0.8 21

2068 Draft Genome Assembly and Population Genetics of an Agricultural Pollinator, the Solitary Alkali Bee
(Halictidae: <i>Nomia melanderi</i>). G3: Genes, Genomes, Genetics, 2019, 9, 625-634. 0.8 19

2069 Characterizing both bacteria and fungi improves understanding of the Arabidopsis root microbiome.
Scientific Reports, 2019, 9, 24. 1.6 135

2070 Repeated Evolution Versus Common Ancestry: Sex Chromosome Evolution in the Haplochromine
Cichlid<i>Pseudocrenilabrus philander</i>. Genome Biology and Evolution, 2019, 11, 439-458. 1.1 26

2071 Genetic evaluation of gestation length and its use in managing calving patterns. Journal of Dairy
Science, 2019, 102, 476-487. 1.4 13

2072 Established and emerging strategies to crack the genetic code of obesity. Obesity Reviews, 2019, 20,
212-240. 3.1 21

2073 SNP â€•based heritability and genetic architecture of tarsal osteochondrosis in North American
Standardbred horses. Animal Genetics, 2019, 50, 78-81. 0.6 9

2074 From the Past to the Future: Considering the Value and Limits of Evolutionary Prediction. American
Naturalist, 2019, 193, 1-10. 1.0 43

2075 Myopia: is the natureâ€•nurture debate finally over?. Australasian journal of optometry, The, 2019, 102,
3-17. 0.6 77

2076 Genome-wide association study for longevity in the Holstein cattle population. Animal, 2019, 13,
1350-1357. 1.3 12

2077 Harnessing genomic information for livestock improvement. Nature Reviews Genetics, 2019, 20, 135-156. 7.7 262

2078 SumHer better estimates the SNP heritability of complex traits from summary statistics. Nature
Genetics, 2019, 51, 277-284. 9.4 181

2079 Multivariate genomic predictions for age at puberty in tropically adapted beef heifers1. Journal of
Animal Science, 2019, 97, 90-100. 0.2 10

2080 Combined haplotype blocks regression and multi-locus mixed model analysis reveals novel candidate
genes associated with milk traits in dairy sheep. Livestock Science, 2019, 220, 8-16. 0.6 2

2081 Genomic kinship construction to enhance genetic analyses in the human connectome project data.
Human Brain Mapping, 2019, 40, 1677-1688. 1.9 14

2082 Estimating crossâ€•population genetic correlations of causal effect sizes. Genetic Epidemiology, 2019, 43,
180-188. 0.6 70

2083 Abnormal Body Size and Proportion. , 2019, , 81-143. 0

2084 Neurogenetic determinants and mechanisms of addiction to nicotine and smoked tobacco. European
Journal of Neuroscience, 2019, 50, 2164-2179. 1.2 21



115

Citation Report

# Article IF Citations

2085 Nonequivalent lethal equivalents: Models and inbreeding metrics for unbiased estimation of
inbreeding load. Evolutionary Applications, 2019, 12, 266-279. 1.5 43

2086 Phenotypic and genetic relationship between BMI and cigarette smoking in a sample of UK adults.
Addictive Behaviors, 2019, 89, 98-103. 1.7 9

2087 The development of adult attachment styles: four lessons. Current Opinion in Psychology, 2019, 25,
26-30. 2.5 121

2088 A genomeâ€•wide association study of coping behaviors suggests <i>FBXO45</i> is associated with
emotional expression. Genes, Brain and Behavior, 2019, 18, e12481. 1.1 13

2089 A combined analysis of genetically correlated traits identifies 187 loci and a role for neurogenesis
and myelination in intelligence. Molecular Psychiatry, 2019, 24, 169-181. 4.1 238

2090 Statistical methods for genome-wide association studies. Seminars in Cancer Biology, 2019, 55, 53-60. 4.3 59

2091 Genetic Effects on the Correlation Structure of CVD Risk Factors: Exome-Wide Data From a Ghanaian
Population. Global Heart, 2017, 12, 133. 0.9 4

2093
Exploring the role of genetic confounding in the association between maternal and offspring body
mass index: evidence from three birth cohorts. International Journal of Epidemiology, 2020, 49,
233-243.

0.9 18

2094 Missing heritability of complex diseases: case solved?. Human Genetics, 2020, 139, 103-113. 1.8 109

2095 Comparison of ancestral, partial, and genomic inbreeding in a local pig breed to achieve genetic
diversity. Conservation Genetics Resources, 2020, 12, 77-86. 0.4 19

2096 Estimating stature using human forearm and leg anthropometric data in an Australian female sample.
Australian Journal of Forensic Sciences, 2020, 52, 83-95. 0.7 5

2097 Genome-wide barebones regression scan for mixed-model association analysis. Theoretical and Applied
Genetics, 2020, 133, 51-58. 1.8 7

2098 A multiscale approach to detect selection in nonmodel tree species: Widespread adaptation despite
population decline in Taxus baccata L. Evolutionary Applications, 2020, 13, 143-160. 1.5 22

2099 Analysis of trait heritability in functionally partitioned rice genomes. Heredity, 2020, 124, 485-498. 1.2 7

2100 Polygenic Risk Scores for Developmental Disorders, Neuromotor Functioning During Infancy, and
Autistic Traits in Childhood. Biological Psychiatry, 2020, 87, 132-138. 0.7 27

2101 Introducing M-GCTA a Software Package to Estimate Maternal (or Paternal) Genetic Effects on
Offspring Phenotypes. Behavior Genetics, 2020, 50, 51-66. 1.4 18

2102 No Evidence for Social Genetic Effects or Genetic Similarity Among Friends Beyond that Due to
Population Stratification: A Reappraisal of Domingue et al (2018). Behavior Genetics, 2020, 50, 67-71. 1.4 7

2103 The interaction between ABCA1 polymorphism and physical activity on the HDL-cholesterol levels in a
Japanese population. Journal of Lipid Research, 2020, 61, 86-94. 2.0 11



116

Citation Report

# Article IF Citations

2104 Strengthening Causal Inference for Complex Disease Using Molecular Quantitative Trait Loci. Trends
in Molecular Medicine, 2020, 26, 232-241. 3.5 31

2105 Genetic determinants of bone mass and osteoporotic fracture. , 2020, , 1615-1630. 1

2106 A diagnostic ceiling for exome sequencing in cerebellar ataxia and related neurological disorders.
Human Mutation, 2020, 41, 487-501. 1.1 58

2107 An evaluation of machine-learning for predicting phenotype: studies in yeast, rice, and wheat. Machine
Learning, 2020, 109, 251-277. 3.4 88

2108
Structural equation models to disentangle the biological relationship between microbiota and
complex traits: Methane production in dairy cattle as a case of study. Journal of Animal Breeding and
Genetics, 2020, 137, 36-48.

0.8 30

2109 Egg intervention effect on linear growth no longer present after two years. Maternal and Child
Nutrition, 2020, 16, e12925. 1.4 25

2110 Genome-wide association study: Understanding the genetic basis of the gait type in Brazilian
Mangalarga Marchador horses, a preliminary study. Livestock Science, 2020, 231, 103867. 0.6 4

2111 Heritability of the Fibromyalgia Phenotype Varies by Age. Arthritis and Rheumatology, 2020, 72, 815-823. 2.9 15

2112 Statistical genetic concepts in psychiatric genomics. , 2020, , 103-116. 0

2113 A Robust Method Uncovers Significant Context-Specific Heritability in Diverse Complex Traits.
American Journal of Human Genetics, 2020, 106, 71-91. 2.6 54

2114 Heritability of resistance-related gene expression traits and their correlation with body size of clam
Meretrix petechialis. Journal of Oceanology and Limnology, 2020, 38, 571-578. 0.6 2

2115 Genome-wide association analyses reveal the genetic basis of biomass accumulation under symbiotic
nitrogen fixation in African soybean. Theoretical and Applied Genetics, 2020, 133, 665-676. 1.8 21

2116 Familial Influences on Neuroticism and Education in the UK Biobank. Behavior Genetics, 2020, 50, 84-93. 1.4 9

2117 Genetic effects on planum temporale asymmetry and their limited relevance to neurodevelopmental
disorders, intelligence or educational attainment. Cortex, 2020, 124, 137-153. 1.1 26

2118 Genome-wide association study provides insights into the genetic architecture of bone size and mass
in chickens. Genome, 2020, 63, 133-143. 0.9 20

2119 Value of sharing cow reference population between countries on reliability of genomic prediction
for milk yield traits. Journal of Dairy Science, 2020, 103, 1711-1728. 1.4 8

2120 A genome-wide association analysis for body, udder, and leg conformation traits recorded in
Murciano-Granadina goats. Journal of Dairy Science, 2020, 103, 11605-11617. 1.4 12

2121 How Can Gene-Expression Information Improve Prognostic Prediction in TCGA Cancers: An Empirical
Comparison Study on Regularization and Mixed Cox Models. Frontiers in Genetics, 2020, 11, 920. 1.1 8



117

Citation Report

# Article IF Citations

2122 Validation and association of candidate markers for adult migration timing and fitness in Chinook
Salmon. Evolutionary Applications, 2020, 13, 2316-2332. 1.5 19

2123 The Genetics of Spondyloarthritis. Journal of Personalized Medicine, 2020, 10, 151. 1.1 18

2124 Systematically lower structural brain connectivity in individuals with elevated food addiction
symptoms. Appetite, 2020, 155, 104850. 1.8 20

2125 The interplay between host genetics and the gut microbiome reveals common and distinct microbiome
features for complex human diseases. Microbiome, 2020, 8, 145. 4.9 77

2126 Diagnostic prediction of autism spectrum disorder using complex network measures in a machine
learning framework. Biomedical Signal Processing and Control, 2020, 62, 102099. 3.5 47

2127 Genome-wide association analysis of opioid use disorder: A novel approach using clinical data. Drug
and Alcohol Dependence, 2020, 217, 108276. 1.6 17

2128 CTLâ€“doxorubicin (DOX)â€“gold complex nanoparticles (DOXâ€“AuGCs): from synthesis to enhancement of
therapeutic effect on liver cancer model. Nanoscale Advances, 2020, 2, 5231-5241. 2.2 3

2129 A unified framework for association and prediction from vertexâ€•wise greyâ€•matter structure. Human
Brain Mapping, 2020, 41, 4062-4076. 1.9 16

2130 Association mapping and genomic prediction for ear rot disease caused by <i>Fusarium
verticillioides</i> in a tropical maize germplasm. Crop Science, 2020, 60, 2867-2881. 0.8 8

2131 Causation and Single Nucleotide Polymorphism Heritability. Philosophy of Science, 2020, 87, 1073-1083. 0.5 11

2132 Accounting for Group-Specific Allele Effects and Admixture in Genomic Predictions: Theory and
Experimental Evaluation in Maize. Genetics, 2020, 216, 27-41. 1.2 15

2133 A multi-breed GWAS for morphometric traits in four Beninese indigenous cattle breeds reveals loci
associated with conformation, carcass and adaptive traits. BMC Genomics, 2020, 21, 783. 1.2 23

2134 Deep sequencing reveals a DAP1 regulatory haplotype that potentiates autoimmunity in systemic lupus
erythematosus. Genome Biology, 2020, 21, 281. 3.8 8

2135 Functionally informed fine-mapping and polygenic localization of complex trait heritability. Nature
Genetics, 2020, 52, 1355-1363. 9.4 185

2136 Improving the trans-ancestry portability of polygenic risk scores by prioritizing variants in predicted
cell-type-specific regulatory elements. Nature Genetics, 2020, 52, 1346-1354. 9.4 126

2138 A framework for modeling epistatic interaction. Bioinformatics, 2021, 37, 1708-1716. 1.8 5

2139 Exploring the Link Between Additive Heritability and Prediction Accuracy From a Ridge Regression
Perspective. Frontiers in Genetics, 2020, 11, 581594. 1.1 3

2140 Gene networks for three feed efficiency criteria reveal shared and specific biological processes.
Genetics Selection Evolution, 2020, 52, 67. 1.2 9



118

Citation Report

# Article IF Citations

2141 Influence of Genetic Interactions on Polygenic Prediction. G3: Genes, Genomes, Genetics, 2020, 10,
109-115. 0.8 19

2142 Genome-wide Modeling of Polygenic Risk Score in Colorectal Cancer Risk. American Journal of Human
Genetics, 2020, 107, 432-444. 2.6 124

2143 An enhanced machine learning tool for cis â€•eQTL mapping with regularization and confounder
adjustments. Genetic Epidemiology, 2020, 44, 798-810. 0.6 0

2144 Tutorial: a guide to performing polygenic risk score analyses. Nature Protocols, 2020, 15, 2759-2772. 5.5 918

2145 Heritability Estimates of Antler and Body Traits in White-Tailed Deer (<i>Odocoileus virginianus</i>)
From Genomic-Relatedness Matrices. Journal of Heredity, 2020, 111, 429-435. 1.0 6

2146 Genomic diversity and population structure of the indigenous Greek and Cypriot cattle populations.
Genetics Selection Evolution, 2020, 52, 43. 1.2 15

2147 Multi-kernel linear mixed model with adaptive lasso for prediction analysis on high-dimensional
multi-omics data. Bioinformatics, 2020, 36, 1785-1794. 1.8 25

2148 Genetics of Equine Endocrine and Metabolic Disease. Veterinary Clinics of North America Equine
Practice, 2020, 36, 341-352. 0.3 3

2149 Polygenic inheritance, GWAS, polygenic risk scores, and the search for functional variants.
Proceedings of the National Academy of Sciences of the United States of America, 2020, 117, 18924-18933. 3.3 95

2150 Efficient variance components analysis across millions of genomes. Nature Communications, 2020, 11,
4020. 5.8 31

2151 Genetic determinism of spontaneous masculinisation in XX female rainbow trout: new insights using
medium throughput genotyping and whole-genome sequencing. Scientific Reports, 2020, 10, 17693. 1.6 13

2152 Major QTL with pleiotropic effects controlling time of leaf budburst and flowering-related traits in
walnut (Juglans regia L.). Scientific Reports, 2020, 10, 15207. 1.6 14

2153 Identification of 31 loci for mammographic density phenotypes and their associations with breast
cancer risk. Nature Communications, 2020, 11, 5116. 5.8 29

2154 Revisiting genome-wide association studies from statistical modelling to machine learning. Briefings
in Bioinformatics, 2021, 22, . 3.2 20

2155 Fungal heavy metal adaptation through single nucleotide polymorphisms and copyâ€•number variation.
Molecular Ecology, 2020, 29, 4157-4169. 2.0 24

2156 Genetic Influences on Disease Subtypes. Annual Review of Genomics and Human Genetics, 2020, 21,
413-435. 2.5 23

2157 Optimizing Genetic Analyses of Serum Lipids in Longitudinal Data. Circulation Research, 2020, 127,
1337-1339. 2.0 0

2158 Molecular Characterisation of Canine Osteosarcoma in High Risk Breeds. Cancers, 2020, 12, 2405. 1.7 12



119

Citation Report

# Article IF Citations

2159 Meta-analysis of GWAS in canola blackleg (Leptosphaeria maculans) disease traits demonstrates
increased power from imputed whole-genome sequence. Scientific Reports, 2020, 10, 14300. 1.6 19

2160 The reliability and heritability of cortical folds and their genetic correlations across hemispheres.
Communications Biology, 2020, 3, 510. 2.0 42

2161 Association analysis between agronomic traits and AFLP markers in a wide germplasm of proso millet
(Panicum miliaceum L.) under normal and salinity stress conditions. BMC Plant Biology, 2020, 20, 427. 1.6 7

2162 Bayesian sparse heritability analysis with high-dimensional neuroimaging phenotypes. Biostatistics,
2022, 23, 467-484. 0.9 4

2163
Comparative analysis of SNP data and hybrid taxa information by using a classificatory linear mixed
model to study the genetic variation and heritability of initial height growth in selected poplar
hybrids. Tree Genetics and Genomes, 2020, 16, 1.

0.6 2

2164 Pan-genomic open reading frames: A potential supplement of single nucleotide polymorphisms in
estimation of heritability and genomic prediction. PLoS Genetics, 2020, 16, e1008995. 1.5 5

2165 Genetic mechanisms of neurodevelopmental disorders. Handbook of Clinical Neurology / Edited By P J
Vinken and G W Bruyn, 2020, 173, 307-326. 1.0 3

2166
Genomeâ€•wide association mapping and comparative genomics identifies genomic regions governing
grain nutritional traits in finger millet (<i>Eleusine coracana</i> L. Gaertn.). Plants People Planet,
2020, 2, 649-662.

1.6 50

2167 Genome-Wide Association Study and Pathway Analysis for Heterophil/Lymphocyte (H/L) Ratio in
Chicken. Genes, 2020, 11, 1005. 1.0 8

2168 Metaâ€•analysis of genetic parameters of production traits in cultured shrimp species. Fish and Fisheries,
2020, 21, 1150-1174. 2.7 4

2169 Heritability of haemodynamics in the ascending aorta. Scientific Reports, 2020, 10, 14356. 1.6 5

2170 Copy number variants outperform SNPs to reveal genotypeâ€“temperature association in a marine
species. Molecular Ecology, 2020, 29, 4765-4782. 2.0 67

2171 Multifactorial disorders and polygenic risk scores: predicting common diseases and the possibility of
adverse selection in life and protection insurance. Annals of Actuarial Science, 2020, , 1-16. 1.0 8

2172 Machine learning for effectively avoiding overfitting is a crucial strategy for the genetic prediction
of polygenic psychiatric phenotypes. Translational Psychiatry, 2020, 10, 294. 2.4 11

2173 CORE GREML for estimating covariance between random effects in linear mixed models for complex
trait analyses. Nature Communications, 2020, 11, 4208. 5.8 23

2174 Haplotype-based genome-wide association increases the predictability of leaf rust (<i>Puccinia) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 142 Td (triticina</i>) resistance in wheat. Journal of Experimental Botany, 2020, 71, 6958-6968.2.4 13

2175 Applications of Support Vector Machine in Genomic Prediction in Pig and Maize Populations. Frontiers
in Genetics, 2020, 11, 598318. 1.1 20

2176 Improving Genomic Prediction of Crossbred and Purebred Dairy Cattle. Frontiers in Genetics, 2020, 11,
598580. 1.1 21



120

Citation Report

# Article IF Citations

2177 Identity-by-descent detection across 487,409 British samples reveals fine scale population structure
and ultra-rare variant associations. Nature Communications, 2020, 11, 6130. 5.8 62

2178 The Trait Approach. , 2020, , 31-43. 0

2179 Accuracy in Person Perception. , 2020, , 44-55. 1

2180 Models of Personality Structure. , 2020, , 115-128. 0

2181 The Five-Factor Model of Personality: Consensus and Controversy. , 2020, , 129-141. 2

2182 Temperament and Brain Networks of Attention. , 2020, , 155-168. 2

2183 Personality in Nonhuman Animals. , 2020, , 235-246. 0

2184 Genetics of Personality. , 2020, , 247-258. 0

2185 Approachâ€“Avoidance Theories of Personality. , 2020, , 259-272. 1

2186 Cognitive Processes and Models. , 2020, , 295-315. 0

2187 Basic Needs, Goals and Motivation. , 2020, , 330-338. 1

2188 Personality and the Self. , 2020, , 339-351. 6

2189 Social Relations and Social Support. , 2020, , 386-399. 0

2190 Personality and Politics. , 2020, , 413-424. 1

2191 Personality at Work. , 2020, , 427-438. 2

2193 Personality in Clinical Psychology. , 2020, , 451-462. 0

2195 Conceptual and Historical Perspectives. , 2020, , 13-30. 3

2196 Personality and the Unconscious. , 2020, , 69-80. 0



121

Citation Report

# Article IF Citations

2197 Personality and Emotion. , 2020, , 81-100. 8

2198 Personality Assessment Methods. , 2020, , 103-114. 0

2199 Personality and Intelligence. , 2020, , 142-152. 0

2200 Development of Personality across the Life Span. , 2020, , 169-182. 3

2201 Personality Traits and Mental Disorders. , 2020, , 183-192. 0

2202 Attachment Theory. , 2020, , 208-220. 0

2203 Evolutionary Personality Psychology. , 2020, , 223-234. 4

2204 Personality Neuroscience. , 2020, , 273-292. 5

2205 Self-Regulation and Control in Personality Functioning. , 2020, , 316-329. 0

2206 Traits and Dynamic Processes. , 2020, , 352-363. 0

2207 Anxiety, Depression and Cognitive Dysfunction. , 2020, , 364-374. 0

2208 Personality in Cross-Cultural Perspective. , 2020, , 400-412. 1

2209 Personality, Preferences and Socioeconomic Behavior. , 2020, , 477-494. 2

2211 States and Situations, Traits and Environments. , 2020, , 56-68. 1

2212 Narrative Identity in the Social World. , 2020, , 377-385. 0

2213 Personality and Crime. , 2020, , 463-476. 0

2214 Models of Physical Health and Personality. , 2020, , 193-207. 2

2215 The genetics of circulating BDNF: towards understanding the role of BDNF in brain structure and
function in middle and old ages. Brain Communications, 2020, 2, fcaa176. 1.5 14



122

Citation Report

# Article IF Citations

2216 Genomic Prediction of Additive and Dominant Effects on Wool and Blood Traits in Alpine Merino
Sheep. Frontiers in Veterinary Science, 2020, 7, 573692. 0.9 0

2217 Treatment- and population-specific genetic risk factors for anti-drug antibodies against
interferon-beta: a GWAS. BMC Medicine, 2020, 18, 298. 2.3 11

2218 Estimation of Molecular Pairwise Relatedness in Autopolyploid Crops. G3: Genes, Genomes, Genetics,
2020, 10, 4579-4589. 0.8 11

2220 A deterministic equation to predict the accuracy of multi-population genomic prediction with
multiple genomic relationship matrices. Genetics Selection Evolution, 2020, 52, 21. 1.2 5

2221 Simultaneous SNP selection and adjustment for population structure in high dimensional prediction
models. PLoS Genetics, 2020, 16, e1008766. 1.5 5

2222 Evaluation of the utility of genomic information to improve genetic evaluation of feed efficiency
traits of the Pacific white shrimp Litopenaeus vannamei. Aquaculture, 2020, 527, 735421. 1.7 9

2223 Beyond SNP heritability: Polygenicity and discoverability of phenotypes estimated with a univariate
Gaussian mixture model. PLoS Genetics, 2020, 16, e1008612. 1.5 120

2224 Detecting Genotype-Population Interaction Effects by Ancestry Principal Components. Frontiers in
Genetics, 2020, 11, 379. 1.1 2

2225 The SNP-Based Heritability â€” A Commentary on Yang etÂ al. (2010). Twin Research and Human Genetics,
2020, 23, 118-119. 0.3 0

2226 A genome-wide association study of interhemispheric theta EEG coherence: implications for neural
connectivity and alcohol use behavior. Molecular Psychiatry, 2021, 26, 5040-5052. 4.1 22

2227 Efficient toolkit implementing best practices for principal component analysis of population genetic
data. Bioinformatics, 2020, 36, 4449-4457. 1.8 76

2228 Transethnic Genome-Wide Association Study Provides Insights in the Genetic Architecture and
Heritability of Long QT Syndrome. Circulation, 2020, 142, 324-338. 1.6 83

2229 The genetic basis of animal behavioural diversity in natural populations. Molecular Ecology, 2020, 29,
1957-1971. 2.0 18

2230 Deciphering Sex-Specific Genetic Architectures Using Local Bayesian Regressions. Genetics, 2020, 215,
231-241. 1.2 7

2231 Rare protein-altering variants in ANGPTL7 lower intraocular pressure and protect against glaucoma.
PLoS Genetics, 2020, 16, e1008682. 1.5 31

2232 A positively selected FBN1 missense variant reduces height in Peruvian individuals. Nature, 2020, 582,
234-239. 13.7 39

2233 The quest for genetic sequence variants conferring risk of endometriosis. , 2020, , 91-109. 2

2234 On Negative Heritability and Negative Estimates of Heritability. Genetics, 2020, 215, 343-357. 1.2 27



123

Citation Report

# Article IF Citations

2235 Controlling Coancestry and Thereby Future Inbreeding by Optimum-Contribution Selection Using
Alternative Genomic-Relationship Matrices. Frontiers in Genetics, 2020, 11, 345. 1.1 10

2236 From GWAS to Function: Using Functional Genomics to Identify the Mechanisms Underlying Complex
Diseases. Frontiers in Genetics, 2020, 11, 424. 1.1 335

2237 The polygenic architecture of left ventricular mass mirrors the clinical epidemiology. Scientific
Reports, 2020, 10, 7561. 1.6 13

2238 Non-parametric Polygenic Risk Prediction via Partitioned GWAS Summary Statistics. American Journal
of Human Genetics, 2020, 107, 46-59. 2.6 30

2239 Approaches to studying the genomic architecture of complex birth defects. Prenatal Diagnosis, 2020,
40, 1047-1055. 1.1 5

2240 Genomic prediction applied to multiple traits and environments in second season maize hybrids.
Heredity, 2020, 125, 60-72. 1.2 12

2241 Genome-wide data reveal discordant mitonuclear introgression in the intermediate horseshoe bat
(Rhinolophus affinis). Molecular Phylogenetics and Evolution, 2020, 150, 106886. 1.2 18

2242 Using single-step genomic best linear unbiased prediction to improve the efficiency of genetic
evaluation on body weight in Macrobrachium rosenbergii. Aquaculture, 2020, 528, 735577. 1.7 9

2243 <i>SGCG</i> rs679482 Associates With Weight Loss Success in Response to an Intensively Supervised
Outpatient Program. Diabetes, 2020, 69, 2017-2026. 0.3 8

2244 Genomics of Pain and Co-Morbid Symptoms. , 2020, , . 0

2245 Phenotype-specific differences in polygenicity and effect size distribution across functional
annotation categories revealed by AI-MiXeR. Bioinformatics, 2020, 36, 4749-4756. 1.8 6

2246 KAML: improving genomic prediction accuracy of complex traits using machine learning determined
parameters. Genome Biology, 2020, 21, 146. 3.8 51

2247 Estimation of non-null SNP effect size distributions enables the detection of enriched genes
underlying complex traits. PLoS Genetics, 2020, 16, e1008855. 1.5 9

2248 Efficient polygenic risk scores for biobank scale data by exploiting phenotypes from inferred relatives.
Nature Communications, 2020, 11, 3074. 5.8 24

2249 Natural Selection Shapes Codon Usage in the Human Genome. American Journal of Human Genetics,
2020, 107, 83-95. 2.6 44

2250 Incorporating Genome Annotation Into Genomic Prediction for Carcass Traits in Chinese Simmental
Beef Cattle. Frontiers in Genetics, 2020, 11, 481. 1.1 22

2251 Phenotypic Responses to and Genetic Architecture of Sterility Following Exposure to Sub-Lethal
Temperature During Development. Frontiers in Genetics, 2020, 11, 573. 1.1 31

2252 Study of genetic correlation between childrenâ€™s sleep and obesity. Journal of Human Genetics, 2020,
65, 949-959. 1.1 4



124

Citation Report

# Article IF Citations

2253 Investigation of prediction accuracy and the impact of sample size, ancestry, and tissue in
transcriptomeâ€•wide association studies. Genetic Epidemiology, 2020, 44, 425-441. 0.6 19

2254 Quantifying Differences in Heritability among Psoriatic Arthritis (PsA), Cutaneous Psoriasis (PsC) and
Psoriasis vulgaris (PsV). Scientific Reports, 2020, 10, 4925. 1.6 20

2255 Analysis of DNA methylation associates the cystineâ€“glutamate antiporter SLC7A11 with risk of
Parkinsonâ€™s disease. Nature Communications, 2020, 11, 1238. 5.8 85

2256 Significant out-of-sample classification from methylation profile scoring for amyotrophic lateral
sclerosis. Npj Genomic Medicine, 2020, 5, 10. 1.7 25

2257 Evaluating and improving heritability models using summary statistics. Nature Genetics, 2020, 52,
458-462. 9.4 128

2258 Self-reported hearing loss questions provide a good measure for genetic studies: a polygenic risk
score analysis from UK Biobank. European Journal of Human Genetics, 2020, 28, 1056-1065. 1.4 21

2259 The genetic architecture of membranous nephropathy and its potential to improve non-invasive
diagnosis. Nature Communications, 2020, 11, 1600. 5.8 120

2260 Meta-analysis of 542,934 subjects of European ancestry identifies new genes and mechanisms
predisposing to refractive error and myopia. Nature Genetics, 2020, 52, 401-407. 9.4 180

2261
Impact of Multienzymes Dose Supplemented Continuously or Intermittently in Drinking Water on
Growth Performance, Nutrient Digestibility, and Blood Constituents of Broiler Chickens. Animals,
2020, 10, 375.

1.0 5

2262 Parentage and relatedness reconstruction in Pinus sylvestris using genotyping-by-sequencing.
Heredity, 2020, 124, 633-646. 1.2 26

2263 Systematic Review of Polygenic Risk Scores for Type 1 and Type 2 Diabetes. International Journal of
Molecular Sciences, 2020, 21, 1703. 1.8 46

2264 High-definition likelihood inference of genetic correlations across human complex traits. Nature
Genetics, 2020, 52, 859-864. 9.4 114

2265 Genomic Prediction and Genetic Correlation of Agronomic, Blackleg Disease, and Seed Quality Traits
in Canola (Brassica napus L.). Plants, 2020, 9, 719. 1.6 13

2266 Integrative bioinformatic analyses of genome-wide association studies for understanding the genetic
bases of human height. Biologia (Poland), 2020, 75, 2413-2420. 0.8 1

2267 Statistical methods for SNP heritability estimation and partition: A review. Computational and
Structural Biotechnology Journal, 2020, 18, 1557-1568. 1.9 41

2268 Assessment of polygenic architecture and risk prediction based on common variants across fourteen
cancers. Nature Communications, 2020, 11, 3353. 5.8 75

2269 Coinherited genetics of multiple myeloma and its precursor, monoclonal gammopathy of
undetermined significance. Blood Advances, 2020, 4, 2789-2797. 2.5 20

2270 Integration of single nucleotide variants and whole-genome DNA methylation profiles for
classification of rheumatoid arthritis cases from controls. Heredity, 2020, 124, 658-674. 1.2 10



125

Citation Report

# Article IF Citations

2271 Identification of novel variants and candidate genes associated with porcine bone mineral density
using genome-wide association study. Journal of Animal Science, 2020, 98, . 0.2 6

2272 Genomic Regions Associated With Skeletal Type Traits in Beef and Dairy Cattle Are Common to Regions
Associated With Carcass Traits, Feed Intake and Calving Difficulty. Frontiers in Genetics, 2020, 11, 20. 1.1 21

2273 Passenger Mutations in More Than 2,500 Cancer Genomes: Overall Molecular Functional Impact and
Consequences. Cell, 2020, 180, 915-927.e16. 13.5 98

2274 Efficient Estimation and Applications of Cross-Validated Genetic Predictions to Polygenic Risk Scores
and Linear Mixed Models. Journal of Computational Biology, 2020, 27, 599-612. 0.8 19

2275 Polygenic Architecture of Human Neuroanatomical Diversity. Cerebral Cortex, 2020, 30, 2307-2320. 1.6 16

2276 Transcriptomeâ€•wide association study of breast cancer risk by estrogenâ€•receptor status. Genetic
Epidemiology, 2020, 44, 442-468. 0.6 32

2277 Genomic dissection of maternal, additive and non-additive genetic effects for growth and carcass
traits in Nile tilapia. Genetics Selection Evolution, 2020, 52, 1. 1.2 78

2278 A fast-linear mixed model for genome-wide haplotype association analysis: application to agronomic
traits in maize. BMC Genomics, 2020, 21, 151. 1.2 6

2279 Leveraging effect size distributions to improve polygenic risk scores derived from summary statistics
of genome-wide association studies. PLoS Computational Biology, 2020, 16, e1007565. 1.5 32

2280 Structured assessments for imminent aggression in mental health and correctional settings:
Systematic review and meta-analysis. International Journal of Nursing Studies, 2020, 104, 103526. 2.5 16

2281 A Multiple-Trait Bayesian Lasso for Genome-Enabled Analysis and Prediction of Complex Traits.
Genetics, 2020, 214, 305-331. 1.2 25

2282 Comments on: Hierarchical inference for genome-wide association studies by Jelle J. Goeman and
Stefan BÃ¶hringer. Computational Statistics, 2020, 35, 41-45. 0.8 1

2283
Genetic architecture of quantitative traits in beef cattle revealed by genome wide association studies
of imputed whole genome sequence variants: I: feed efficiency and component traits. BMC Genomics,
2020, 21, 36.

1.2 49

2284 Evaluating different genomic coancestry matrices for managing genetic variability in turbot.
Aquaculture, 2020, 520, 734985. 1.7 10

2285
A Multi-tissue Transcriptome Analysis of Human Metabolites Guides Interpretability of Associations
Based on Multi-SNP Models for Gene Expression. American Journal of Human Genetics, 2020, 106,
188-201.

2.6 26

2286 Genomic Prediction of Columnaris Disease Resistance in Catfish. Marine Biotechnology, 2020, 22,
145-151. 1.1 6

2287 Multikernel linear mixed model with adaptive lasso for complex phenotype prediction. Statistics in
Medicine, 2020, 39, 1311-1327. 0.8 9

2288 Genome-Wide Association Study of Brain Connectivity Changes for Alzheimerâ€™s Disease. Scientific
Reports, 2020, 10, 1433. 1.6 24



126

Citation Report

# Article IF Citations

2289 Productive simplification in the use of anthropometric nutritional status. European Journal of
Clinical Nutrition, 2020, 74, 359-361. 1.3 1

2290 Genetic architecture of quantitative traits in beef cattle revealed by genome wide association studies
of imputed whole genome sequence variants: II: carcass merit traits. BMC Genomics, 2020, 21, 38. 1.2 33

2291 Statistical Methods in Genome-Wide Association Studies. Annual Review of Biomedical Data Science,
2020, 3, 265-288. 2.8 6

2292 A decade of research on the genetics of entrepreneurship: a review and view ahead. Small Business
Economics, 2021, 57, 1303-1317. 4.4 17

2293
Maternal and paternal effects on offspring internalizing problems: Results from genetic and
familyâ€•based analyses. American Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2020,
183, 258-267.

1.1 17

2294 What is creating the height premium? New evidence from a Mendelian randomization analysis in China.
PLoS ONE, 2020, 15, e0230555. 1.1 4

2295 Combining Experimental Evolution and Genomics to Understand How Seed Beetles Adapt to a Marginal
Host Plant. Genes, 2020, 11, 400. 1.0 8

2296 The contribution of rare genetic variants to the pathogenesis of polycystic ovary syndrome. Current
Opinion in Endocrine and Metabolic Research, 2020, 12, 26-32. 0.6 21

2297 Lost in translation: Population genomics and long-read sequencing reveals relaxation of concerted
evolution of the ribosomal DNA cistron. Molecular Phylogenetics and Evolution, 2020, 148, 106804. 1.2 16

2298 Estimating narrow-sense heritability using family data from admixed populations. Heredity, 2020, 124,
751-762. 1.2 6

2299 Common variation at 16p11.2 is associated with glycosuria in pregnancy: findings from a genome-wide
association study in European women. Human Molecular Genetics, 2020, 29, 2098-2106. 1.4 3

2300 Partitioning heritability analyses unveil the genetic architecture of human brain multidimensional
functional connectivity patterns. Human Brain Mapping, 2020, 41, 3305-3317. 1.9 17

2301 Population Connectivity and Genetic Assessment of Exploited and Natural Populations of Pearl
Oysters within a French Polynesian Atoll Lagoon. Genes, 2020, 11, 426. 1.0 11

2302 Genome-wide association analysis of insomnia using data from Partners Biobank. Scientific Reports,
2020, 10, 6928. 1.6 11

2303 Accurate and Scalable Construction of Polygenic Scores in Large Biobank Data Sets. American Journal
of Human Genetics, 2020, 106, 679-693. 2.6 80

2304 Genetic Contributions to Multivariate Data-Driven Brain Networks Constructed via Source-Based
Morphometry. Cerebral Cortex, 2020, 30, 4899-4913. 1.6 7

2305 Liability threshold modeling of caseâ€“control status and family history of disease increases
association power. Nature Genetics, 2020, 52, 541-547. 9.4 60

2306 Wholeâ€•Genome Approach Discovers Novel Genetic and Nongenetic Variance Components Modulated by
Lifestyle for Cardiovascular Health. Journal of the American Heart Association, 2020, 9, e015661. 1.6 12



127

Citation Report

# Article IF Citations

2307 Integrating Family-Based and Mendelian Randomization Designs. Cold Spring Harbor Perspectives in
Medicine, 2021, 11, a039503. 2.9 19

2308 Combining genotype, phenotype, and environmental data to delineate siteâ€•adjusted provenance
strategies for ecological restoration. Molecular Ecology Resources, 2021, 21, 44-58. 2.2 41

2309 Using off-target data from whole-exome sequencing to improve genotyping accuracy, association
analysis and polygenic risk prediction. Briefings in Bioinformatics, 2021, 22, . 3.2 8

2310 Dissecting the heritable risk of breast cancer: From statistical methods to susceptibility genes.
Seminars in Cancer Biology, 2021, 72, 175-184. 4.3 10

2311 Risk in Relatives, Heritability, SNP-Based Heritability, and Genetic Correlations in Psychiatric
Disorders: A Review. Biological Psychiatry, 2021, 89, 11-19. 0.7 59

2312 Genetic influence on cognitive development between childhood and adulthood. Molecular
Psychiatry, 2021, 26, 656-665. 4.1 28

2313 The influence of X chromosome variants on trait neuroticism. Molecular Psychiatry, 2021, 26, 483-491. 4.1 17

2314 Individual Differences in Cognitive Performance Are Better Predicted by Global Rather Than Localized
BOLD Activity Patterns Across the Cortex. Cerebral Cortex, 2021, 31, 1478-1488. 1.6 24

2315
Gene-Based Association Testing of Dichotomous Traits With Generalized Functional Linear Mixed
Models Using Extended Pedigrees: Applications to Age-Related Macular Degeneration. Journal of the
American Statistical Association, 2021, 116, 531-545.

1.8 3

2316 Dynamic shifts in social network structure and composition within a breeding hybrid population.
Journal of Animal Ecology, 2021, 90, 197-211. 1.3 3

2317 The neurobiology of human aggressive behavior: Neuroimaging, genetic, and neurochemical aspects.
Progress in Neuro-Psychopharmacology and Biological Psychiatry, 2021, 106, 110059. 2.5 39

2318 Where Are the Disease-Associated eQTLs?. Trends in Genetics, 2021, 37, 109-124. 2.9 163

2319 Social parasite distancing: RADseq reveals high inbreeding in the social parasite Microdon myrmicae
but low philopatry for host ant nest. Ecological Entomology, 2021, 46, 89-99. 1.1 1

2320 Multi-ethnic GWAS and meta-analysis of sleep quality identify MPP6 as a novel gene that functions in
sleep center neurons. Sleep, 2021, 44, . 0.6 5

2321 Genetic Data: Potential Uses and Misuses in Marketing. Journal of Marketing, 2022, 86, 7-26. 7.0 15

2322 Periodontal health and disease: The contribution of genetics. Periodontology 2000, 2021, 85, 161-181. 6.3 33

2323 Urinary metabolite quantitative trait loci in children and their interaction with dietary factors.
Human Molecular Genetics, 2021, 29, 3830-3844. 1.4 7

2324 Computational Tools for Causal Inference in Genetics. Cold Spring Harbor Perspectives in Medicine,
2021, 11, a039248. 2.9 3



128

Citation Report

# Article IF Citations

2325 Evidence of horizontal indirect genetic effects in humans. Nature Human Behaviour, 2021, 5, 399-406. 6.2 16

2326 A Bayesian linear mixed model for prediction of complex traits. Bioinformatics, 2021, 36, 5415-5423. 1.8 4

2327 The complex role of genetic background in shaping the effects of spontaneous and induced mutations.
Yeast, 2021, 38, 187-196. 0.8 8

2328 Causal Inference Methods to Integrate Omics and Complex Traits. Cold Spring Harbor Perspectives in
Medicine, 2021, 11, a040493. 2.9 9

2329 A genome-wide association study reveals a substantial genetic basis underlying the Ebbinghaus
illusion. Journal of Human Genetics, 2021, 66, 261-271. 1.1 4

2330 Recapitulating Evolutionary Divergence in a Single<i>Cis</i>-Regulatory Element Is Sufficient to Cause
Expression Changes of the Lens Gene<i>Tdrd7</i>. Molecular Biology and Evolution, 2021, 38, 380-392. 3.5 4

2331 â€œReports of My Death Were Greatly Exaggeratedâ€•: Behavior Genetics in the Postgenomic Era. Annual
Review of Psychology, 2021, 72, 37-60. 9.9 49

2332 Extended application of genomic selection to screen multiomics data for prognostic signatures of
prostate cancer. Briefings in Bioinformatics, 2021, 22, . 3.2 16

2333 Heritability jointly explained by host genotype and microbiome: will improve traits prediction?.
Briefings in Bioinformatics, 2021, 22, . 3.2 3

2334 Genetic potential and height velocity during childhood and adolescence do not fully account for
shorter stature in cystic fibrosis. Pediatric Research, 2021, 89, 653-659. 1.1 7

2335 Genetic and environmental contributions to diagnostic fluctuation in anorexia nervosa and bulimia
nervosa. Psychological Medicine, 2021, 51, 62-69. 2.7 17

2336 Heritability, causal influence and locality. SynthÃˆse, 2021, 198, 6689-6715. 0.6 13

2337 Linear Mixed Models: Part I. Springer Series in Statistics, 2021, , 1-61. 0.9 6

2338 Heritability and family-based GWAS analyses of the <i>N</i>-acyl ethanolamine and ceramide plasma
lipidome. Human Molecular Genetics, 2021, 30, 500-513. 1.4 13

2340 Genetic mapping of developmental trajectories for complex traits and diseases. Computational and
Structural Biotechnology Journal, 2021, 19, 3458-3469. 1.9 1

2341 Direct and Indirect Effects of Maternal, Paternal, and Offspring Genotypes: Trio-GCTA. Behavior
Genetics, 2021, 51, 154-161. 1.4 27

2342 Gene polymorphisms in leptin and its receptor and the response to growth hormone treatment in
patients with idiopathic growth hormone deficiency. Endocrine Journal, 2021, 68, 889-895. 0.7 1

2343 Independent evolution toward larger body size in the distinctive Faroe Island mice. G3: Genes,
Genomes, Genetics, 2021, 11, . 0.8 0



129

Citation Report

# Article IF Citations

2344
A comprehensive evaluation of methods for Mendelian randomization using realistic simulations and
an analysis of 38 biomarkers for risk of type 2 diabetes. International Journal of Epidemiology, 2021, 50,
1335-1349.

0.9 15

2345 Genome-wide association study implicates novel loci and reveals candidate effector genes for
longitudinal pediatric bone accrual. Genome Biology, 2021, 22, 1. 3.8 239

2346 A Novel Hybrid Machine Learning Approach Using Deep Learning for the Prediction of Alzheimer
Disease Using Genome Data. Lecture Notes in Computer Science, 2021, , 253-266. 1.0 6

2348 Multivariate linear mixed model enhanced the power of identifying genome-wide association to poplar
tree heights in a randomized complete block design. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 14

2349 Impact of early life famine exposure on adulthood anthropometry among survivors of the 1983â€“1985
EthiopianÂ Great famine: a historical cohort study. BMC Public Health, 2021, 21, 94. 1.2 12

2350 Breed-adjusted genomic relationship matrices as a method to account for population stratification in
multibreed populations of tropically adapted beef heifers. Animal Production Science, 2021, , . 0.6 1

2351 Estimating FST and kinship for arbitrary population structures. PLoS Genetics, 2021, 17, e1009241. 1.5 53

2352 Combining twin-family designs with measured genetic variants to study the causes of epigenetic
variation. , 2021, , 239-259. 0

2353 The genetic architecture of human complex phenotypes is modulated by linkage disequilibrium and
heterozygosity. Genetics, 2021, 217, . 1.2 10

2354 OUP accepted manuscript. Human Molecular Genetics, 2021, 30, 1521-1534. 1.4 32

2356 Heritability of DNA methylation in threespine stickleback (<i>Gasterosteus aculeatus</i>). Genetics,
2021, 217, 1-15. 1.2 31

2357 Genome-wide association study of circulating interleukin 6 levels identifies novel loci. Human
Molecular Genetics, 2021, 30, 393-409. 1.4 32

2358 The indigenous populations as the model by nature to understand human genomicâ€•phenomics
interactions. Quantitative Biology, 2022, 10, 35-43. 0.3 0

2359 Problem of Genetic Inheritance, The. , 2021, , 6280-6287. 0

2360 Whole genome sequencing in the Middle Eastern Qatari population identifies genetic associations
with 45 clinically relevant traits. Nature Communications, 2021, 12, 1250. 5.8 37

2361 Analysis of the primary sources of quantitative adult plant resistance to stripe rust in U.S. soft red
winter wheat germplasm. Plant Genome, 2021, 14, e20082. 1.6 1

2362
The developmental genetic architecture of vocabulary skills during the first three years of life:
Capturing emerging associations with later-life reading and cognition. PLoS Genetics, 2021, 17,
e1009144.

1.5 5

2364 Widespread signatures of natural selection across human complex traits and functional genomic
categories. Nature Communications, 2021, 12, 1164. 5.8 50



130

Citation Report

# Article IF Citations

2365 Aggregating multiple expression prediction models improves the power of transcriptome-wide
association studies. Human Molecular Genetics, 2021, 30, 939-951. 1.4 24

2367 A new algorithm for fitting semi-parametric variance regression models. Computational Statistics,
2021, 36, 2313-2335. 0.8 3

2368 Genetic regulation and heritability of miRNA and mRNA expression link to phosphorus utilization and
gut microbiome. Open Biology, 2021, 11, 200182. 1.5 4

2369 GWAS of three molecular traits highlights core genes and pathways alongside a highly polygenic
background. ELife, 2021, 10, . 2.8 77

2370 Heuristic hyperparameter optimization of deep learning models for genomic prediction. G3: Genes,
Genomes, Genetics, 2021, 11, . 0.8 16

2371 Analysis of common genetic variation and rare CNVs in the Australian Autism Biobank. Molecular
Autism, 2021, 12, 12. 2.6 11

2372 Marker-trait association analysis for drought tolerance in smooth bromegrass. BMC Plant Biology,
2021, 21, 116. 1.6 1

2373
Comparative accuracies of genetic values predicted for economically important milk traits,
genome-wide association, and linkage disequilibrium patterns of Canadian Holstein cows. Journal of
Dairy Science, 2021, 104, 1900-1916.

1.4 8

2374 Low-pass sequencing increases the power of GWAS and decreases measurement error of polygenic
risk scores compared to genotyping arrays. Genome Research, 2021, 31, 529-537. 2.4 66

2375 Phenotypic covariance across the entire spectrum of relatedness for 86 billion pairs of individuals.
Nature Communications, 2021, 12, 1050. 5.8 19

2376 A Complex Systems Perspective on Neuroimaging Studies of Behavior and Its Disorders.
Neuroscientist, 2022, 28, 382-399. 2.6 39

2377 Germline genetic contribution to the immune landscape of cancer. Immunity, 2021, 54, 367-386.e8. 6.6 95

2378 Boosting heritability: estimating the genetic component of phenotypic variation with multiple sample
splitting. BMC Bioinformatics, 2021, 22, 164. 1.2 7

2379 Genetic factors influencing a neurobiological substrate for psychiatric disorders. Translational
Psychiatry, 2021, 11, 192. 2.4 4

2380 Genome-wide association study of psychiatric and substance use comorbidity in Mexican individuals.
Scientific Reports, 2021, 11, 6771. 1.6 3

2382 GWAS findings improved genomic prediction accuracy of lipid profile traits: Tehran Cardiometabolic
Genetic Study. Scientific Reports, 2021, 11, 5780. 1.6 11

2384
Meta-analysis of genome-wide association studies reveal common loci controlling agronomic and
quality traits in a wide range of normal and heat stressed environments. Theoretical and Applied
Genetics, 2021, 134, 2113-2127.

1.8 9

2385 The Epigenetics of Gametes and Early Embryos and Potential Long-Range Consequences in Livestock
Speciesâ€”Filling in the Picture With Epigenomic Analyses. Frontiers in Genetics, 2021, 12, 557934. 1.1 22



131

Citation Report

# Article IF Citations

2387 A Polygenic Risk Score to Predict Future Adult Short Stature Among Children. Journal of Clinical
Endocrinology and Metabolism, 2021, 106, 1918-1928. 1.8 19

2388 VTRNA2-1: Genetic Variation, Heritable Methylation and Disease Association. International Journal of
Molecular Sciences, 2021, 22, 2535. 1.8 15

2389 Subsampling Technique to Estimate Variance Component for UK-Biobank Traits. Frontiers in Genetics,
2021, 12, 612045. 1.1 0

2390 Population Genetics: How Many Variable Genes Affect Variable Traits?. Current Biology, 2021, 31,
R248-R250. 1.8 1

2391 The limits of normal approximation for adult height. European Journal of Human Genetics, 2021, 29,
1082-1091. 1.4 0

2392 A populationâ€•genomic approach for estimating selection on polygenic traits in heterogeneous
environments. Molecular Ecology Resources, 2021, 21, 1529-1546. 2.2 2

2394 Emerging roles of rare and low-frequency genetic variants in type 1 diabetes mellitus. Journal of
Medical Genetics, 2021, 58, 289-296. 1.5 8

2396 The Meaning of â€œCauseâ€• in Genetics. Cold Spring Harbor Perspectives in Medicine, 2021, 11, a040519. 2.9 14

2398 Testing Implications of the Omnigenic Model for the Genetic Analysis of Loci Identified through
Genome-wide Association. Current Biology, 2021, 31, 1092-1098.e6. 1.8 15

2400 Quantifying genetic heterogeneity between continental populations for human height and body mass
index. Scientific Reports, 2021, 11, 5240. 1.6 19

2401 Whole genomes reveal multiple candidate genes and pathways involved in the immune response of
dolphins to a highly infectious virus. Molecular Ecology, 2021, 30, 6434-6448. 2.0 12

2402 The genetic architecture of structural leftâ€“right asymmetry of the human brain. Nature Human
Behaviour, 2021, 5, 1226-1239. 6.2 70

2403 Transcriptome-wide association study reveals two genes that influence mismatch negativity. Cell
Reports, 2021, 34, 108868. 2.9 8

2406 Genetics of Obesity: What We Have Learned Over Decades of Research. Obesity, 2021, 29, 802-820. 1.5 71

2408 Regional heritability mapping identifies several novel loci (STAT4, ULK4, and KCNH5) for primary biliary
cholangitis in the Japanese population. European Journal of Human Genetics, 2021, 29, 1282-1291. 1.4 6

2409 A model and test for coordinated polygenic epistasis in complex traits. Proceedings of the National
Academy of Sciences of the United States of America, 2021, 118, . 3.3 15

2411 The impact of identity by descent on fitness and disease in dogs. Proceedings of the National Academy
of Sciences of the United States of America, 2021, 118, . 3.3 17

2415 Multi-omics analysis identifies CpGs near G6PC2 mediating the effects of genetic variants on fasting
glucose. Diabetologia, 2021, 64, 1613-1625. 2.9 9



132

Citation Report

# Article IF Citations

2416 Common and Rare Variant Prediction and Penetrance of IBD in a Large, Multi-ethnic, Health
System-based Biobank Cohort. Gastroenterology, 2021, 160, 1546-1557. 0.6 43

2417 Hierarchical mixed-model expedites genome-wide longitudinal association analysis. Briefings in
Bioinformatics, 2021, 22, . 3.2 2

2419 Changes in Allele Frequencies When Different Genomic Coancestry Matrices Are Used for Maintaining
Genetic Diversity. Genes, 2021, 12, 673. 1.0 5

2420 Prediction of biological age and evaluation of genome-wide dynamic methylomic changes throughout
human aging. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 3

2421 MARS: leveraging allelic heterogeneity to increase power of association testing. Genome Biology,
2021, 22, 128. 3.8 2

2422 Detecting local genetic correlations with scan statistics. Nature Communications, 2021, 12, 2033. 5.8 23

2423
Systematic Review: Molecular Studies of Common Genetic Variation in Child and Adolescent
Psychiatric Disorders. Journal of the American Academy of Child and Adolescent Psychiatry, 2022, 61,
227-242.

0.3 15

2424 Allelic Diversity at Abiotic Stress Responsive Genes in Relationship to Ecological Drought Indices for
Cultivated Tepary Bean, Phaseolus acutifolius A. Gray, and Its Wild Relatives. Genes, 2021, 12, 556. 1.0 38

2426 Genome-Wide Variation in DNA Methylation Predicts Variation in Leaf Traits in an
Ecosystem-Foundational Oak Species. Forests, 2021, 12, 569. 0.9 8

2427 Similar Genetic Architecture of Alzheimerâ€™s Disease and Differential APOE Effect Between Sexes.
Frontiers in Aging Neuroscience, 2021, 13, 674318. 1.7 8

2428 The Genes of Freedom: Genome-Wide Insights into Marronage, Admixture and Ethnogenesis in the Gulf
of Guinea. Genes, 2021, 12, 833. 1.0 5

2430 Genomic structural equation modelling provides a whole-system approach for the future crop
breeding. Theoretical and Applied Genetics, 2021, 134, 2875-2889. 1.8 3

2431 Functional dynamic genetic effects on gene regulation are specific to particular cell types and
environmental conditions. ELife, 2021, 10, . 2.8 41

2432 3D facial phenotyping by biometric sibling matching used in contemporary genomic methodologies.
PLoS Genetics, 2021, 17, e1009528. 1.5 13

2434 Genome-wide association study of cardiac troponin I in the general population. Human Molecular
Genetics, 2021, 30, 2027-2039. 1.4 11

2435 Genomic data support management of anadromous Arctic Char fisheries in Nunavik by highlighting
neutral and putatively adaptive genetic variation. Evolutionary Applications, 2021, 14, 1880-1897. 1.5 17

2436 The causes of Fanconi anemia in South Asia and the Middle East: A case series and review of the
literature. Molecular Genetics &amp; Genomic Medicine, 2021, 9, e1693. 0.6 2

2437 Estimation of non-additive genetic variance in human complex traits from a large sample of unrelated
individuals. American Journal of Human Genetics, 2021, 108, 786-798. 2.6 70



133

Citation Report

# Article IF Citations

2439 On Genetic Correlation Estimation With Summary Statistics From Genome-Wide Association Studies.
Journal of the American Statistical Association, 2022, 117, 1-11. 1.8 4

2440 Estimation of genetic correlation with summary association statistics. Biometrika, 2022, 109, 421-438. 1.3 2

2441 Risk Stratification and Clinical Utility of Polygenic Risk Scores in Ophthalmology. Translational
Vision Science and Technology, 2021, 10, 14. 1.1 14

2442 Application of Nanotechnology for Sensitive Detection of Low-Abundance Single-Nucleotide
Variations in Genomic DNA: A Review. Nanomaterials, 2021, 11, 1384. 1.9 27

2444 Genetic and Genome-Wide Association Analysis of Yearling Weight Gain in Israel Holstein Dairy Calves.
Genes, 2021, 12, 708. 1.0 3

2445 Penalized linear mixed models for structured genetic data. Genetic Epidemiology, 2021, 45, 427-444. 0.6 3

2447 The Complex and Diverse Genetic Architecture of Dilated Cardiomyopathy. Circulation Research, 2021,
128, 1514-1532. 2.0 49

2448 The value of genomic relationship matrices to estimate levels of inbreeding. Genetics Selection
Evolution, 2021, 53, 42. 1.2 31

2449 Geneâ€•based mapping of trehalose biosynthetic pathway genes reveals association with sourceâ€• and
sinkâ€•related yield traits in a spring wheat panel. Food and Energy Security, 2021, 10, e292. 2.0 13

2450 Genetic variation for adaptive traits is associated with polymorphic inversions in<i>Littorina
saxatilis</i>. Evolution Letters, 2021, 5, 196-213. 1.6 42

2451 Polygenic Scores and Parental Predictors: An Adult Height Study Based on the United Kingdom
Biobank and the Framingham Heart Study. Frontiers in Genetics, 2021, 12, 669441. 1.1 8

2452 Estuaryâ€•Level Genomic Variation Confirms Demographic and Life History Differences among Black
Drum Populations in Texas. North American Journal of Fisheries Management, 2021, 41, 1040-1052. 0.5 1

2456 Leveraging breeding programs and genomic data in Norway spruce (Picea abies L. Karst) for GWAS
analysis. Genome Biology, 2021, 22, 179. 3.8 29

2457 RÃ¡pidoPGS: a rapid polygenic score calculator for summary GWAS data without a test dataset.
Bioinformatics, 2021, 37, 4444-4450. 1.8 4

2458 What Have We Learned From Family-Based Studies About Spondyloarthritis?. Frontiers in Genetics,
2021, 12, 671306. 1.1 1

2459 How Depressing Is Inbreeding? A Meta-Analysis of 30 Years of Research on the Effects of Inbreeding in
Livestock. Genes, 2021, 12, 926. 1.0 50

2460 Estimating the Prevalence and Genetic Risk Mechanisms of ARFID in a Large Autism Cohort. Frontiers in
Psychiatry, 2021, 12, 668297. 1.3 35

2461 Causal inference for heritable phenotypic risk factors using heterogeneous genetic instruments. PLoS
Genetics, 2021, 17, e1009575. 1.5 36



134

Citation Report

# Article IF Citations

2462 Body Mass Index and Birth Weight Improve Polygenic Risk Score for Type 2 Diabetes. Journal of
Personalized Medicine, 2021, 11, 582. 1.1 12

2463
Genome-Wide Associations for Microscopic Differential Somatic Cell Count and Specific Mastitis
Pathogens in Holstein Cows in Compost-Bedded Pack and Cubicle Farming Systems. Animals, 2021, 11,
1839.

1.0 9

2466
A genome-wide association study suggests correlations of common genetic variants with peritoneal
solute transfer rates in patients with kidney failure receiving peritoneal dialysis. Kidney International,
2021, 100, 1101-1111.

2.6 13

2467 Parental Transmission Plays the Major Role in High Aggregation of Type 2 Diabetes in Iranian Families:
Tehran Lipid and Glucose Study. Canadian Journal of Diabetes, 2022, 46, 60-68. 0.4 3

2468 Genomic prediction for grain yield in a barley breeding program using genotype Ã— environment
interaction clusters. Crop Science, 2021, 61, 2323-2335. 0.8 3

2469
Leveraging Methylation Alterations to Discover Potential Causal Genes Associated With the Survival
Risk of Cervical Cancer in TCGA Through a Two-Stage Inference Approach. Frontiers in Genetics, 2021,
12, 667877.

1.1 8

2470 Single-step genomic prediction of Eucalyptus dunnii using different identity-by-descent and
identity-by-state relationship matrices. Heredity, 2021, 127, 176-189. 1.2 9

2472 Resource profile and user guide of the Polygenic Index Repository. Nature Human Behaviour, 2021, 5,
1744-1758. 6.2 63

2473 Genome-wide association analyses identify genotype-by-environment interactions of growth traits in
Simmental cattle. Scientific Reports, 2021, 11, 13335. 1.6 22

2474 Assumptions about frequencyâ€•dependent architectures of complex traits bias measures of functional
enrichment. Genetic Epidemiology, 2021, 45, 621-632. 0.6 5

2475 Evaluation of Bayesian alphabet and GBLUP based on different marker density for genomic prediction
in Alpine Merino sheep. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 8

2476 Genomeâ€•wide association analysis of agronomical and physiological traits linked to drought
tolerance in a diverse potatoes (<i>Solanum tuberosum</i>) panel. Plant Breeding, 2021, 140, 654-664. 1.0 7

2477 Conservation implications of genetic structure in the narrowest endemic quillwort from the Eastern
Amazon. Ecology and Evolution, 2021, 11, 10119-10132. 0.8 9

2480 The Evolutionary Biology of Religious Behavior. Interdisciplinary Journal for Religion and
Transformation in Contemporary Society, 2021, 7, 303-334. 0.1 0

2483 Height is associated with more self-serving beliefs about wealth redistribution. Evolution and Human
Behavior, 2021, 42, 287-294. 1.4 4

2484 Identification of ROBO2 as a Potential Locus Associated with Inhaled Corticosteroid Response in
Childhood Asthma. Journal of Personalized Medicine, 2021, 11, 733. 1.1 6

2485 X-chromosome influences on neuroanatomical variation in humans. Nature Neuroscience, 2021, 24,
1216-1224. 7.1 26

2486 The Use of â€œGenotyping-by-Sequencingâ€• to Recover Shared Genealogy in Genetically Diverse Eucalyptus
Populations. Forests, 2021, 12, 904. 0.9 4



135

Citation Report

# Article IF Citations

2488 The Chicken Pan-Genome Reveals Gene Content Variation and a Promoter Region Deletion in
<i>IGF2BP1</i> Affecting Body Size. Molecular Biology and Evolution, 2021, 38, 5066-5081. 3.5 70

2489 Characterizing the Genetic Architecture of Parkinson's Disease in Latinos. Annals of Neurology, 2021,
90, 353-365. 2.8 48

2490 Genome-Wide Heritability Estimates for Family Life Course Complexity. Demography, 2021, 58, 1575-1602. 1.2 2

2491 A dimensional reduction approach to modulate the core ruminal microbiome associated with methane
emissions via selective breeding. Journal of Dairy Science, 2021, 104, 8135-8151. 1.4 10

2492 Post-genotyping optimization of dataset formation could affect genetic diversity parameters: an
example of analyses with alpine goat breeds. BMC Genomics, 2021, 22, 546. 1.2 8

2494 The distribution of common-variant effect sizes. Nature Genetics, 2021, 53, 1243-1249. 9.4 37

2495 Genetic prediction of complex traits with polygenic scores: a statistical review. Trends in Genetics,
2021, 37, 995-1011. 2.9 55

2496 Putting Psychology to the Test: Rethinking Model Evaluation Through Benchmarking and Prediction.
Advances in Methods and Practices in Psychological Science, 2021, 4, 251524592110268. 5.4 20

2497 Gut microbiome heritability is nearly universal but environmentally contingent. Science, 2021, 373,
181-186. 6.0 126

2498 SNP-Based Genotyping Provides Insight Into the West Asian Origin of Russian Local Goats. Frontiers in
Genetics, 2021, 12, 708740. 1.1 12

2499 Genetic control of kernel compositional variation in a maize diversity panel. Plant Genome, 2021, 14,
e20115. 1.6 7

2500 Accelerated deciphering of the genetic architecture of agricultural economic traits in pigs using a
low-coverage whole-genome sequencing strategy. GigaScience, 2021, 10, . 3.3 34

2503 Accurate prediction and genomeâ€•wide association analysis of digital intramuscular fat content in
longissimus muscle of pigs. Animal Genetics, 2021, 52, 633-644. 0.6 12

2504 Improved genetic prediction of complex traits from individual-level data or summary statistics.
Nature Communications, 2021, 12, 4192. 5.8 76

2505 Contextualizing genetic risk score for disease screening and rare variant discovery. Nature
Communications, 2021, 12, 4418. 5.8 11

2506 Balancing Selection for Pathogen Resistance Reveals an Intercontinental Signature of Red Queen
Coevolution. Molecular Biology and Evolution, 2021, 38, 4918-4933. 3.5 7

2507 Genomeâ€•wide association study and polygenic risk score analysis for hearing measures in children.
American Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2021, 186, 318-328. 1.1 6

2508 Genomeâ€•Wide Approach to Measure Variantâ€•Based Heritability of Drug Outcome Phenotypes. Clinical
Pharmacology and Therapeutics, 2021, 110, 714-722. 2.3 7



136

Citation Report

# Article IF Citations

2509 Posthumanism: Creation of â€˜New Menâ€™ Through Technological Innovation. New Bioethics, 2021, 27,
197-218. 0.5 1

2510 Association mapping and pathway analysis of ear rot disease caused by <i>Aspergillus flavus</i> in a
panel of tropical maize germplasm. Crop Science, 2021, 61, 4128-4138. 0.8 3

2511 Short Tandem Repeats as a High-Resolution Marker for Capturing Recent Orangutan Population
Evolution. Frontiers in Bioinformatics, 2021, 1, . 1.0 1

2515 Average semivariance yields accurate estimates of the fraction of marker-associated genetic variance
and heritability in complex trait analyses. PLoS Genetics, 2021, 17, e1009762. 1.5 12

2516 Genomic prediction in a numerically small breed population using prioritized genetic markers from
wholeâ€•genome sequence data. Journal of Animal Breeding and Genetics, 2021, , . 0.8 6

2517 Admixture mapping reveals loci for carcass mass in red deer x sika hybrids in Kintyre, Scotland. G3:
Genes, Genomes, Genetics, 2021, 11, . 0.8 1

2518 Single-cell analysis of cell fate bifurcation in the chordate Ciona. BMC Biology, 2021, 19, 180. 1.7 6

2519 Decoding disease: from genomes to networks to phenotypes. Nature Reviews Genetics, 2021, 22, 774-790. 7.7 46

2524 Genome-wide hierarchical mixed model association analysis. Briefings in Bioinformatics, 2021, 22, . 3.2 2

2528 Integration of selection signatures and multi-trait GWAS reveals polygenic genetic architecture of
carcass traits in beef cattle. Genomics, 2021, 113, 3325-3336. 1.3 19

2529 Impact of genotypic errors with equal and unequal family contribution on accuracy of genomic
prediction in aquaculture using simulation. Scientific Reports, 2021, 11, 18318. 1.6 0

2530 Hypothesis-driven science in large-scale studies: the case of GWAS. Biology and Philosophy, 2021, 36, 1. 0.7 1

2531 The genomics of heart failure: design and rationale of the HERMES consortium. ESC Heart Failure,
2021, 8, 5531-5541. 1.4 11

2532 GeneticÂ Ã—Â environment variation in sheep lines bred for divergent resistance to strongyle infection.
Evolutionary Applications, 2021, 14, 2591-2602. 1.5 5

2533 Sex differences in deleterious mutational effects in <i>Drosophila melanogaster</i>: combining
quantitative and population genetic insights. Genetics, 2021, 219, . 1.2 2

2534 SUPERGNOVA: local genetic correlation analysis reveals heterogeneous etiologic sharing of complex
traits. Genome Biology, 2021, 22, 262. 3.8 56

2536 MIDESP: Mutual Information-Based Detection of Epistatic SNP Pairs for Qualitative and Quantitative
Phenotypes. Biology, 2021, 10, 921. 1.3 3

2539 The importance of increasing population diversity in genetic studies of type 2 diabetes and related
glycaemic traits. Diabetologia, 2021, 64, 2653-2664. 2.9 10



137

Citation Report

# Article IF Citations

2540 Cap analysis of gene expression (CAGE) and noncoding regulatory elements. Seminars in
Immunopathology, 2022, 44, 127-136. 2.8 3

2542 Genetic and environmental contributions to IQ in adoptive and biological families with 30-year-old
offspring. Intelligence, 2021, 88, 101579. 1.6 9

2545 Genome-wide methylation data improves dissection of the effect of smoking on body mass index. PLoS
Genetics, 2021, 17, e1009750. 1.5 7

2546 Twin studies to GWAS: there and back again. Trends in Cognitive Sciences, 2021, 25, 855-869. 4.0 39

2547 Pathfinder: a gamified measure to integrate general cognitive ability into the biological, medical, and
behavioural sciences. Molecular Psychiatry, 2021, 26, 7823-7837. 4.1 11

2548 From QTL to gene: C. elegans facilitates discoveries of the genetic mechanisms underlying natural
variation. Trends in Genetics, 2021, 37, 933-947. 2.9 37

2549 Estimation of Simultaneous Signals Using Absolute Inner Product with Applications to Integrative
Genomics. Statistica Sinica, 2022, , . 0.2 0

2550 Evaluation of Bayesian methods of genomic association via chromosomic regions using simulated
data. Scientia Agricola, 2022, 79, . 0.6 2

2551 Expression quantitative trait loci in sheep liver and muscle contribute to variations in meat traits.
Genetics Selection Evolution, 2021, 53, 8. 1.2 12

2552 Genetic Background of Mesalamine-induced Fever and Diarrhea in Japanese Patients with Inflammatory
Bowel Disease. Inflammatory Bowel Diseases, 2022, 28, 21-31. 0.9 14

2553 The Impacts of Dam Construction and Removal on the Genetics of Recovering Steelhead
(Oncorhynchus mykiss) Populations across the Elwha River Watershed. Genes, 2021, 12, 89. 1.0 24

2554 Plant metabolomics and breeding. Advances in Botanical Research, 2021, , 207-235. 0.5 7

2555
Statistical model and testing designs to increase response to selection with constrained inbreeding
in genomic breeding programs for pigs affected by social genetic effects. Genetics Selection
Evolution, 2021, 53, 1.

1.2 20

2556 Independent Validation of Genomic Prediction in Strawberry Over Multiple Cycles. Frontiers in
Genetics, 2020, 11, 596258. 1.1 17

2557 Advances and challenges in quantitative delineation of the genetic architecture of complex traits.
Quantitative Biology, 2021, 9, 168-184. 0.3 0

2558 Multi-trait GWAS using imputed high-density genotypes from whole-genome sequencing identifies
genes associated with body traits in Nile tilapia. BMC Genomics, 2021, 22, 57. 1.2 39

2559 Shared genetic pathways contribute to risk of hypertrophic and dilated cardiomyopathies with
opposite directions of effect. Nature Genetics, 2021, 53, 128-134. 9.4 155

2560 African genetic diversity and adaptation inform a precision medicine agenda. Nature Reviews Genetics,
2021, 22, 284-306. 7.7 69



138

Citation Report

# Article IF Citations

2561 Exploring peopleâ€™s thoughts about the causes of ethnic stereotypes. PLoS ONE, 2021, 16, e0245517. 1.1 4

2562 Genetic Architecture of Depression: Where Do We Stand Now?. Advances in Experimental Medicine and
Biology, 2021, 1305, 203-230. 0.8 4

2563 Mapping the adaptive landscape of a major agricultural pathogen reveals evolutionary constraints
across heterogeneous environments. ISME Journal, 2021, 15, 1402-1419. 4.4 25

2564 An overview of developmental behavioral genetics. , 2021, , 59-80. 1

2565 Tumor Mutational Burden Is Polygenic and Genetically Associated with Complex Traits and Diseases.
Cancer Research, 2021, 81, 1230-1239. 0.4 14

2566 Evolution of Homosexuality. , 2021, , 2525-2532. 1

2567 Combining Structural-Equation Modeling with Genomic-Relatedness-Matrix Restricted Maximum
Likelihood in OpenMx. Behavior Genetics, 2021, 51, 331-342. 1.4 11

2568 Genetic parameters for methane emission traits in Australian dairy cows. Journal of Dairy Science,
2021, 104, 539-549. 1.4 29

2569 Genetic Heritability of Pigmentary Glaucoma and Associations With Other Eye Phenotypes. JAMA
Ophthalmology, 2020, 138, 294. 1.4 15

2578 Cognition in Middle Adulthood. , 2014, , 105-134. 3

2579 Genetics of Substance Use Disorders. , 2014, , 185-230. 1

2580 Imaging Genetics with fMRI. Biological Magnetic Resonance, 2015, , 699-738. 0.4 3

2581 Estimating Heritability from Nuclear Family and Pedigree Data. Methods in Molecular Biology, 2012,
850, 171-186. 0.4 15

2582 A Scalable Method for Estimating the Regional Polygenicity of Complex Traits. Lecture Notes in
Computer Science, 2020, , 253-254. 1.0 2

2583 Power Estimates for Voxel-Based Genetic Association Studies Using Diffusion Imaging. Mathematics
and Visualization, 2014, , 229-238. 0.4 2

2584 Genetics of Smoking Behaviour. Current Topics in Behavioral Neurosciences, 2015, 23, 19-36. 0.8 10

2585 Personalized Oral Medicine and the Contemporary Health Care Environment. , 2015, , 1-17. 3

2586 Heritability and Familial Aggregation of Blood Pressure. , 2018, , 159-176. 1



139

Citation Report

# Article IF Citations

2587 Heritability and Familial Aggregation of Blood Pressure. , 2017, , 1-18. 1

2588 Genetic Risk Factors for Sporadic Frontotemporal Dementia. , 2018, , 147-186. 1

2589 Modern Advances in Tree Breeding. Forestry Sciences, 2014, , 441-459. 0.4 4

2590 Converging Findings from Linkage and Association Analyses on Susceptibility Genes for Smoking
Addiction. , 2018, , 153-181. 1

2591 Alleviating Drought Stress of Crops Through PGPR: Mechanism and Application. , 2019, , 341-358. 6

2592 Genetics of Schizophrenia: Ready to Translate?. Current Psychiatry Reports, 2017, 19, 61. 2.1 52

2593 Familial Studies: Genetic Inferences. , 2015, , 715-724. 3

2594 Localizing Components of Shared Transethnic Genetic Architecture of Complex Traits from GWAS
Summary Data. American Journal of Human Genetics, 2020, 106, 805-817. 2.6 71

2595 Effects of marker density and minor allele frequency on genomic prediction for growth traits in
Chinese Simmental beef cattle. Journal of Integrative Agriculture, 2017, 16, 911-920. 1.7 13

2598 Personality and emotion. , 0, , 54-71. 35

2599 The development of personality across the lifespan. , 0, , 191-204. 71

2600 Self-regulation and control in personality functioning. , 0, , 427-440. 53

2601 Personality in cross-cultural perspective. , 0, , 556-576. 48

2602 Personality at work. , 0, , 748-763. 7

2606 Shared and unique genetic and environmental influences on aging-related changes in multiple
cognitive abilities.. Developmental Psychology, 2014, 50, 152-166. 1.2 48

2607 Genetics and neuropsychology: A merger whose time has come.. Neuropsychology, 2016, 30, 1-5. 1.0 10

2608 Cognitive genomics: Searching for the genetic roots of neuropsychological functioning..
Neuropsychology, 2017, 31, 1003-1019. 1.0 15

2609 The long arm of childhood intelligence on terminal decline: Evidence from the Lothian Birth Cohort
1921.. Psychology and Aging, 2020, 35, 806-817. 1.4 6



140

Citation Report

# Article IF Citations

2610 Genetic influences on delayed reward discounting: A genome-wide prioritized subset approach..
Experimental and Clinical Psychopharmacology, 2019, 27, 29-37. 1.3 10

2611 Molecular genetic evidence for overlap between general cognitive ability and risk for schizophrenia:
a report from the Cognitive Genomics consorTium (COGENT). , 0, . 1

2612 Genetic contributions to Trail Making Test performance in UK Biobank. Molecular Psychiatry, 2018, 23,
1575-1583. 4.1 21

2613 A Variant in the LRRFIP1 Gene Is Associated With Adiposity and Inflammation. Obesity, 0, , . 1.5 4

2614 Distinct genetic architectures for phenotype means and plasticities in Zea mays. Nature Plants, 2017, 3,
715-723. 4.7 98

2615 Cross-pollination of plants and animals: wild quantitative genetics and plant evolutionary genetics. ,
2014, , 128-146. 12

2616 Molecular quantitative genetics. , 2014, , 209-227. 20

2617 A non-linear regression method for estimation of geneâ€“environment heritability. Bioinformatics,
2021, 36, 5632-5639. 1.8 8

2618 Demography and Natural Selection Have Shaped Genetic Variation in the Widely Distributed Conifer
Norway Spruce (Picea abies). Genome Biology and Evolution, 2020, 12, 3803-3817. 1.1 30

2784 Discovering genes involved in disease and the mystery of missing heritability. Communications of the
ACM, 2015, 58, 80-87. 3.3 23

2785 Genome-Wide Polygenic Score and the Risk of Ischemic Stroke in a Prospective Cohort. Stroke, 2020, 51,
759-765. 1.0 25

2786 Genome-Wide Association Study for Yield and Yield Related Traits under Reproductive Stage Drought
in a Diverse indica-aus Rice Panel. Rice, 2020, 13, 53. 1.7 26

2787 Tree Breeding: Classical to Modern. , 2014, , 495-523. 2

2788 Heritability estimation in case-control studies. Electronic Journal of Statistics, 2018, 12, . 0.4 6

2789 A simple, consistent estimator of SNP heritability from genome-wide association studies. Annals of
Applied Statistics, 2019, 13, . 0.5 8

2790 From Degeneration to Meeting Point. , 2014, , 33-54. 7

2791 Nation and Difference in the Genetic Imagination of Colombia. , 2014, , 55-84. 7

2792 Negotiating the Mexican Mestizo. , 2014, , 85-106. 13



141

Citation Report

# Article IF Citations

2793 â€œThe Charrua Are Aliveâ€•. , 2014, , 109-133. 4

2794 The Travels of Humans, Categories, and Other Genetic Products. , 2014, , 135-159. 3

2795 Laboratory Life of the Mexican Mestizo. , 2014, , 161-182. 7

2797 Genomewide Association Study of Leisure-Time Exercise Behavior in Japanese Adults. Medicine and
Science in Sports and Exercise, 2018, 50, 2433-2441. 0.2 36

2798 Haplotype-based association analysis of general cognitive ability in Generation Scotland, the English
Longitudinal Study of Ageing, and UK Biobank. Wellcome Open Research, 2017, 2, 61. 0.9 4

2799 Genetic and environmental contributions to psychological resilience and coping. Wellcome Open
Research, 2018, 3, 12. 0.9 15

2800 Current status of genomic prediction using Multi-omics data in livestock. Journal of Biomedical
Translational Research, 2017, 18, 151-156. 0.1 2

2801 A population genetic interpretation of GWAS findings for human quantitative traits. PLoS Biology,
2018, 16, e2002985. 2.6 291

2802 Population-Based Resequencing of Experimentally Evolved Populations Reveals the Genetic Basis of
Body Size Variation in Drosophila melanogaster. PLoS Genetics, 2011, 7, e1001336. 1.5 265

2804 Genetic Architecture of Atherosclerosis in Mice: A Systems Genetics Analysis of Common Inbred
Strains. PLoS Genetics, 2015, 11, e1005711. 1.5 124

2805 Iterative Usage of Fixed and Random Effect Models for Powerful and Efficient Genome-Wide
Association Studies. PLoS Genetics, 2016, 12, e1005767. 1.5 1,095

2806 Pedigree- and SNP-Associated Genetics and Recent Environment are the Major Contributors to
Anthropometric and Cardiometabolic Trait Variation. PLoS Genetics, 2016, 12, e1005804. 1.5 72

2807 Network Analysis of Genome-Wide Selective Constraint Reveals a Gene Network Active in Early Fetal
Brain Intolerant of Mutation. PLoS Genetics, 2016, 12, e1006121. 1.5 24

2808 Limited Contribution of DNA Methylation Variation to Expression Regulation in Arabidopsis thaliana.
PLoS Genetics, 2016, 12, e1006141. 1.5 94

2809 Using Genetic Distance to Infer the Accuracy of Genomic Prediction. PLoS Genetics, 2016, 12, e1006288. 1.5 112

2810 Pleiotropic Associations of Allelic Variants in a 2q22 Region with Risks of Major Human Diseases and
Mortality. PLoS Genetics, 2016, 12, e1006314. 1.5 39

2811 Pleiotropic Mechanisms Indicated for Sex Differences in Autism. PLoS Genetics, 2016, 12, e1006425. 1.5 64

2812
Winner's Curse Correction and Variable Thresholding Improve Performance of Polygenic Risk
Modeling Based on Genome-Wide Association Study Summary-Level Data. PLoS Genetics, 2016, 12,
e1006493.

1.5 98



142

Citation Report

# Article IF Citations

2813 A Model of Compound Heterozygous, Loss-of-Function Alleles Is Broadly Consistent with
Observations from Complex-Disease GWAS Datasets. PLoS Genetics, 2017, 13, e1006573. 1.5 31

2814 Investigating the case of human nose shape and climate adaptation. PLoS Genetics, 2017, 13, e1006616. 1.5 75

2815 Structured mating: Patterns and implications. PLoS Genetics, 2017, 13, e1006655. 1.5 29

2816 Phenome-wide heritability analysis of the UK Biobank. PLoS Genetics, 2017, 13, e1006711. 1.5 191

2817 Statistical correction of the Winnerâ€™s Curse explains replication variability in quantitative trait
genome-wide association studies. PLoS Genetics, 2017, 13, e1006916. 1.5 101

2818 The rate and potential relevance of new mutations in a colonizing plant lineage. PLoS Genetics, 2018,
14, e1007155. 1.5 116

2819 Identifying and exploiting trait-relevant tissues with multiple functional annotations in genome-wide
association studies. PLoS Genetics, 2018, 14, e1007186. 1.5 30

2820 Unique genetic signatures of local adaptation over space and time for diapause, an ecologically
relevant complex trait, in Drosophila melanogaster. PLoS Genetics, 2020, 16, e1009110. 1.5 48

2821 A fast and scalable framework for large-scale and ultrahigh-dimensional sparse regression with
application to the UK Biobank. PLoS Genetics, 2020, 16, e1009141. 1.5 75

2822 Estimating indirect parental genetic effects on offspring phenotypes using virtual parental genotypes
derived from sibling and half sibling pairs. PLoS Genetics, 2020, 16, e1009154. 1.5 22

2823 Differential Genetic Regulation of Canine Hip Dysplasia and Osteoarthritis. PLoS ONE, 2010, 5, e13219. 1.1 52

2824 Phenotypic Complexity, Measurement Bias, and Poor Phenotypic Resolution Contribute to the Missing
Heritability Problem in Genetic Association Studies. PLoS ONE, 2010, 5, e13929. 1.1 119

2825 Using Regulatory and Epistatic Networks to Extend the Findings of a Genome Scan: Identifying the
Gene Drivers of Pigmentation in Merino Sheep. PLoS ONE, 2011, 6, e21158. 1.1 52

2826 Contributions of Dopamine-Related Genes and Environmental Factors to Highly Sensitive Personality:
A Multi-Step Neuronal System-Level Approach. PLoS ONE, 2011, 6, e21636. 1.1 59

2827 A Systems Genetics Approach Provides a Bridge from Discovered Genetic Variants to Biological
Pathways in Rheumatoid Arthritis. PLoS ONE, 2011, 6, e25389. 1.1 16

2828 Genetics of Venous Thrombosis: Insights from a New Genome Wide Association Study. PLoS ONE, 2011,
6, e25581. 1.1 127

2829 A Genome-Wide Association Study Reveals Loci Influencing Height and Other Conformation Traits in
Horses. PLoS ONE, 2012, 7, e37282. 1.1 138

2830 Unraveling the Genetic Etiology of Adult Antisocial Behavior: A Genome-Wide Association Study. PLoS
ONE, 2012, 7, e45086. 1.1 80



143

Citation Report

# Article IF Citations

2831 Exploiting Genomic Knowledge in Optimising Molecular Breeding Programmes: Algorithms from
Evolutionary Computing. PLoS ONE, 2012, 7, e48862. 1.1 15

2832 Rare Genomic Structural Variants in Complex Disease: Lessons from the Replication of Associations
with Obesity. PLoS ONE, 2013, 8, e58048. 1.1 33

2833 Genome-Wide Association Study Reveals Constant and Specific Loci for Hematological Traits at Three
Time Stages in a White Duroc Ã— Erhualian F2 Resource Population. PLoS ONE, 2013, 8, e63665. 1.1 27

2834 Pedigree-Free Estimates of Heritability in the Wild: Promising Prospects for Selfing Populations. PLoS
ONE, 2013, 8, e66983. 1.1 18

2835 The Transcriptomic Basis of Oviposition Behaviour in the Parasitoid Wasp Nasonia vitripennis. PLoS
ONE, 2013, 8, e68608. 1.1 21

2836 AMD-Associated Genes Encoding Stress-Activated MAPK Pathway Constituents Are Identified by
Interval-Based Enrichment Analysis. PLoS ONE, 2013, 8, e71239. 1.1 17

2837 Correcting for Population Structure and Kinship Using the Linear Mixed Model: Theory and
Extensions. PLoS ONE, 2013, 8, e75707. 1.1 70

2838 Genome-Wide Contribution of Genotype by Environment Interaction to Variation of Diabetes-Related
Traits. PLoS ONE, 2013, 8, e77442. 1.1 41

2839 Complex Variation in Measures of General Intelligence and Cognitive Change. PLoS ONE, 2013, 8, e81189. 1.1 7

2840 Epistatic Effects on Abdominal Fat Content in Chickens: Results from a Genome-Wide SNP-SNP
Interaction Analysis. PLoS ONE, 2013, 8, e81520. 1.1 16

2841 Functional Gene Group Analysis Indicates No Role for Heterotrimeric G Proteins in Cognitive Ability.
PLoS ONE, 2014, 9, e91690. 1.1 3

2842 Admixture Fine-Mapping in African Americans Implicates XAF1 as a Possible Sarcoidosis Risk Gene. PLoS
ONE, 2014, 9, e92646. 1.1 31

2843 Rare Variants Detection with Kernel Machine Learning Based on Likelihood Ratio Test. PLoS ONE, 2014,
9, e93355. 1.1 9

2844 Genetic Variation Associated with Differential Educational Attainment in Adults Has Anticipated
Associations with School Performance in Children. PLoS ONE, 2014, 9, e100248. 1.1 31

2845 A New Genotype Imputation Method with Tolerance to High Missing Rate and Rare Variants. PLoS ONE,
2014, 9, e101025. 1.1 25

2846 Phenotype Refinement Strengthens the Association of AHR and CYP1A1 Genotype with Caffeine
Consumption. PLoS ONE, 2014, 9, e103448. 1.1 38

2847 Genome-Wide Association Studies Using Haplotypes and Individual SNPs in Simmental Cattle. PLoS ONE,
2014, 9, e109330. 1.1 42

2848 Results of a â€œGWAS Plus:â€• General Cognitive Ability Is Substantially Heritable and Massively Polygenic.
PLoS ONE, 2014, 9, e112390. 1.1 41



144

Citation Report

# Article IF Citations

2849 Assessing the Probability that a Finding Is Genuine for Large-Scale Genetic Association Studies. PLoS
ONE, 2015, 10, e0124107. 1.1 5

2850 Seasonal Effects on Gene Expression. PLoS ONE, 2015, 10, e0126995. 1.1 48

2851 Direct Estimates of the Genomic Contributions to Blood Pressure Heritability within a
Population-Based Cohort (ARIC). PLoS ONE, 2015, 10, e0133031. 1.1 47

2852 Genome-Wide Association Studies of the Human Gut Microbiota. PLoS ONE, 2015, 10, e0140301. 1.1 228

2853 Genomic Inbreeding and Relatedness in Wild Panda Populations. PLoS ONE, 2016, 11, e0160496. 1.1 12

2854 Improved Genetic Profiling of Anthropometric Traits Using a Big Data Approach. PLoS ONE, 2016, 11,
e0166755. 1.1 12

2855 Genetic Nature of Elemental Contents in Wheat Grains and Its Genomic Prediction: Toward the
Effective Use of Wheat Landraces from Afghanistan. PLoS ONE, 2017, 12, e0169416. 1.1 51

2856
Optimizing Training Population Size and Genotyping Strategy for Genomic Prediction Using
Association Study Results and Pedigree Information. A Case of Study in Advanced Wheat Breeding
Lines. PLoS ONE, 2017, 12, e0169606.

1.1 102

2857 Integrative genetic analysis suggests that skin color modifies the genetic architecture of melanoma.
PLoS ONE, 2017, 12, e0185730. 1.1 10

2858 Evaluating the glucose raising effect of established loci via a genetic risk score. PLoS ONE, 2017, 12,
e0186669. 1.1 6

2859 Real-life helping behaviours in North America: A genome-wide association approach. PLoS ONE, 2018, 13,
e0190950. 1.1 13

2860 Mining GWAS and eQTL data for CF lung disease modifiers by gene expression imputation. PLoS ONE,
2020, 15, e0239189. 1.1 9

2861 Is the Effect of Parental Education on Offspring Biased or Moderated by Genotype?. Sociological
Science, 2015, 2, 82-105. 2.0 89

2862 The Bell Curve Revisited: Testing Controversial Hypotheses with Molecular Genetic Data. Sociological
Science, 2016, 3, 520-539. 2.0 20

2863 Genome-wide meta-analysis reveals novel susceptibility loci for thyrotoxic periodic paralysis.
European Journal of Endocrinology, 2020, 183, 607-617. 1.9 1

2864 Statistical considerations for genomic selection. Frontiers of Agricultural Science and Engineering,
2017, 4, 268. 0.9 2

2865 One Hundred Years of Linkage Disequilibrium. Genetics, 2018, 209, 629-636. 1.2 28

2866 Haplotypes-based genetic analysis: benefits and challenges. Vavilovskii Zhurnal Genetiki I Selektsii,
2019, 23, 803-808. 0.4 25



145

Citation Report

# Article IF Citations

2867 Assessing the Heritability of Complex Traits in Humans: Methodological Challenges and Opportunities.
Current Genomics, 2017, 18, 332-340. 0.7 121

2868 Genetic Studies: The Linear Mixed Models in Genome-wide Association Studies. Open Bioinformatics
Journal, 2013, 7, 27-33. 1.0 18

2869 The Nature of Race: the Genealogy of the Concept and the Biological Constructâ€™s Contemporaneous
Utility. Open Behavioral Genetics, 0, , . 0.0 4

2871 Survival analyses in Holstein cows considering direct disease diagnoses and specific SNP marker
effects. Journal of Dairy Science, 2020, 103, 8257-8273. 1.4 6

2872 A Major QTL for Resistance to Vibrio anguillarum in Rainbow Trout. Frontiers in Genetics, 2020, 11,
607558. 1.1 24

2873 Parallel Evolutionary Computation in R. , 0, , 105-129. 1

2874 Gradient Boosting as a SNP Filter: an Evaluation Using Simulated and Hair Morphology Data. Journal
of Data Mining in Genomics & Proteomics, 2013, 04, . 0.5 14

2875 Application of Sparse Bayesian Generalized Linear Model to Gene Expression Data for Classification of
Prostate Cancer Subtypes. Open Journal of Statistics, 2014, 04, 518-526. 0.3 4

2876 A Fully Bayesian Sparse Probit Model for Text Categorization. Open Journal of Statistics, 2014, 04,
611-619. 0.3 2

2877 Population genetics of chronic kidney disease: The evolving story of APOL1. Journal of Nephrology,
2012, 25, 603-618. 0.9 45

2878 The beauty, logic and limitations of twin studies. Norsk Epidemiologi, 2016, 26, . 0.2 20

2880
Genome-wide Association Study (GWAS) and Its Application for Improving the Genomic Estimated
Breeding Values (GEBV) of the Berkshire Pork Quality Traits. Asian-Australasian Journal of Animal
Sciences, 2015, 28, 1551-1557.

2.4 3

2881
Accuracy of genomic breeding value prediction for intramuscular fat using different genomic
relationship matrices in Hanwoo (Korean cattle). Asian-Australasian Journal of Animal Sciences, 2017,
30, 907-911.

2.4 12

2882 Post-GWAS Strategies. Genomics and Informatics, 2011, 9, 1-4. 0.4 1

2883 Genome-Wide Association Study of Metabolic Syndrome in Koreans. Genomics and Informatics, 2014, 12,
187. 0.4 25

2884 The Usage of an SNP-SNP Relationship Matrix for Best Linear Unbiased Prediction (BLUP) Analysis Using
a Community-Based Cohort Study. Genomics and Informatics, 2014, 12, 254. 0.4 4

2886 Genetic architecture of natural variation in cuticular hydrocarbon composition in Drosophila
melanogaster. ELife, 2015, 4, . 2.8 121

2887 Genetic variation in adaptability and pleiotropy in budding yeast. ELife, 2017, 6, . 2.8 62



146

Citation Report

# Article IF Citations

2888 Phenotype inference in an Escherichia coli strain panel. ELife, 2017, 6, . 2.8 38

2889 Why structure matters. ELife, 2019, 8, . 2.8 107

2890 Host-pathogen coevolution increases genetic variation in susceptibility to infection. ELife, 2019, 8, . 2.8 49

2891 Rare variants contribute disproportionately to quantitative trait variation in yeast. ELife, 2019, 8, . 2.8 70

2892 Genomic analysis of morphometric traits in bighorn sheep using the Ovine Infinium<sup>Â®</sup>Â HD
SNP BeadChip. PeerJ, 2018, 6, e4364. 0.9 18

2893 The Sociogenomics of Polygenic Scores of Reproductive Behavior and Their Relationship to Other
Fertility Traits. Rsf, 2018, 4, 122-136. 0.6 8

2896 Positive association between actinic keratosis and internal malignancies: a nationwide
population-based cohort study. Scientific Reports, 2021, 11, 19769. 1.6 2

2897 Estimation of regional polygenicity from GWAS provides insights into the genetic architecture of
complex traits. PLoS Computational Biology, 2021, 17, e1009483. 1.5 16

2899 How rare and common risk variation jointly affect liability for autism spectrum disorder. Molecular
Autism, 2021, 12, 66. 2.6 20

2901 Allen Orr and the genetics of adaptation. Evolution; International Journal of Organic Evolution, 2021,
75, 2624-2640. 1.1 11

2902 GWAS Identifies Multiple Genetic Loci for Skin Color in Korean Women. Journal of Investigative
Dermatology, 2022, 142, 1077-1084. 0.3 10

2903 Multivariate analysis reveals shared genetic architecture of brain morphology and human behavior.
Communications Biology, 2021, 4, 1180. 2.0 7

2904 Direct introgression of untapped diversity into elite wheat lines. Nature Food, 2021, 2, 819-827. 6.2 18

2906
Integrating genomics and multivariate evolutionary quantitative genetics: a case study of constraints
on sexual selection in <i>Drosophila serrata</i>. Proceedings of the Royal Society B: Biological
Sciences, 2021, 288, 20211785.

1.2 9

2907 Association mapping to detect Phytophthora infestans Mont. De Bary resistance in tetraploid potato.
Crop Science, 0, , . 0.8 1

2910 Common mtDNA Polymorphisms and Neurodegenerative Disorders. , 2012, , 63-78. 0

2911 Genetics and Human Appearance. , 2012, , 453-459. 1

2912 Parallel Evolutionary Computation in R. , 2012, , 351-377. 0



147

Citation Report

# Article IF Citations

2914 Animal Molecular Genetics animal molecular genetics from Major Genes to Genomics. , 2012, , 473-497. 0

2915 Genetic Variability in Molecular Responses to Chemical Exposure. Exs, 2012, 101, 437-457. 1.4 2

2916 Analysis of Family Data. Statistics in the Health Sciences, 2012, , 353-387. 0.2 0

2918 Genomic study using large number of SNP markers and future of livestock animal breeding. Nihon
Chikusan Gakkaiho, 2012, 83, 1-8. 0.0 0

2919 Approaches for Dissection of the Genetic Basis of Complex Disease Development in Human. , 0, , . 0

2920 Education 2.0: genetically-informed models for school and teaching. , 2012, , 188-212. 1

2921 Statistical Approaches to Combine Genetic Association Data. Journal of Biometrics & Biostatistics,
2013, 04, 1000166. 4.0 2

2922 Genomic information and animal breeding. Journal of Animal Genetics, 2013, 41, 15-22. 0.5 0

2923 Genetic Influences on Regular Exercise Behavior. , 2013, , 1367-1378. 1

2924 Topics in Quantitative Genetics. Statistics in the Health Sciences, 2014, , 31-77. 0.2 0

2925 Correcting for Hidden Population Structure in Single Marker Association Testing and Estimation.
Statistics in the Health Sciences, 2014, , 135-181. 0.2 1

2929 Social Categories and Laboratory Practices in Brazil, Colombia, and Mexico. , 2014, , 183-209. 1

2931 Future Directions in Genetics of Psychiatric Disorders. , 2014, , 311-337. 1

2935 Hvor har den nye genforskningen braktÂ oss? - Where has the new genomic research brought us?.
Tidsskrift for Samfunnsforskning, 2014, 55, 229-244. 0.1 2

2940 Targeted Re-sequencing in Psychiatric Disorders. Neuromethods, 2015, , 121-135. 0.2 0

2941 Heritability Estimated Using 50K SNPs Indicates Missing Heritability Problem in Holstein Breeding.
Genomics and Informatics, 2015, 13, 146. 0.4 3

2942 The Revolution in Genetic Sequencing and Analysis. , 2015, , 1-43. 0

2943 Assessing Causality in the Association between Child Adiposity and Physical Activity Levels: A
Mendelian Randomization Analysis. , 2015, , 83-108. 0



148

Citation Report

# Article IF Citations

2948 Linear Mixed Models in Genetic Epidemiological Studies and Applications. Ungyong T'onggye Yon'gu =
the Korean Journal of Applied Statistics, 2015, 28, 295-308. 0.0 0

2956 Investigations on Genetic Architecture of Hairy Loci in Dairy Cattle by Using Single and Whole Genome
Regression Approaches. Asian-Australasian Journal of Animal Sciences, 2016, 29, 938-943. 2.4 0

2961 Studying Rare Genetic Syndromes as a Method of Investigating Aetiology of Normal Variation in
Educationally Relevant Traits. , 2016, , 77-95. 1

2962 Genetics of Endocrinology. , 2016, , 49-68. 1

2967 Evolution of Homosexuality. , 2016, , 1-8. 2

2968 Limitations of the EP Concept in an Idealized Geneâ€“Phene Framework. Innovations in Cognitive
Neuroscience, 2016, , 103-120. 0.3 0

2969 Problem of Genetic Inheritance, The. , 2016, , 1-7. 0

2970 The Revolution in Genetic Sequencing and Analysis. , 2016, , 2793-2835. 0

2975 Finding the Missing Heritability of Genome-wide Association Study Using Genotype Imputation.
Matters, 0, , . 1.0 3

2976 Study of phenotypic correlations in the population of Zakarpattya and Kyiv region. ScienceRise, 2016, 5,
25. 0.1 0

2992 Genetics and Genomic Basis of Sleep Disorders in Humans. , 2017, , 322-339.e7. 2

2993 Genetic Improvement of Local Goats. , 2017, , 111-134. 1

2994 Intracerebral Hemorrhage and Cerebral Amyloid Angiopathy. , 2017, , 79-92. 0

2995 Using Stochastic Approximation Techniques to Efficiently Construct Confidence Intervals for
Heritability. Lecture Notes in Computer Science, 2017, , 241-256. 1.0 4

2998 Biologisches Paradigma. Springer-Lehrbuch, 2017, , 347-416. 0.1 0

3004 Be-Breeder - an application for analysis of genomic data in plant breeding. Crop Breeding and Applied
Biotechnology, 2017, 17, 54-58. 0.1 0

3020 Body structure and maturation â€“ the association with environmental factors. Anthropological
Review, 2017, 80, 141-151. 0.2 0

3021 Sechs Paradigmen der PersÃ¶nlichkeitspsychologie. Springer-Lehrbuch, 2018, , 23-80. 0.1 0



149

Citation Report

# Article IF Citations

3039 Bioremediation of Hormones from Waste Water. , 2018, , 1-31. 4

3072 A Simulation Study Comparing SNP Based Prediction Models of Drug Response. Springer Proceedings
in Mathematics and Statistics, 2019, , 327-337. 0.1 0

3075 Genetic Risk Prediction in IBD. , 2019, , 141-156. 0

3079 Bioremediation of Hormones from Waste Water. , 2019, , 2801-2830. 0

3080 Support Vector Based Autoregressive Mixed Models of Longitudinal Brain Changes and
Corresponding Genetics in Alzheimerâ€™s Disease. Lecture Notes in Computer Science, 2019, , 160-167. 1.0 1

3095 Statistical Methods and Software for Substance Use and Dependence Genetic Research. Current
Genomics, 2019, 20, 172-183. 0.7 0

3119 Genetic analysis of drupelet count in black raspberry (<i>Rubus occidentalis</i>). Acta Horticulturae,
2020, , 65-72. 0.1 0

3133 Association Between Genetic Risk for Psychiatric Disorders and the Probability of Living in Urban
Settings. JAMA Psychiatry, 2021, 78, 1355. 6.0 20

3134 Genomic prediction in the wild: A case study in Soay sheep. Molecular Ecology, 2022, 31, 6541-6555. 2.0 14

3135 Automatic sparse principal component analysis. Canadian Journal of Statistics, 2021, 49, 678-697. 0.6 0

3136 CONCLUSION: Race, Multiculturalism, and Genomics in Latin America. , 2020, , 211-240. 0

3138 Integrating comprehensive functional annotations to boost power and accuracy in gene-based
association analysis. PLoS Genetics, 2020, 16, e1009060. 1.5 11

3139 INTRODUCTION: Genomics, Race Mixture, and Nation in Latin America. , 2020, , 1-30. 1

3140 Statistical Genetics Contributes to the Nucleic Acid Drug Discovery. The Journal of the Japanese
Society of Internal Medicine, 2020, 109, 107-112. 0.0 0

3141 Statistical and Machine Learning Methods for eQTL Analysis. Methods in Molecular Biology, 2020,
2082, 87-104. 0.4 3

3142 The Weak Negative Selection Pressures Hypothesis. , 2020, , 111-125. 0

3144 Phenotype Heritability in Holobionts: An Evolutionary Model. Results and Problems in Cell
Differentiation, 2020, 69, 199-223. 0.2 2

3145 Development of Personality in Adulthood: A Behavioral Genetic Perspective. , 2020, , 41-74. 1



150

Citation Report

# Article IF Citations

3146 Genome-Wide Association Study (GWAS). , 2020, , 936-939. 0

3147 Arsen â€“ Gift und Heilmittel. Der Merkurstab, 2020, 73, 344-351. 0.0 0

3148 Genomics of Chronic Orofacial Pain. , 2020, , 105-110. 0

3149
The accuracy of genomic prediction for meat quality traits in Hanwoo cattle when using genotypes
from different SNP densities and preselected variants from imputed whole genome sequence. Animal
Production Science, 2021, 62, 21-28.

0.6 2

3150 Insight into the genetic architecture of back pain and its risk factors from a study of 509.000
individuals. BÃ³l, 2020, 20, 1-14. 0.1 0

3154 Interaction-Based Feature Selection Algorithm Outperforms Polygenic Risk Score in Predicting
Parkinsonâ€™s Disease Status. Frontiers in Genetics, 2021, 12, 744557. 1.1 5

3156 Genome-wide association analyses highlight etiological differences underlying newly defined
subtypes of diabetes. Nature Genetics, 2021, 53, 1534-1542. 9.4 81

3157 An integrative analysis of genomic and exposomic data for complex traits and phenotypic prediction.
Scientific Reports, 2021, 11, 21495. 1.6 8

3158 Functional connectivity in sympatric spiny rats reflects different dimensions of Amazonian
forestâ€•association. Journal of Biogeography, 2021, 48, 3196-3209. 1.4 8

3159 The genetic basis of spatial cognitive variation in a food-caching bird. Current Biology, 2022, 32,
210-219.e4. 1.8 18

3160 Evidence of the folateâ€•mediated oneâ€•carbon metabolism pathway genes in controlling the
nonâ€•syndromic oral clefts risks. Oral Diseases, 2023, 29, 1080-1088. 1.5 1

3161 Long-term impact of conventional and optimal contribution conservation methods on genetic
diversity and genetic gain in local pig breeds. Heredity, 2021, 127, 546-553. 1.2 4

3163 Predicting skeletal stature using ancient <scp>DNA</scp>. American Journal of Biological
Anthropology, 2022, 177, 162-174. 0.6 15

3164 Comparing empirical kinship derived heritability for imaging genetics traits in the UK biobank and
human connectome project. NeuroImage, 2021, 245, 118700. 2.1 2

3165 Genetic architecture of body size in mammals. Genome Biology, 2012, 13, 244. 13.9 42

3166 Genomic partitioning of growth traits using a high-density single nucleotide polymorphism array in
Hanwoo (Korean cattle). Asian-Australasian Journal of Animal Sciences, 2020, 33, 1558-1565. 2.4 2

3174 A weighted empirical Bayes risk prediction model using multiple traits. Statistical Applications in
Genetics and Molecular Biology, 2020, 19, . 0.2 0

3175 Unpaired data empowers association tests. Bioinformatics, 2021, 37, 785-792. 1.8 1



151

Citation Report

# Article IF Citations

3186 Network medicine approaches to the genetics of complex diseases. Discovery Medicine, 2012, 14, 143-52. 0.5 75

3187 Genome-wide prediction of cancer driver genes based on SNP and cancer SNV data. American Journal
of Cancer Research, 2014, 4, 394-410. 1.4 6

3189 Assumption-free estimation of the genetic contribution to refractive error across childhood.
Molecular Vision, 2015, 21, 621-32. 1.1 36

3191 PERSONALIZED MEDICINE: FROM GENOTYPES AND MOLECULAR PHENOTYPES TOWARDS COMPUTED
THERAPY. Pacific Symposium on Biocomputing Pacific Symposium on Biocomputing, 2013, 18, 171-174. 0.7 0

3192 Strategies to Increase Prediction Accuracy in Genomic Selection of Complex Traits in Alfalfa
(Medicago sativa L.). Cells, 2021, 10, 3372. 1.8 8

3193 A Multilayer Interactome Network Constructed in a Forest Poplar Population Mediates the
Pleiotropic Control of Complex Traits. Frontiers in Genetics, 2021, 12, 769688. 1.1 0

3194 Historical comparisons show evolutionary changes in drought responses in European plant species
after two decades of climate change. Basic and Applied Ecology, 2022, 58, 26-38. 1.2 12

3195 A new Bayesian approach for QTL mapping of family data. Journal of Bioinformatics and Computational
Biology, 2021, , 2150030. 0.3 0

3196 Genomics of Postprandial Lipidomics in the Genetics of Lipid-Lowering Drugs and Diet Network Study.
Nutrients, 2021, 13, 4000. 1.7 2

3197 Challenges and Opportunities in Applying Genomic Selection to Ruminants Owned by Smallholder
Farmers. Agriculture (Switzerland), 2021, 11, 1172. 1.4 8

3198 The crucial role of genome-wide genetic variation in conservation. Proceedings of the National
Academy of Sciences of the United States of America, 2021, 118, . 3.3 196

3201 Identification of Candidate Variants Associated With Bone Weight Using Whole Genome Sequence in
Beef Cattle. Frontiers in Genetics, 2021, 12, 750746. 1.1 7

3202
Handedness and its genetic influences are associated with structural asymmetries of the cerebral
cortex in 31,864 individuals. Proceedings of the National Academy of Sciences of the United States of
America, 2021, 118, .

3.3 41

3203 Genetic Pathways and Functional Subnetworks for the Complex Nature of Bipolar Disorder in
Genome-Wide Association Study. Frontiers in Molecular Neuroscience, 2021, 14, 772584. 1.4 4

3205 Relating multivariate shapes to genescapes using phenotype-biological process associations for
craniofacial shape. ELife, 2021, 10, . 2.8 7

3206
Using genomics to guide seedâ€•sourcing at the right taxonomical level for ecological restoration
projects: The complex case of Carex bigelowii s.lat. in Norway. Ecology and Evolution, 2021, 11,
17117-17131.

0.8 0

3207 Discriminating head trauma outcomes using machine learning and genomics. Journal of Molecular
Medicine, 2021, , 1. 1.7 0

3209 A single-cell atlas of chromatin accessibility in the human genome. Cell, 2021, 184, 5985-6001.e19. 13.5 194



152

Citation Report

# Article IF Citations

3210 Estimating heritability of glycaemic response to metformin using nationwide electronic health
records and population-sized pedigree. Communications Medicine, 2021, 1, . 1.9 1

3211 Phenome risk classification enables phenotypic imputation and gene discovery in developmental
stuttering. American Journal of Human Genetics, 2021, 108, 2271-2283. 2.6 11

3212
Association analysis and functional annotation of imputed sequence data within genomic regions
influencing resistance to gastro-intestinal parasites detected by an LDLA approach in a nucleus flock
of Sarda dairy sheep. Genetics Selection Evolution, 2022, 54, 2.

1.2 11

3213 Evaluation of updated Feed Saved breeding values developed in Australian Holstein dairy cattle. JDS
Communications, 2022, 3, 114-119. 0.5 2

3214 Unifying heritability in evolutionary theory. Studies in History and Philosophy of Science Part A, 2022,
91, 201-210. 0.6 7

3216 Genomic analysis reveals a polygenic architecture of antler morphology in wild red deer (<i>Cervus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 542 Td (elaphus</i>). Molecular Ecology, 2022, 31, 1281-1298.2.0 10

3217 Genome-wide association study biomarkers in bipolar disorder. , 2022, , 125-139. 1

3218 Polygenic transcriptome risk scores (PTRS) can improve portability of polygenic risk scores across
ancestries. Genome Biology, 2022, 23, 23. 3.8 42

3219 Association with HLA-DRÎ²1 position 37 distinguishes juvenile dermatomyositis from adult-onset
myositis. Human Molecular Genetics, 2022, 31, 2471-2481. 1.4 9

3220
Variance estimation and confidence intervals from genome-wide association studies through
high-dimensional misspecified mixed model analysis. Journal of Statistical Planning and Inference,
2022, 220, 15-23.

0.4 4

3221 Genome-wide associations for heat stress response suggest potential candidate genes underlying milk
fatty acid composition in dairy cattle. Journal of Dairy Science, 2022, 105, 3323-3340. 1.4 11

3222
Powering Research through Innovative Methods for Mixtures in Epidemiology (PRIME) Program: Novel
and Expanded Statistical Methods. International Journal of Environmental Research and Public
Health, 2022, 19, 1378.

1.2 32

3224 SNP and Haplotype Regional Heritability Mapping (SNHap-RHM): Joint Mapping of Common and Rare
Variation Affecting Complex Traits. Frontiers in Genetics, 2021, 12, 791712. 1.1 2

3226 Atopic Eczema: How Genetic Studies Can Contribute to the Understanding of this Complex Trait.
Journal of Investigative Dermatology, 2022, 142, 1015-1019. 0.3 2

3228 Polygenic risk prediction based on singular value decomposition with applications to alcohol use
disorder. BMC Bioinformatics, 2022, 23, 28. 1.2 0

3229 Predicting Physical Appearance from DNA Dataâ€”Towards Genomic Solutions. Genes, 2022, 13, 121. 1.0 8

3231 The Contribution of Genetic and Environmental Effects to Bergmannâ€™s Rule and Allenâ€™s Rule in House
Mice. American Naturalist, 2022, 199, 691-704. 1.0 20

3232 Heritability: What's the point? What is it not for? A human genetics perspective. Genetica, 2022, 150,
199-208. 0.5 4



153

Citation Report

# Article IF Citations

3233 Genetic common variants associated with cerebellar volume and their overlap with mental disorders:
a study on 33,265 individuals from the UK-Biobank. Molecular Psychiatry, 2022, 27, 2282-2290. 4.1 17

3234 Polygenic adaptation and negative selection across traits, years and environments in a longâ€•lived plant
species (<i>Pinus pinaster</i> Ait., Pinaceae). Molecular Ecology, 2022, 31, 2089-2105. 2.0 21

3235 Common Genetic Variants Contribute to Risk of Transposition of the Great Arteries. Circulation
Research, 2022, 130, 166-180. 2.0 15

3237 Deconstructing a Syndrome: Genomic Insights Into PCOS Causal Mechanisms and Classification.
Endocrine Reviews, 2022, 43, 927-965. 8.9 75

3238 A mechanistic framework for cardiometabolic and coronary artery diseases. , 2022, 1, 85-100. 51

3239 Cross-tissue transcriptome-wide association studies identify susceptibility genes shared between
schizophrenia and inflammatory bowel disease. Communications Biology, 2022, 5, 80. 2.0 12

3240 Population-based genetic effects for developmental stuttering. Human Genetics and Genomics
Advances, 2022, 3, 100073. 1.0 4

3241 Leveraging gene co-regulation to identify gene sets enriched for disease heritability. American Journal
of Human Genetics, 2022, 109, 393-404. 2.6 10

3242 Estimating SNP heritability in presence of population substructure in biobank-scale datasets. Genetics,
2022, 220, . 1.2 5

3244 The genetic architecture of language functional connectivity. NeuroImage, 2022, 249, 118795. 2.1 14

3245 OUP accepted manuscript. Briefings in Bioinformatics, 2022, , . 3.2 3

3246 A review of SNP heritability estimation methods. Briefings in Bioinformatics, 2022, 23, . 3.2 15

3247 Assortative mating biases marker-based heritability estimators. Nature Communications, 2022, 13, 660. 5.8 35

3249 Deltapine 15 contributes to the genomic architecture of modern upland cotton cultivars. Theoretical
and Applied Genetics, 2022, , 1. 1.8 4

3250 Systemic lupus erythematosus as a genetic disease. Clinical Immunology, 2022, 236, 108953. 1.4 18

3251 Barcoded bulk QTL mapping reveals highly polygenic and epistatic architecture of complex traits in
yeast. ELife, 2022, 11, . 2.8 33

3252 Systematic Heritability and Heritability Enrichment Analysis for Diabetes Complications in UK Biobank
and ACCORD Studies. Diabetes, 2022, 71, 1137-1148. 0.3 9

3253 Prediction ability for growth and maternal traits using SNP arrays based on different marker
densities in Nellore cattle using the ssGBLUP. Journal of Applied Genetics, 2022, 63, 389-400. 1.0 1



154

Citation Report

# Article IF Citations

3254 From musk to body odor: Decoding olfaction through genetic variation. PLoS Genetics, 2022, 18,
e1009564. 1.5 5

3255 Metabolomic selection for enhanced fruit flavor. Proceedings of the National Academy of Sciences of
the United States of America, 2022, 119, . 3.3 66

3256 High male specific contribution of the X-chromosome to individual global recombination rate in dairy
cattle. BMC Genomics, 2022, 23, 114. 1.2 0

3259 Transcriptome profiling of four candidate milk genes in milk and tissue samples of temperate and
tropical cattle. Journal of Genetics, 2019, 98, . 0.4 1

3260 Inferring genetic characteristics of Japanese Black cattle populations using genome-wide single
nucleotide polymorphism markers. Journal of Animal Genetics, 2022, 50, 3-9. 0.5 7

3263 Genetic Breeding, Disease Resistance and Immunity. , 2022, , 657-670. 1

3265 Quantitative multidimensional phenotypes improve genetic analysis of laterality traits. Translational
Psychiatry, 2022, 12, 68. 2.4 8

3267 Statistical Methods for Assessing the Explained Variation of a Health Outcome by a Mixture of
Exposures. International Journal of Environmental Research and Public Health, 2022, 19, 2693. 1.2 1

3268 Large-scale association study on daily weight gain in pigs reveals overlap of genetic factors for
growth in humans. BMC Genomics, 2022, 23, 133. 1.2 8

3269 The Myth of the Genetically Sick African. Genealogy, 2022, 6, 15. 0.4 0

3270 Analysis of a Multi-Environment Trial for Black Raspberry (Rubus occidentalis L.) Quality Traits. Genes,
2022, 13, 418. 1.0 1

3271 Genome-wide association analyses identify new Brugada syndrome risk loci and highlight a new
mechanism of sodium channel regulation in disease susceptibility. Nature Genetics, 2022, 54, 232-239. 9.4 55

3272 On the etiology of aesthetic chills: a behavioral genetic study. Scientific Reports, 2022, 12, 3247. 1.6 8

3273 Quantifying heritability and estimating evolutionary potential in the wild when individuals that share
genes also share environments. Journal of Animal Ecology, 2022, 91, 1239-1250. 1.3 5

3274 Genetic parameters estimation and genomeâ€•wide association studies for internal organ traits in an F
<sub>2</sub> chicken population. Journal of Animal Breeding and Genetics, 2022, , . 0.8 5

3275
Genome-Wide Association Study on Three Behaviors Tested in an Open Field in Heterogeneous Stock
Rats Identifies Multiple Loci Implicated in Psychiatric Disorders. Frontiers in Psychiatry, 2022, 13,
790566.

1.3 6

3276 IPRS: Leveraging Gene-Environment Interaction to Reconstruct Polygenic Risk Score. Frontiers in
Genetics, 2022, 13, 801397. 1.1 4

3277 Assessing the contribution of rare variants to complex trait heritability from whole-genome
sequence data. Nature Genetics, 2022, 54, 263-273. 9.4 156



155

Citation Report

# Article IF Citations

3278 An atlas of robust microbiome associations with phenotypic traits based on large-scale cohorts from
two continents. PLoS ONE, 2022, 17, e0265756. 1.1 15

3279 Nonparametric bounds in twoâ€•sample summaryâ€•data Mendelian randomization: Some cautionary tales
for practice. Statistics in Medicine, 2022, , . 0.8 2

3280 Lifestyle Modifies the Diabetes-Related Metabolic Risk, Conditional on Individual Genetic Differences.
Frontiers in Genetics, 2022, 13, 759309. 1.1 4

3281 Incorporating regulatory interactions into gene-set analyses for GWAS data: A controlled analysis
with the MAGMA tool. PLoS Computational Biology, 2022, 18, e1009908. 1.5 3

3282
Population genomics of the basket cockle <i>Clinocardium nuttallii</i> in the southern Salish Sea:
Assessing genetic risks of stock enhancement for a culturally important marine bivalve. Evolutionary
Applications, 2022, 15, 459-470.

1.5 1

3283 Discovering missing heritability in whole-genome sequencing data. Nature Genetics, 2022, 54, 224-226. 9.4 14

3284 Genomic patterns of homozygosity and inbreeding depression in Murciano-Granadina goats. Journal
of Animal Science and Biotechnology, 2022, 13, 35. 2.1 5

3285 Development of a polygenic risk score to improve detection of peripheral artery disease. Vascular
Medicine, 2022, 27, 219-227. 0.8 5

3286 Research Review: A guide to computing and implementing polygenic scores in developmental research.
Journal of Child Psychology and Psychiatry and Allied Disciplines, 2022, 63, 1111-1124. 3.1 14

3288 The long-term effects of genomic selection: 1. Response to selection, additive genetic variance, and
genetic architecture. Genetics Selection Evolution, 2022, 54, 19. 1.2 11

3289 Trade-offs of Linear Mixed Models in Genome-Wide Association Studies. Journal of Computational
Biology, 2022, 29, 233-242. 0.8 5

3290 Genetic and genomic analysis of age at first insemination in Israeli dairy cattle. Journal of Dairy
Science, 2022, 105, 5192-5205. 1.4 3

3291 Evolutionary Trajectories of Complex Traits in European Populations of Modern Humans. Frontiers in
Genetics, 2022, 13, 833190. 1.1 2

3292 Challenging Sustainable and Innovative Technologies in Cheese Production: A Review. Processes, 2022,
10, 529. 1.3 3

3293 Genetic and environmental correlational structure among metabolic syndrome endophenotypes.
Annals of Human Genetics, 2022, , . 0.3 0

3295 On the genetic architecture of rapidly adapting and convergent life history traits in guppies. Heredity,
2022, 128, 250-260. 1.2 9

3296 Collective effects of human genomic variation on microbiome function. Scientific Reports, 2022, 12,
3839. 1.6 3

3298 Integrative transcriptomic, evolutionary, and causal inference framework for region-level analysis:
Application to COVID-19. Npj Genomic Medicine, 2022, 7, 24. 1.7 3



156

Citation Report

# Article IF Citations

3299 SNPâ€•based heritability and selection analyses: Improved models and new results. BioEssays, 2022, 44,
e2100170. 1.2 14

3300 Characterization of runs of homozygosity, heterozygosity-enriched regions, and population
structure in cattle populations selected for different breeding goals. BMC Genomics, 2022, 23, 209. 1.2 19

3301 Polygenic transcriptome risk scores for COPD and lung function improve cross-ethnic portability of
prediction in the NHLBI TOPMed program. American Journal of Human Genetics, 2022, 109, 857-870. 2.6 7

3302 Fast heritability estimation based on MINQUE and batch training. Briefings in Bioinformatics, 2022, , . 3.2 0

3303 Marker-trait Association for Resistance to Sugarcane Mosaic Virus (SCMV) in a Sugarcane (Saccharum) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (spp.) Panel. Sugar Tech, 2022, 24, 1832-1844.0.9 4

3304 Genetic variants underlying differences in facial morphology in East Asian and European populations.
Nature Genetics, 2022, 54, 403-411. 9.4 20

3305
An integrative skeletal and paleogenomic analysis of stature variation suggests relatively reduced
health for early European farmers. Proceedings of the National Academy of Sciences of the United
States of America, 2022, 119, e2106743119.

3.3 21

3306 Partitioning gene-level contributions to complex-trait heritability by allele frequency identifies
disease-relevant genes. American Journal of Human Genetics, 2022, 109, 692-709. 2.6 2

3309 Unravelling Rubber Tree Growth by Integrating GWAS and Biological Network-Based Approaches.
Frontiers in Plant Science, 2021, 12, 768589. 1.7 14

3312 Circulating Nucleic Acid-Based Biomarkers of Type 2 Diabetes. International Journal of Molecular
Sciences, 2022, 23, 295. 1.8 8

3313 Polygenic Risk Score Prediction for Endometriosis. Frontiers in Reproductive Health, 2021, 3, . 0.6 3

3315 Causes of variability in estimates of mutational variance from mutation accumulation experiments.
Genetics, 2022, 221, . 1.2 2

3316 Average semivariance directly yields accurate estimates of the genomic variance in complex trait
analyses. G3: Genes, Genomes, Genetics, 2022, 12, . 0.8 7

3317 A genealogical estimate of genetic relationships. American Journal of Human Genetics, 2022, 109,
812-824. 2.6 13

3318 Improving polygenic prediction with genetically inferred ancestry. Human Genetics and Genomics
Advances, 2022, 3, 100109. 1.0 1

3319 Discovering single-cell eQTLs from scRNA-seq data only. Gene, 2022, 829, 146520. 1.0 9

3320 Population differentiation of polygenic score predictions under stabilizing selection. Philosophical
Transactions of the Royal Society B: Biological Sciences, 2022, 377, 20200416. 1.8 26

3321
Computational Modeling of the n-Back Task in the ABCD Study: Associations of Drift Diffusion Model
Parameters to Polygenic Scores of Mental Disorders and Cardiometabolic Diseases. Biological
Psychiatry: Cognitive Neuroscience and Neuroimaging, 2023, 8, 290-299.

1.1 1



157

Citation Report

# Article IF Citations

3322 Polygenic and Network-based studies in risk identification and demystification of cancer. Expert
Review of Molecular Diagnostics, 2022, 22, 427-438. 1.5 7

3323 A novel distribution of supergene genotypes is present in the socially polymorphic ant Formica
neoclara. Bmc Ecology and Evolution, 2022, 22, 47. 0.7 1

3324 Leveraging LD eigenvalue regression to improve the estimation of SNP heritability and confounding
inflation. American Journal of Human Genetics, 2022, 109, 802-811. 2.6 12

3325 A Whole Genome Sequencing-Based Genome-Wide Association Study Reveals the Potential Associations
of Teat Number in Qingping Pigs. Animals, 2022, 12, 1057. 1.0 8

3432 Genetic Bases of Complex Traits: From Quantitative Trait Loci to Prediction. Methods in Molecular
Biology, 2022, 2467, 1-44. 0.4 0

3433 Genomic Prediction of Complex Traits, Principles, Overview of Factors Affecting the Reliability of
Genomic Prediction, and Algebra of the Reliability. Methods in Molecular Biology, 2022, 2467, 45-76. 0.4 1

3434 Short Stature: Understanding the Stature of Ethnicity in Height Determination.. Indian Journal of
Endocrinology and Metabolism, 2021, 25, 381-388. 0.2 3

3435 Incorporating External Information in Tissue Subtyping: A Topic Modeling Approach.. Proceedings of
Machine Learning Research, 2021, 149, 478-505. 0.3 0

3436 A penalized linear mixed model with generalized method of moments for prediction analysis on
high-dimensional multi-omics data. Briefings in Bioinformatics, 2022, 23, . 3.2 3

3437 A genome-wide association and prediction study in grapevine deciphers the genetic architecture of
multiple traits and identifies genes under many new QTLs. G3: Genes, Genomes, Genetics, 2022, 12, . 0.8 18

3439 Ancestry-inclusive dog genomics challenges popular breed stereotypes. Science, 2022, 376, eabk0639. 6.0 77

3440 Eating Time as a Genetic Indicator of Methane Emissions and Feed Efficiency in Australian Maternal
Composite Sheep. Frontiers in Genetics, 2022, 13, . 1.1 2

3441 Estimate of inbreeding depression on growth and reproductive traits in a Large White pig population.
G3: Genes, Genomes, Genetics, 2022, 12, . 0.8 7

3443 Concurrent outcomes from multiple approaches of epistasis analysis for human body mass index
associated loci provide insights into obesity biology. Scientific Reports, 2022, 12, 7306. 1.6 6

3445 Genomic inbreeding coefficients using imputed genotypes: Assessing different estimators in
Holstein-Friesian dairy cows. Journal of Dairy Science, 2022, 105, 5926-5945. 1.4 12

3446 Cancer Susceptibility as a Cost of Reproduction and Contributor to Life History Evolution. Frontiers
in Ecology and Evolution, 2022, 10, . 1.1 6

3447 Analysis of MRI-derived spleen iron in the UK Biobank identifies genetic variation linked to iron
homeostasis and hemolysis. American Journal of Human Genetics, 2022, 109, 1092-1104. 2.6 7

3448 Transmission Distortion of MCT1 rs1049434 among Polish Elite Athletes. Genes, 2022, 13, 870. 1.0 1



158

Citation Report

# Article IF Citations

3449
Identification of significant marker-trait associations for Fusarium wilt resistance in a genetically
diverse core collection of safflower using AFLP and SSR markers. Journal of Applied Genetics, 2022, 63,
447-462.

1.0 5

3450 Three legs of the missing heritability problem. Studies in History and Philosophy of Science Part A,
2022, 93, 183-191. 0.6 13

3451 Genetic analyses of circulating PUFA-derived mediators identifies heritable dihydroxyeicosatrienoic
acid species. Prostaglandins and Other Lipid Mediators, 2022, 160, 106638. 1.0 1

3453 Challenges and Opportunities for Developing More Generalizable Polygenic Risk Scores. Annual
Review of Biomedical Data Science, 2022, 5, 293-320. 2.8 47

3454 Human brain anatomy reflects separable genetic and environmental components of socioeconomic
status. Science Advances, 2022, 8, eabm2923. 4.7 11

3455 Genetic regulation and variation of expression of miRNA and mRNA transcripts in fetal muscle tissue
in the context of sex, dam and variable fetal weight. Biology of Sex Differences, 2022, 13, 24. 1.8 5

3456 Phenotypic and genetic associations of quantitative magnetic susceptibility in UK Biobank brain
imaging. Nature Neuroscience, 2022, 25, 818-831. 7.1 21

3457 The missing heritability in type 1 diabetes. Diabetes, Obesity and Metabolism, 2022, 24, 1901-1911. 2.2 4

3458 Asthma and the Missing Heritability Problem: Necessity for Multiomics Approaches in Determining
Accurate Risk Profiles. Frontiers in Immunology, 2022, 13, . 2.2 5

3460 Genetic correlates of phenotypic heterogeneity in autism. Nature Genetics, 2022, 54, 1293-1304. 9.4 51

3461 Genetic diversity and structure of an endangered medicinal plant species (Pilocarpus microphyllus) in
eastern Amazon: implications for conservation. Conservation Genetics, 2022, 23, 745-758. 0.8 3

3463
Integrative PheWAS analysis in risk categorization of major depressive disorder and identifying their
associations with genetic variants using a latent topic model approach. Translational Psychiatry,
2022, 12, .

2.4 2

3464 Capturing additional genetic risk from family history for improved polygenic risk prediction.
Communications Biology, 2022, 5, . 2.0 6

3465 Multi-Trait Genomic Prediction Models Enhance the Predictive Ability of Grain Trace Elements in Rice.
Frontiers in Genetics, 0, 13, . 1.1 1

3466 On the Cross-Validation Bias due to Unsupervised Preprocessing. Journal of the Royal Statistical
Society Series B: Statistical Methodology, 2022, 84, 1474-1502. 1.1 7

3467 The role of spatial structure in multiâ€•deme models of evolutionary rescue. Journal of Evolutionary
Biology, 2022, 35, 986-1001. 0.8 0

3468 Moment estimators of relatedness from low-depth whole-genome sequencing data. BMC
Bioinformatics, 2022, 23, . 1.2 1

3469 Comparing heritability estimators under alternative structures of linkage disequilibrium. G3: Genes,
Genomes, Genetics, 2022, 12, . 0.8 4



159

Citation Report

# Article IF Citations

3470 Graph pangenome captures missing heritability and empowers tomato breeding. Nature, 2022, 606,
527-534. 13.7 131

3471 Prospects for genome-wide selection for quantitative traits in legumes. , 2022, , 595-616. 0

3472 3DFAACTS-SNP: using regulatory T cell-specific epigenomics data to uncover candidate mechanisms of
type 1 diabetes (T1D) risk. Epigenetics and Chromatin, 2022, 15, . 1.8 2

3473 Association of Genome-Wide Polygenic Risk Score for Body Mass Index With Cardiometabolic Health
From Childhood Through Midlife. Circulation Genomic and Precision Medicine, 2022, 15, . 1.6 4

3474 Impact of linkage disequilibrium heterogeneity along the genome on genomic prediction and
heritability estimation. Genetics Selection Evolution, 2022, 54, . 1.2 4

3476 Heritability Analyses Uncover Shared Genetic Effects of Lung Function and Change over Time. Genes,
2022, 13, 1261. 1.0 0

3478 Anthropometric traits and risk of multiple myeloma: a pooled prospective analysis. British Journal of
Cancer, 2022, 127, 1296-1303. 2.9 2

3481 From Mendel to quantitative genetics in the genome era: the scientific legacy of W. G. Hill. Nature
Genetics, 2022, 54, 934-939. 9.4 3

3482 Assessing the response to genomic selection by simulation. Theoretical and Applied Genetics, 2022, 135,
2891-2905. 1.8 1

3483 Explainable deep transfer learning model for disease risk prediction using high-dimensional genomic
data. PLoS Computational Biology, 2022, 18, e1010328. 1.5 7

3484 Genetic and Genomic Characterization of a New Beef Cattle Composite Breed (PurunÃ£) Developed for
Production in Pasture-Based Systems. Frontiers in Genetics, 0, 13, . 1.1 1

3485 Multivariate estimation of factor structures of complex traits using SNP-based genomic
relationships. BMC Bioinformatics, 2022, 23, . 1.2 0

3486 Genetic Resources, Breeding, and Molecular Genetic Markers for Orchard Improvement and
Management. Impact of Meat Consumption on Health and Environmental Sustainability, 2022, , 70-115. 0.4 0

3487 The False Dawn of Polygenic Risk Scores for Human Disease Prediction. Journal of Personalized
Medicine, 2022, 12, 1266. 1.1 6

3489
Genotyping-by-Sequencing and Morphology Revealed the Role of Polyploidization and Hybridization in
the Diversification of the Centaurea aspera L. Complex of Section Seridia (Juss.) DC. (Asteraceae).
Plants, 2022, 11, 1919.

1.6 1

3490 Identification of influential probe types in epigenetic predictions of human traits: implications for
microarray design. Clinical Epigenetics, 2022, 14, . 1.8 4

3491 Multitrait Bayesian shrinkage and variable selection models with the BGLR-R package. Genetics, 2022,
222, . 1.2 16

3492 Investigating the prediction of CpG methylation levels from SNP genotype data to help elucidate
relationships between methylation, gene expression and complex traits. Genetic Epidemiology, 0, , . 0.6 1



160

Citation Report

# Article IF Citations

3494 Genetic diversity of DGAT1 gene linked to milk production in cattle populations of Ethiopia. BMC
Genomic Data, 2022, 23, . 0.7 3

3498 Polygenic autoimmune disease risk alleles impacting B cell tolerance act in concert across shared
molecular networks in mouse and in humans. Frontiers in Immunology, 0, 13, . 2.2 5

3499 Role of Polygenic Risk Score in Cancer Precision Medicine of Non-European Populations: A Systematic
Review. Current Oncology, 2022, 29, 5517-5530. 0.9 1

3500 A cognitive neurogenetic approach to uncovering the structure of executive functions. Nature
Communications, 2022, 13, . 5.8 8

3501 A metaâ€•analysis on the heritability of vertebrate telomere length. Journal of Evolutionary Biology,
2022, 35, 1283-1295. 0.8 16

3502 Rare genetic variants explain missing heritability in smoking. Nature Human Behaviour, 2022, 6,
1577-1586. 6.2 12

3503
Genomic analyses of claw disorders in Holstein cows: Genetic parameters, trait associations, and
genome-wide associations considering interactions of SNP and heat stress. Journal of Dairy Science,
2022, 105, 8218-8236.

1.4 5

3504 Saline-Alkali Tolerance in Rice: Physiological Response, Molecular Mechanism, and QTL Identification
and Application to Breeding. Rice Science, 2022, 29, 412-434. 1.7 26

3506 Sharing of either phenotypes or genetic variants can increase the accuracy of genomic prediction of
feed efficiency. Genetics Selection Evolution, 2022, 54, . 1.2 4

3509 Associations between brain imaging and polygenic scores of mental health and educational
attainment in children aged 9â€“11. NeuroImage, 2022, 263, 119611. 2.1 11

3510 The heritability and molecular genetics of mental disorders. , 2023, , 125-139. 0

3511 ContIG: Self-supervised Multimodal Contrastive Learning for Medical Imaging with Genetics. , 2022, , . 15

3512 Human genotype-to-phenotype predictions: Boosting accuracy with nonlinear models. PLoS ONE, 2022,
17, e0273293. 1.1 6

3513 Principal Component Analyses (PCA)-based findings in population genetic studies are highly biased and
must be reevaluated. Scientific Reports, 2022, 12, . 1.6 48

3514 The Polygenic Risk Score Knowledge Base offers a centralized online repository for calculating and
contextualizing polygenic risk scores. Communications Biology, 2022, 5, . 2.0 7

3516 Genetic Pathways Underlying Individual Differences in Regular Physical Activity. Exercise and Sport
Sciences Reviews, 2023, 51, 2-18. 1.6 7

3517 Genetics of Primary Biliary Cholangitis. Clinics in Liver Disease, 2022, 26, 571-582. 1.0 3

3518 Quantifying the Effect Size of Exposure-Outcome Association Using Î´-Score: Application to
Environmental Chemical Mixture Studies. Symmetry, 2022, 14, 1962. 1.1 1



161

Citation Report

# Article IF Citations

3519 Effect of host genetics and gut microbiome on fat deposition traits in pigs. Frontiers in Microbiology,
0, 13, . 1.5 4

3520 Genetic architecture of repeated phenotypic divergence in <i>Littorina saxatilis</i> ecotype evolution.
Evolution; International Journal of Organic Evolution, 2022, 76, 2332-2346. 1.1 11

3523 Model Comparison of Heritability Enrichment Analysis in Livestock Population. Genes, 2022, 13, 1644. 1.0 0

3525 Integrative analysis of metabolite GWAS illuminates the molecular basis of pleiotropy and genetic
correlation. ELife, 0, 11, . 2.8 14

3526 Haplotype-specific chromatin looping reveals genetic interactions of regulatory regions modulating
gene expression in 8p23.1. Frontiers in Genetics, 0, 13, . 1.1 3

3527 Multi-environment genomic prediction for soluble solids content in peach (Prunus persica). Frontiers
in Plant Science, 0, 13, . 1.7 4

3528 A guidance of model selection for genomic prediction based on linear mixed models for complex
traits. Frontiers in Genetics, 0, 13, . 1.1 0

3529 Correlation scan: identifying genomic regions that affect genetic correlations applied to fertility
traits. BMC Genomics, 2022, 23, . 1.2 1

3530
Low-coverage sequencing in a deep intercross of the Virginia body weight lines provides insight to the
polygenic genetic architecture of growth: novel loci revealed by increased power and improved
genome-coverage. Poultry Science, 2023, 102, 102203.

1.5 0

3532 ExPRSweb: An online repository with polygenic risk scores for common health-related exposures.
American Journal of Human Genetics, 2022, 109, 1742-1760. 2.6 9

3533 A penalized linear mixed model with generalized method of moments estimators for complex
phenotype prediction. Bioinformatics, 2022, 38, 5222-5228. 1.8 1

3534 Evolutionary dynamics inform management interventions of a hanging garden obligate, Carex
specuicola. Frontiers in Conservation Science, 0, 3, . 0.9 0

3535 Whole genome population structure of North Atlantic kelp confirms highâ€•latitude glacial refugia.
Molecular Ecology, 2022, 31, 6473-6488. 2.0 5

3536 Revolution in Genetics. , 2022, , 3153-3200. 0

3537 Using Pedigree and Genomic Data toward Better Management of Inbreeding in Italian Dairy Sheep and
Goat Breeds. Animals, 2022, 12, 2828. 1.0 7

3539
SNP allele frequency estimation in pooled DNA of Frankliniella occidentalis (Pergande, 1895)
(Thysanoptera: Thripidae) by next-generation sequencing. Journal of Plant Diseases and Protection, 0, ,
.

1.6 0

3540 Polygenic power calculator: Statistical power and polygenic prediction accuracy of genome-wide
association studies of complex traits. Frontiers in Genetics, 0, 13, . 1.1 5

3541 Evolutionary Origins of Metabolic Reprogramming in Cancer. International Journal of Molecular
Sciences, 2022, 23, 12063. 1.8 0



162

Citation Report

# Article IF Citations

3543 Polygenic heterogeneity in antidepressant treatment and placebo response. Translational Psychiatry,
2022, 12, . 2.4 4

3544 A saturated map of common genetic variants associated with human height. Nature, 2022, 610, 704-712. 13.7 205

3548
Heritability estimates and predictive ability for pig meat quality traits using identityâ€•byâ€•state and
identityâ€•byâ€•descent relationships in an <scp> F <sub>2</sub> </scp> population. Journal of Animal
Breeding and Genetics, 0, , .

0.8 0

3549 Identification of Genomic Variants Causing Variation in Quantitative Traits: A Review. Agriculture
(Switzerland), 2022, 12, 1713. 1.4 8

3550 Contemporary Genome-Wide Association Studies in Depression: The Critical Role of Phenotyping.
Neuroscience and Behavioral Physiology, 0, , . 0.2 0

3551 Distinct germline genetic susceptibility profiles identified for common non-Hodgkin lymphoma
subtypes. Leukemia, 2022, 36, 2835-2844. 3.3 4

3553 In the context of the triple burden of malnutrition: A systematic review of gene-diet interactions and
nutritional status. Critical Reviews in Food Science and Nutrition, 0, , 1-29. 5.4 0

3554 GIFT: new method for the genetic analysis of small gene effects involving small sample sizes. Physical
Biology, 2023, 20, 016001. 0.8 0

3555 Liability-scale heritability estimation for biobank studies of low-prevalence disease. American Journal
of Human Genetics, 2022, 109, 2009-2017. 2.6 7

3556
Using Genomic Structural Equation Modeling to Partition the Genetic Covariance Between
Birthweight and Cardiometabolic Risk Factors into Maternal and Offspring Components in the
Norwegian HUNT Study. Behavior Genetics, 2023, 53, 40-52.

1.4 4

3557 Impacts of particle size and multienzyme supplementation on growth, cost-benefit, carcass
characteristics, and nutrient digestibility of broilers. Livestock Science, 2022, 266, 105105. 0.6 0

3559 Genetic improvement of faba bean (Vicia faba L.) genotypes selected for resistance to chocolate spot
disease. Agronomia Colombiana, 2022, 40, . 0.1 2

3560 Gene-Based Genome-Wide Association Study Identified Genes for Agronomic Traits in Maize. Biology,
2022, 11, 1649. 1.3 2

3562 Evidence of backcross inviability and mitochondrial <scp>DNA</scp> paternal leakage in sea turtle
hybrids. Molecular Ecology, 2023, 32, 628-643. 2.0 4

3563 Approach to the Patient With Short Stature: Genetic Testing. Journal of Clinical Endocrinology and
Metabolism, 2023, 108, 1007-1017. 1.8 5

3565 Denisovan and Neanderthal archaic introgression differentially impacted the genetics of complex
traits in modern populations. BMC Biology, 2022, 20, . 1.7 9

3566 Association analyses of the autosomal genome and mitochondrial DNA with accelerometry-derived
sleep parameters in depressed UK biobank subjects. Journal of Psychiatric Research, 2022, , . 1.5 0

3567 H3AGWAS: a portable workflow for genome wide association studies. BMC Bioinformatics, 2022, 23, . 1.2 6



163

Citation Report

# Article IF Citations

3569 Examination of runs of homozygosity in relation to height in an endogamous Namibian population.
American Journal of Biological Anthropology, 0, , . 0.6 2

3570 Polygenic risk scores adaptation for Height in a Vietnamese population. , 2022, , . 0

3571 Runs of Homozygosity Analysis Reveals Genomic Diversity and Population Structure of an Indigenous
Cattle Breed in Southwest China. Animals, 2022, 12, 3239. 1.0 0

3572 Heritability estimates of distichiasis in Staffordshire bull terriers using pedigrees and genome-wide
SNP data. Acta Veterinaria Scandinavica, 2022, 64, . 0.5 1

3573 Whole-exome sequencing study identifies rare variants and genes associated with intraocular
pressure and glaucoma. Nature Communications, 2022, 13, . 5.8 6

3574 Dissecting Complex Traits Using Omics Data: A Review on the Linear Mixed Models and Their
Application in GWAS. Plants, 2022, 11, 3277. 1.6 1

3575 Meta-analysis of genome-wide association studies uncovers shared candidate genes across breeds for
pig fatness trait. BMC Genomics, 2022, 23, . 1.2 7

3577 How to estimate heritability: a guide for genetic epidemiologists. International Journal of
Epidemiology, 2023, 52, 624-632. 0.9 7

3578 On the Opportunities and Risks of Examining the Genetics of Entrepreneurship. Genes, 2022, 13, 2208. 1.0 1

3579
Phenotypic and genetic factors associated with donation of DNA and consent to record linkage for
prescription history in the Australian Genetics of Depression Study. European Archives of Psychiatry
and Clinical Neuroscience, 0, , .

1.8 1

3580 GhostKnockoff inference empowers identification of putative causal variants in genome-wide
association studies. Nature Communications, 2022, 13, . 5.8 1

3581 Multi-omics peripheral and core regions of cancer. Npj Systems Biology and Applications, 2022, 8, . 1.4 1

3582 Effects of Different Methods and Genomic Relationship Matrices on Reliabilities of Genomic Selection
in Dairy Cattle. RIMAK International Journal of Humanities and Social Sciences, 0, , . 0.0 0

3585 The impact of SNP density on quantitative genetic analyses of body size traits in a wild population of
Soay sheep. Ecology and Evolution, 2022, 12, . 0.8 2

3586 The Genetic Diversity and Structure of an Isolated Population from Northern European Russia Based
on Whole-Exome Sequencing Data. Biology Bulletin Reviews, 2022, 12, S15-S22. 0.3 0

3587 Association analysis revealed loci linked to post-drought recovery and traits related to persistence
of smooth bromegrass (Bromus inermis). PLoS ONE, 2022, 17, e0278687. 1.1 0

3588 Analytic pipelines to assess the relationship between immune response and germline genetics in human
tumors. STAR Protocols, 2022, 3, 101809. 0.5 1

3589 Plant pan-genomics and its applications. Molecular Plant, 2023, 16, 168-186. 3.9 19



164

Citation Report

# Article IF Citations

3590 Estimation of genetic heritabilities of human traits in caseâ€“control studies. Annals of Human
Genetics, 0, , . 0.3 0

3592 Correlations between complex human phenotypes vary by genetic background, gender, and
environment. Cell Reports Medicine, 2022, 3, 100844. 3.3 5

3594 Genome-wide association study for vascular aging highlights pathways shared with cardiovascular
traits in Koreans. Frontiers in Cardiovascular Medicine, 0, 9, . 1.1 0

3595
Ethical, legal, and social implications of genetic risk prediction for multifactorial disease: a narrative
review identifying concerns about interpretation and use of polygenic scores. Journal of Community
Genetics, 2023, 14, 441-452.

0.5 5

3596 Taking quantitative genomics into the wild. Proceedings of the Royal Society B: Biological Sciences,
2022, 289, . 1.2 5

3599 Long-range regulatory effects of Neandertal DNA in modern humans. Genetics, 0, , . 1.2 0

3600 The clinical utility of the BMD-related comprehensive genome-wide polygenic score in identifying
individuals with a high risk of osteoporotic fractures. Osteoporosis International, 2023, 34, 681-692. 1.3 2

3603 Genetic and ecological drivers of molt in a migratory bird. Scientific Reports, 2023, 13, . 1.6 2

3605 A single-cell massively parallel reporter assay detects cell-type-specific gene regulation. Nature
Genetics, 2023, 55, 346-354. 9.4 18

3606
Outlier analyses and genome-wide association study identify glgC and ERD6-like 4 as candidate genes
for foliar water-soluble carbohydrate accumulation in Trifolium repens. Frontiers in Plant Science,
0, 13, .

1.7 0

3607 Genomic Tools in Applied Tree Breeding Programs: Factors to Consider. Forests, 2023, 14, 169. 0.9 4

3608 Genetic architecture of terpene chemistry and growth traits and the impact of inbreeding on these
traits in western redcedar (<i>Thuja plicata</i>). Evolutionary Applications, 2023, 16, 673-687. 1.5 2

3609 A statistical boosting framework for polygenic risk scores based on large-scale genotype data.
Frontiers in Genetics, 0, 13, . 1.1 2

3610 Transferability of the PRS estimates for height and BMI obtained from the European ethnic groups to
the Western Russian populations. Frontiers in Genetics, 0, 14, . 1.1 3

3611 Isolation and Characterization of Endophytic Kosakonia radicincitans to Stimulate Wheat Growth in
Saline Soil. Journal of Advances in Microbiology, 0, , 115-126. 0.2 0

3612 A comparison of marker-based estimators of inbreeding and inbreeding depression. Genetics Selection
Evolution, 2022, 54, . 1.2 11

3613 372. Leveraging GWAS models to map selection on complex traits in massive datasets. , 2022, , . 0

3614 374. Multibreed sequence level genome-wide association study of semen traits in tropical Australian
cattle. , 2022, , . 1



165

Citation Report

# Article IF Citations

3615 271. Application of low-pass sequencing to genomic prediction of egg quality in laying hens. , 2022, , . 0

3616 192. Genetic diversity and population structure of Slovenian local breed DreÅ¾nica goat. , 2022, , . 0

3617 Decomposing heritability and genetic covariance by direct and indirect effect paths. PLoS Genetics,
2023, 19, e1010620. 1.5 1

3618 Genomicsâ€•driven prophylactic measures to increase streptococcosis resistance in tilapia. Journal of
Fish Diseases, 2023, 46, 597-610. 0.9 2

3620 Taille Ã  lâ€™Ã¢ge adulteÂ : une myriade de locus. Medecine/Sciences, 2023, 39, 83-86. 0.0 0

3622 Genomic Prediction of Additive and Dominance Effects on Some Economic Traits of Moghani Sheep.
Research on Animal Production, 2022, 13, 187-193. 0.2 0

3623 Behavioural genetics methods. Nature Reviews Methods Primers, 2023, 3, . 11.8 9

3624 Genomic heritability and correlation between carcass traits in Japanese Black cattle evaluated under
different ceilings of relatedness among individuals. Frontiers in Genetics, 0, 14, . 1.1 3

3625 Exploring the statistical nature of independent chromosome segments. Livestock Science, 2023, 270,
105207. 0.6 0

3626 Programmed versus non-programmed evolution of aging. What is the evidence?. Experimental
Gerontology, 2023, 175, 112162. 1.2 5

3629 Fine scale genetics reveals the subtle negative effects of roads on an endangered bat. Science of the
Total Environment, 2023, 869, 161705. 3.9 1

3630 Genomic evidence for adaptation to tuberculosis in the Andes before European contact. IScience, 2023,
26, 106034. 1.9 3

3631 KLKB1 and CLSTN2 are associated with HDL-mediated cholesterol efflux capacity in a genome-wide
association study. Atherosclerosis, 2023, 368, 1-11. 0.4 2

3633 Polygenic architecture of rare coding variation across 394,783 exomes. Nature, 2023, 614, 492-499. 13.7 46

3634 322. Finetuning hyper-parameters increases the prediction accuracy in single-step genetic evaluation. ,
2022, , . 0

3635 317. Performance of identity-by-state and identity-by-descent genomic models for meat traits in a
cross-pig F2 population. , 2022, , . 0

3636 263. Genomic prediction of purebred Merinos from an admixed terminal population using selected
sequence variants. , 2022, , . 0

3637 20. Genetically more efficient Australian dairy cows and sheep are higher emitters of methane per unit
of food. , 2022, , . 1



166

Citation Report

# Article IF Citations

3638 536. Genetic regulation of ear size in Slovenian and Greek sheep breeds. , 2022, , . 0

3639 735. Options for the selective breeding for resistance to gastro-intestinal nematodes of Sarda breed
sheep. , 2022, , . 1

3640 171. Application of haplotype relationship matrices for genomic prediction in purebred and crossbred
cows. , 2022, , . 0

3641 A method for an unbiased estimate of cross-ancestry genetic correlation using individual-level data.
Nature Communications, 2023, 14, . 5.8 4

3643 2. Genetics of quantitative traits in natural populations: lessons from long term studies of wild
animals. , 2022, , . 0

3644 596. Chicken quantitative traits follow the omnigenic model. , 2022, , . 0

3645 3. Discoveries and lessons from a genome-wide association study of human height in &gt;5 million
individuals. , 2022, , . 0

3646 265. Unravelling the effect of structural variants from whole-genome sequence for depigmentation
in Nellore cattle. , 2022, , . 0

3648 Estimating the overall fraction of phenotypic variance attributed to high-dimensional predictors
measured with error. Biostatistics, 0, , . 0.9 0

3649 Novel Haplotype in the HHEX Gene Promoter Associated with Body Length in Pigs. Genes, 2023, 14, 511. 1.0 1

3650 The identification of mediating effects using genome-based restricted maximum likelihood estimation.
PLoS Genetics, 2023, 19, e1010638. 1.5 2

3651 Frequency and types of alternative breeding strategies employed by nesting American black ducks in
North Carolina. PLoS ONE, 2023, 18, e0278905. 1.1 0

3652 HIBLUP: an integration of statistical models on the BLUP framework for efficient genetic evaluation
using big genomic data. Nucleic Acids Research, 2023, 51, 3501-3512. 6.5 13

3653 Deciphering the genetic architecture of human brain structure and function: a brief survey on recent
advances of neuroimaging genomics. Briefings in Bioinformatics, 2023, 24, . 3.2 3

3654 Genetic association models are robust to common population kinship estimation biases. Genetics, 0, , . 1.2 2

3655 Inferring the heritability of bacterial traits in the era of machine learning. Bioinformatics Advances,
2023, 3, . 0.9 3

3656 Population dynamics and genome-wide selection scan for dogs in Chernobyl. Canine Medicine and
Genetics, 2023, 10, . 1.4 3

3658
Genome-Wide Association Study of Growth and Sex Traits Provides Insight into Heritable Mechanisms
Underlying Growth Development of Macrobrachium nipponense (Oriental River Prawn). Biology, 2023,
12, 429.

1.3 0



167

Citation Report

# Article IF Citations

3659 Statistical Methods for Disease Risk Prediction with Genotype Data. Methods in Molecular Biology,
2023, , 331-347. 0.4 0

3660 Pharmacogenomic and Statistical Analysis. Methods in Molecular Biology, 2023, , 305-330. 0.4 0

3661 Pedigree and genome-based patterns of homozygosity in the South African Ayrshire, Holstein, and
Jersey breeds. Frontiers in Genetics, 0, 14, . 1.1 1

3662 The lingering effects of Neanderthal introgression on human complex traits. ELife, 0, 12, . 2.8 11

3663 The hidden factor: accounting for covariate effects in power and sample size computation for a
binary trait. Bioinformatics, 2023, 39, . 1.8 1

3664 Overruled by nature: A plastic response to environmental change disconnects a gene and its trait.
Molecular Ecology, 2024, 33, . 2.0 5

3665 Estimation of Variance Components and Genome Partitioning According to Minor Allele Frequency
for Quantitative Traits in Sheep. Research on Animal Production, 2022, 13, 139-148. 0.2 0

3666 Gene-environment interaction explains a part of missing heritability in human body mass index.
Communications Biology, 2023, 6, . 2.0 2

3667 Causal effects on complex traits are similar for common variants across segments of different
continental ancestries within admixed individuals. Nature Genetics, 2023, 55, 549-558. 9.4 27

3668 Heritability of human â€œdirectedâ€• functional connectome. Brain and Behavior, 2023, 13, . 1.0 1

3669 Genomic prediction of rice mesocotyl length indicative of directing seeding suitability using a half-sib
hybrid population. PLoS ONE, 2023, 18, e0283989. 1.1 0

3671 Brain structure, phenotypic and genetic correlates of reading performance. Nature Human Behaviour,
2023, 7, 1120-1134. 6.2 6

3672 Heritability Estimation Approaches Utilizing Genomeâ€•Wide Data. Current Protocols, 2023, 3, . 1.3 5

3673 Common and rare variants associated with cardiometabolic traits across 98,622 whole-genome
sequences in the All of Us research program. Journal of Human Genetics, 2023, 68, 565-570. 1.1 1

3674 Genetic confounding in bullying research: Causal claims revisited. Development and Psychopathology,
0, , 1-12. 1.4 0

3675 PyAGH: a python package to fast construct kinship matrices based on different levels of omic data.
BMC Bioinformatics, 2023, 24, . 1.2 0

3760 Polygenic scores in cancer. Nature Reviews Cancer, 2023, 23, 619-630. 12.8 7

3823 Genomic selection: a revolutionary approach for forest tree improvement in the wake of climate
change. Euphytica, 2024, 220, . 0.6 0



168

Citation Report

# Article IF Citations

3840 An Early Detection of Autism Spectrum Disorder Using PDNN and ABIDE I&amp;II Dataset. Lecture Notes
in Networks and Systems, 2024, , 295-310. 0.5 0

3888 Sechs Paradigmen der PersÃ¶nlichkeitspsychologie. , 2024, , 33-97. 0


